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The following dataset contains the genomic locations, sequences, and gene context of all GEMM-I riboswitches identified by covariance model analysis. Individual
RNA motifs are separated based on bacterial lineage and nucleotide identity at position 20. We predict that those riboswitches within Deltaproteobacteria with an A
at position 20 recognize c-AMP-GMP, while, presumably, the vast majority of all other riboswitches recognize c-di-GMP.
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1 Bacillales

1.1 Taxa

The taxonomy of each organism containing a putative Bacillales is listed, with
abbreviations identifying each hit (e.g., “Eco-1-1” and “Eco-1-2” might hypothet-

ically represent two distinct RNAs in E. coli). The abbreviations will be used to
identify each individual Bacillales in Sections 1.2 and 1.4.

abbrev. of hits taxonomy of species
Aac-1-1 to Aac-1-5 Bacteria Firmicutes Bacillales Alicyclobacillaceae Alicyclobacillus acidocaldarius LAA1
Aac-2-1 to Aac-2-2 Bacteria Firmicutes Bacillales Alicyclobacillaceae Alicyclobacillus acidocaldarius subsp. acidocaldarius DSM 446
Aac-3-1 Bacteria Firmicutes Bacillales Alicyclobacillaceae Alicyclobacillus acidocaldarius subsp. acidocaldarius Tc-4-1
Ahe-1-1 to Ahe-1-6 Bacteria Firmicutes Bacillales Alicyclobacillaceae Alicyclobacillus hesperidum URH17-3-68
Btu-1-1 Bacteria Firmicutes Bacillales Alicyclobacillaceae Bacillus tusciae DSM 2912
Axy-1-1 Bacteria Firmicutes Bacillales Bacillaceae Amphibacillus xylanus NBRC 15112
Afl-1-1 to Afl-1-2 Bacteria Firmicutes Bacillales Bacillaceae Anoxybacillus flavithermus WK1
Baz-1-1 to Baz-1-5 Bacteria Firmicutes Bacillales Bacillaceae Bacillus azotoformans LMG 9581
Bba-1-1 to Bba-1-7 Bacteria Firmicutes Bacillales Bacillaceae Bacillus bataviensis LMG 21833
Bce-1-1 to Bce-1-7 Bacteria Firmicutes Bacillales Bacillaceae Bacillus cellulosilyticus DSM 2522
Bco-1-1 to Bco-1-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus coagulans 2-6
Bco-2-1 to Bco-2-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus coagulans 36D1
Bco-3-1 to Bco-3-4 Bacteria Firmicutes Bacillales Bacillaceae Bacillus coahuilensis m4-4
Bha-1-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus halodurans C-125
Bli-1-1 to Bli-1-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus licheniformis ATCC 14580 (DSM 13)
Bme-1-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus megaterium DSM 319
Bme-2-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus megaterium QM B1551
Bme-3-1 to Bme-3-3 Bacteria Firmicutes Bacillales Bacillaceae Bacillus megaterium WSH-002
Bme-4-1 to Bme-4-3 Bacteria Firmicutes Bacillales Bacillaceae Bacillus methanolicus PB1
Bpu-1-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus pumilus ATCC 7061
Bpu-2-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus pumilus SAFR-032
Bse-1-1 to Bse-1-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus selenitireducens MLS10
Bsm-1-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus smithii 7 3 47FAA
Bsp-1-1 to Bsp-1-4 Bacteria Firmicutes Bacillales Bacillaceae Bacillus sp. 10403023
Bsp-2-1 to Bsp-2-7 Bacteria Firmicutes Bacillales Bacillaceae Bacillus sp. 1NLA3E
Bsp-3-1 to Bsp-3-5 Bacteria Firmicutes Bacillales Bacillaceae Bacillus sp. 2 A 57 CT2
Bsp-4-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus sp. B14905
Bsp-5-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus sp. BT1B CT2
Bsp-6-1 to Bsp-6-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus sp. HYC-10
Bsp-7-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus sp. M 2-6
Bsp-10-1 to Bsp-10-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus sp. m3-13
Bsp-8-1 to Bsp-8-9 Bacteria Firmicutes Bacillales Bacillaceae Bacillus sp. NRRL B-14911
Bsp-9-1 to Bsp-9-9 Bacteria Firmicutes Bacillales Bacillaceae Bacillus sp. SG-1
Ban-2-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus anthracis str. ’Ames Ancestor’
Ban-3-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus anthracis str. A0174
Ban-4-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus anthracis str. A0193
Ban-5-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus anthracis str. A0248
Ban-6-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus anthracis str. A0389
Ban-7-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus anthracis str. A0442
Ban-8-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus anthracis str. A0465
Ban-9-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus anthracis str. A0488
Ban-10-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus anthracis str. A1055
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Ban-11-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus anthracis str. A2012
Ban-12-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus anthracis str. Ames
Ban-13-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus anthracis str. Australia 94
Ban-14-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus anthracis str. CDC 684
Ban-15-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus anthracis str. CNEVA-9066
Ban-16-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus anthracis str. H9401
Ban-17-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus anthracis str. Kruger B
Ban-18-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus anthracis str. Sterne
Ban-19-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus anthracis str. Vollum
Ban-20-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus anthracis str. Western North America USA6153
Ban-1-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus anthracis Tsiankovskii-I
Bce-2-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus 03BB102
Bce-3-1 to Bce-3-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus 03BB108
Bce-4-1 to Bce-4-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus 172560W
Bce-5-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus 95/8201
Bce-6-1 to Bce-6-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus AH1134
Bce-7-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus AH1271
Bce-8-1 to Bce-8-3 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus AH1272
Bce-9-1 to Bce-9-3 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus AH1273
Bce-10-1 to Bce-10-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus AH187
Bce-11-1 to Bce-11-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus AH603
Bce-12-1 to Bce-12-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus AH621
Bce-13-1 to Bce-13-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus AH676
Bce-14-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus AH820
Bce-15-1 to Bce-15-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus ATCC 10876
Bce-16-1 to Bce-16-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus ATCC 10987
Bce-17-1 to Bce-17-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus ATCC 14579
Bce-18-1 to Bce-18-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus ATCC 4342
Bce-19-1 to Bce-19-3 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus B4264
Bce-20-1 to Bce-20-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus BDRD-Cer4
Bce-21-1 to Bce-21-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus BDRD-ST196
Bce-22-1 to Bce-22-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus BDRD-ST24
Bce-23-1 to Bce-23-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus BDRD-ST26
Bce-24-1 to Bce-24-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus BGSC 6E1
Bce-46-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus biovar anthracis str. CI
Bce-25-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus E33L
Bce-26-1 to Bce-26-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus F65185
Bce-27-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus F837/76
Bce-28-1 to Bce-28-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus FRI-35
Bce-29-1 to Bce-29-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus G9241
Bce-30-1 to Bce-30-3 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus G9842
Bce-31-1 to Bce-31-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus H3081.97
Bce-47-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus m1293
Bce-48-1 to Bce-48-3 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus m1550
Bce-32-1 to Bce-32-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus MM3
Bce-33-1 to Bce-33-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus NC7401
Bce-34-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus NVH0597-99
Bce-35-1 to Bce-35-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus Q1
Bce-36-1 to Bce-36-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus R309803
Bce-37-1 to Bce-37-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus Rock1-15
Bce-38-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus Rock1-3
Bce-39-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus Rock3-28
Bce-40-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus Rock3-29
Bce-41-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus Rock3-42
Bce-42-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus Rock4-18
Bce-43-1 to Bce-43-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus Rock4-2
Bce-44-1 to Bce-44-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus SJ1
Bce-45-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus W
Bcy-1-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cytotoxicus NVH 391-98
Bmy-1-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus mycoides DSM 2048
Bsp-11-1 to Bsp-11-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus sp. 7 6 55CFAA CT2
Bth-1-1 to Bth-1-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis BMB171
Bth-2-1 to Bth-2-3 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis Bt407
Bth-3-1 to Bth-3-3 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis HD-771
Bth-4-1 to Bth-4-3 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis IBL 200
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Bth-5-1 to Bth-5-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis IBL 4222
Bth-6-1 to Bth-6-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis MC28
Bth-7-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis serovar andalousiensis BGSC 4AW1
Bth-8-1 to Bth-8-3 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis serovar berliner ATCC 10792
Bth-9-1 to Bth-9-3 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis serovar chinensis CT-43
Bth-10-1 to Bth-10-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis serovar finitimus YBT-020
Bth-11-1 to Bth-11-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis serovar huazhongensis BGSC 4BD1
Bth-12-1 to Bth-12-3 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis serovar israelensis ATCC 35646
Bth-13-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis serovar konkukian str. 97-27
Bth-14-1 to Bth-14-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis serovar kurstaki str. T03a001
Bth-15-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis serovar monterrey BGSC 4AJ1
Bth-16-1 to Bth-16-3 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis serovar pakistani str. T13001
Bth-17-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis serovar pondicheriensis BGSC 4BA1
Bth-18-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis serovar pulsiensis BGSC 4CC1
Bth-19-1 to Bth-19-3 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis serovar sotto str. T04001
Bth-20-1 to Bth-20-3 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis serovar thuringiensis str. T01001
Bth-21-1 to Bth-21-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis serovar tochigiensis BGSC 4Y1
Bth-22-1 to Bth-22-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis str. Al Hakam
Bwe-1-1 to Bwe-1-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus weihenstephanensis KBAB4
Cth-1-1 to Cth-1-2 Bacteria Firmicutes Bacillales Bacillaceae Caldalkalibacillus thermarum TA2.A1
Gsp-1-1 to Gsp-1-2 Bacteria Firmicutes Bacillales Bacillaceae Geobacillus sp. C56-T3
Gsp-2-1 to Gsp-2-2 Bacteria Firmicutes Bacillales Bacillaceae Geobacillus sp. Y412MC52
Gsp-3-1 to Gsp-3-2 Bacteria Firmicutes Bacillales Bacillaceae Geobacillus sp. Y412MC61
Gth-1-1 to Gth-1-2 Bacteria Firmicutes Bacillales Bacillaceae Geobacillus thermoglucosidasius C56-YS93
Gth-2-1 Bacteria Firmicutes Bacillales Bacillaceae Geobacillus thermoleovorans CCB US3 UF5
Lfu-1-1 to Lfu-1-2 Bacteria Firmicutes Bacillales Bacillaceae Lysinibacillus fusiformis ZC1
Oih-1-1 Bacteria Firmicutes Bacillales Bacillaceae Oceanobacillus iheyensis HTE831
Osp-1-1 to Osp-1-2 Bacteria Firmicutes Bacillales Bacillaceae Oceanobacillus sp. Ndiop
Osc-1-1 to Osc-1-4 Bacteria Firmicutes Bacillales Bacillaceae Ornithinibacillus scapharcae TW25
Ssp-1-1 Bacteria Firmicutes Bacillales Bacillaceae Salimicrobium sp. MJ3
Ean-1-1 Bacteria Firmicutes Bacillales Bacillales Family XII. IncertaeSedis Exiguobacterium antarcticum B7
Esp-1-1 to Esp-1-2 Bacteria Firmicutes Bacillales Bacillales Family XII. IncertaeSedis Exiguobacterium sp. AT1b
Lmo-1-1 Bacteria Firmicutes Bacillales Listeriaceae Listeria monocytogenes 08-5578
Lmo-2-1 Bacteria Firmicutes Bacillales Listeriaceae Listeria monocytogenes 08-5923
Bbr-1-1 to Bbr-1-4 Bacteria Firmicutes Bacillales Paenibacillaceae Brevibacillus brevis NBRC 100599
Bsp-12-1 to Bsp-12-4 Bacteria Firmicutes Bacillales Paenibacillaceae Brevibacillus sp. BC25
Bsp-13-1 to Bsp-13-3 Bacteria Firmicutes Bacillales Paenibacillaceae Brevibacillus sp. CF112
Pal-1-1 to Pal-1-6 Bacteria Firmicutes Bacillales Paenibacillaceae Paenibacillus alvei DSM 29
Pcu-1-1 to Pcu-1-3 Bacteria Firmicutes Bacillales Paenibacillaceae Paenibacillus curdlanolyticus YK9
Pde-1-1 to Pde-1-5 Bacteria Firmicutes Bacillales Paenibacillaceae Paenibacillus dendritiformis C454
Pel-1-1 to Pel-1-7 Bacteria Firmicutes Bacillales Paenibacillaceae Paenibacillus elgii B69
Pla-1-1 to Pla-1-3 Bacteria Firmicutes Bacillales Paenibacillaceae Paenibacillus lactis 154
Pmu-1-1 to Pmu-1-9 Bacteria Firmicutes Bacillales Paenibacillaceae Paenibacillus mucilaginosus 3016
Pmu-2-1 to Pmu-2-10 Bacteria Firmicutes Bacillales Paenibacillaceae Paenibacillus mucilaginosus K02
Pmu-3-1 to Pmu-3-9 Bacteria Firmicutes Bacillales Paenibacillaceae Paenibacillus mucilaginosus KNP414
Ppe-1-1 to Ppe-1-4 Bacteria Firmicutes Bacillales Paenibacillaceae Paenibacillus peoriae KCTC 3763
Ppo-1-1 to Ppo-1-2 Bacteria Firmicutes Bacillales Paenibacillaceae Paenibacillus polymyxa E681
Ppo-2-1 to Ppo-2-2 Bacteria Firmicutes Bacillales Paenibacillaceae Paenibacillus polymyxa M1
Ppo-3-1 to Ppo-3-2 Bacteria Firmicutes Bacillales Paenibacillaceae Paenibacillus polymyxa SC2
Psp-1-1 to Psp-1-4 Bacteria Firmicutes Bacillales Paenibacillaceae Paenibacillus sp. Aloe-11
Psp-2-1 Bacteria Firmicutes Bacillales Paenibacillaceae Paenibacillus sp. HGF7
Psp-3-1 to Psp-3-2 Bacteria Firmicutes Bacillales Paenibacillaceae Paenibacillus sp. JC66
Psp-4-1 Bacteria Firmicutes Bacillales Paenibacillaceae Paenibacillus sp. JDR-2
Psp-5-1 to Psp-5-2 Bacteria Firmicutes Bacillales Paenibacillaceae Paenibacillus sp. oral taxon 786 str. D14
Pte-1-1 to Pte-1-4 Bacteria Firmicutes Bacillales Paenibacillaceae Paenibacillus terrae HPL-003
Tco-1-1 to Tco-1-4 Bacteria Firmicutes Bacillales Paenibacillaceae Thermobacillus composti KWC4
Lsp-1-1 Bacteria Firmicutes Bacillales Planococcaceae Lysinibacillus sphaericus C3-41
Pan-1-1 to Pan-1-2 Bacteria Firmicutes Bacillales Planococcaceae Planococcus antarcticus DSM 14505
Pdo-1-1 to Pdo-1-2 Bacteria Firmicutes Bacillales Planococcaceae Planococcus donghaensis MPA1U2
Sne-1-1 Bacteria Firmicutes Bacillales Planococcaceae Sporosarcina newyorkensis 2681
Sin-1-1 Bacteria Firmicutes Bacillales Sporolactobacillaceae Sporolactobacillus inulinus CASD
Svi-1-1 Bacteria Firmicutes Bacillales Sporolactobacillaceae Sporolactobacillus vineae DSM 21990 = SL153
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1.2 Gene contexts

Each Bacillales (indicated by “RNA→”) is listed. For each hit, the genes
located within 6 Kb of the hit are given, except that genes are not listed for
eukaryotes, because these organisms were not used in the statistics of genetic el-
ements associated with c-di-GMP riboswitches.. Some environmental sequences
and some RefSeq entries lack gene annotations, and so no genes are available for
such sequences. The direction of each gene is indicated with an arrow (→), and
each conserved domain in the gene is colored. Conserved domains associated with
more than one Bacillales are assigned a color; other domains are gray. Information

about these conserved domains is given in Section 1.3. The accession number of
the sequence containing each Bacillales is given. Accessions beginning with “NC ”,
“NS ”, “NW ” or “NZ ” are contained in RefSeq. Other accession refer to environ-
mental samples, whose sources are cited in Methods. Nucleotide coordinates are
given for the 5′ and 3′ boundaries of each Bacillales. If the 5′ coordinate is greater
than the 3′ coordinate, the RNA is present on the reverse-complement strand of
the containing genomic DNA sequence. Each hit is denoted by an abbreviation
(like “Eco-1-1”) that refers to a taxonomy given in Section 1.1.

abbrev. Seq. accession 5′ at 3′ at genes

Bacteria Firmicutes Bacillales

Bce-1-1 NC 014829.1 + 1321207 1321319 RNA→ hypo→ ABC ATPase (cd00267)→ pseudogene→
Bce-8-1 NZ ACMS01000035.1 + 17011 17107 RNA→ hypo→
Bce-9-1 NZ ACMT01000359.1 + 10511 10607 RNA→ hypo→
Bce-28-1 NC 018491.1 - 327323 327210 RNA→ HATPase c (cd00075)HAMP (cd06225)HisKA (cd00082)→
Bth-10-1 NC 017200.1 + 1434403 1434516 RNA→ HATPase c (cd00075)HAMP (cd06225)HisKA (cd00082)→
Bce-33-1 NC 016771.1 + 1325893 1326006 RNA→ HATPase c (cd00075)HAMP (cd06225)HisKA (cd00082)→
Bce-10-1 NC 011658.1 + 1366413 1366526 RNA→ HATPase c (cd00075)HAMP (cd06225)HisKA (cd00082)→
Bce-35-1 NC 011969.1 + 1365405 1365518 RNA→ HATPase c (cd00075)HAMP (cd06225)HisKA (cd00082)→
Bce-31-1 NZ ABDL02000025.1 + 21420 21533 RNA→ HATPase c (cd00075)HAMP (cd06225)HisKA (cd00082)→
Bce-23-1 NZ ACMC01000030.1 + 103856 103969 RNA→ HATPase c (cd00075)HAMP (cd06225)HisKA (cd00082)→
Bce-16-1 NC 003909.8 + 1417375 1417488 RNA→ HATPase c (cd00075)HAMP (cd06225)HisKA (cd00082)→
Pel-1-1 NZ AFHW01000003.1 - 20692 20585 RNA→ hypo→
Bha-1-1 NC 002570.2 + 597571 597672 RNA→ hypo→ hypo→ MA (smart00283)→
Esp-1-1 NC 012673.1 + 1190630 1190726 RNA→ DUF297 (pfam03537)→
Pel-1-2 NZ AFHW01000008.1 - 14794 14689 RNA→ ←hypo

Bco-3-1 NZ ABFU01000018.3 - 9024 8926 RNA→ EAL (cd01948)→
Pcu-1-1 NZ AEDD01000012.1 - 51630 51532 RNA→ IPT (cd00102)vWFA (cd00198)TIG (pfam01833)→
Ppe-1-1 NZ AGFX01000011.1 + 895925 896031 RNA→

EntF (COG1020)PP-binding (pfam00550)Condensation (pfam00668)NRPS-para261 (TIGR01720)AA-adenyl-dom (TIGR01733)→
Pte-1-1 NC 016641.1 + 4365874 4365979 RNA→ Condensation (pfam00668)→ AA-adenyl-dom (TIGR01733)→ AA-adenyl-dom (TIGR01733)→

EntF (COG1020)Condensation (pfam00668)NRPS-para261 (TIGR01720)alpha am amid (TIGR03443)→
PP-binding (pfam00550)AA-adenyl-dom (TIGR01733)Thioester-redct (TIGR01746)→ COG4908 (COG4908)→

Psp-1-1 NZ JH601055.1 - 2565 2460 RNA→ hypo→ EntF (COG1020)Condensation (pfam00668)→
Bsp-8-1 NZ AAOX01000001.1 + 434564 434663 RNA→ ←LytR (COG1316)

Bse-1-1 NC 014219.1 + 2058935 2059034 RNA→ EAL (cd01948)GGDEF (cd01949)→
Psp-3-1 NZ CAES01000070.1 - 2523 2420 RNA→ COG4932 (COG4932)LPXTG anchor (TIGR01167)→
Tco-1-1 NZ AGFE01000012.1 + 86133 86276 RNA→ hypo→
Pmu-1-1 NC 016935.1 - 8601987 8601877 RNA→ COG3401 (COG3401)fn3 (pfam00041)→
Pmu-3-1 NC 015690.1 - 8527209 8527099 RNA→ COG3401 (COG3401)fn3 (pfam00041)→
Pmu-2-1 NC 017672.1 - 8638169 8638059 RNA→ fn3 (pfam00041)→
Svi-1-1 NZ BAEY01000008.1 + 124099 124199 RNA→ COG3103 (COG3103)SH3 3 (pfam08239)→
Ahe-1-1 NZ AKZN01000017.1 + 29392 29495 RNA→ trans reg C (cd00383)→
Ahe-1-2 NZ AKZN01000075.1 - 237 140 RNA→
Pal-1-1 NZ AMBZ01000001.1 + 818584 818687 RNA→ vWFA (cd00198)→
Pde-1-1 NZ AHKH01000186.1 + 5413 5511 RNA→ vWFA (cd00198)→
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Ahe-1-3 NZ AKZN01000011.1 - 49223 49125 RNA→ hypo→
Aac-1-1 NZ ACCS01000010.1 + 51827 51925 RNA→ hypo→
Aac-1-2 NZ ACCS01000033.1 - 24038 23941 RNA→ hypo→
Bsp-9-1 NZ ABCF01000033.1 + 2261 2364 RNA→ FlgB (TIGR01396)→ FlgC (COG1558)→ FliE (pfam02049)→ fliF (TIGR00206)→ fliG (TIGR00207)→

FliH bacil (TIGR03825)→ ATPase flagellum-secretory path III (cd01136)→ FliJ (pfam02050)→
COG3334 (COG3334)→ FliK (COG3144)→ FlgD (pfam03963)→ flg new (TIGR02530)→ FlgE (COG1749)→

Gth-1-1 NC 015660.1 + 2912333 2912430 RNA→ REC (cd00156)→
Ahe-1-4 NZ AKZN01000067.1 + 47481 47585 RNA→ HAMP (cd06225)Cache 1 (pfam02743)→
Psp-4-1 NC 012914.1 - 4481344 4481243 RNA→ MA (smart00283)→
Pmu-3-2 NC 015690.1 - 8482469 8482359 RNA→ hypo→
Pmu-1-2 NC 016935.1 - 8557734 8557629 RNA→ pseudogene→
Pmu-2-2 NC 017672.1 - 8593355 8593250 RNA→ hypo→
Bsp-9-2 NZ ABCF01000005.1 + 53545 53649 RNA→ hypo→ HDc (cd00077)→
Pcu-1-2 NZ AEDD01000006.1 - 3995 3885 RNA→ PilZ (pfam07238)→
Pcu-1-3 NZ AEDD01000012.1 - 237431 237341 RNA→ RhsA (COG3209)NT KNTase like (cd05403)Rhs assc core (TIGR03696)→
Bsp-9-3 NZ ABCF01000011.1 - 25263 25164 RNA→ GGDEF (cd01949)→
Tco-1-2 NZ AGFE01000025.1 + 68000 68102 RNA→ COG5581 (COG5581)→ tRNA-Arg→
Ahe-1-5 NZ AKZN01000011.1 - 209244 209156 RNA→ PAS (cd00130)GGDEF (cd01949)→ phosphoribosylformylglycinamidine synthase II→
Bco-3-2 NZ ABFU01000063.1 - 11745 11644 RNA→ hypo→
Pel-1-3 NZ AFHW01000031.1 - 107116 107008 RNA→ G glu transpept (pfam01019)→ COG4191 (COG4191)HAMP (cd06225)MA (smart00283)→
Bco-3-3 NZ ABFU01000045.3 - 13922 13828 RNA→ Rtn (COG2200)PAS 3 (pfam08447)GGDEF (cd01949)→ EAL (cd01948)→ EAL (cd01948)→
Afl-1-1 NC 011567.1 + 368629 368727 RNA→ COG5278 (COG5278)HAMP (cd06225)MA (smart00283)→
Bme-4-1 NZ AFEU01000001.1 - 508899 508796 RNA→ HAMP (cd06225)MA (smart00283)→

PP-binding (pfam00550)AA-adenyl-dom (TIGR01733)Thioester-redct (TIGR01746)→ Sfp (COG2091)→
Gth-1-2 NC 015660.1 + 3310192 3310285 RNA→ HAMP (cd06225)MA (smart00283)→
Bco-1-1 NC 015634.1 + 265090 265194 RNA→ GGDEF (cd01949)→
Bco-2-1 NC 016023.1 - 1076909 1076805 RNA→ GGDEF (cd01949)→
Bsp-2-1 NZ AGJD01000001.1 + 233226 233325 RNA→ Flp/Fap pilin component→
Pmu-1-3 NC 016935.1 + 5864544 5864645 RNA→ HATPase c (cd00075)HisKA (cd00082)→
Pmu-2-3 NC 017672.1 + 5982897 5982998 RNA→ hypo→ HATPase c (cd00075)HisKA (cd00082)→
Pmu-3-3 NC 015690.1 + 6097637 6097738 RNA→ hypo→ HATPase c (cd00075)HisKA (cd00082)→
Pmu-2-4 NC 017672.1 - 8249516 8249419 RNA→ Cu amine oxidN1 (pfam07833)→
Bsp-8-2 NZ AAOX01000005.1 + 210203 210298 RNA→ PAS (cd00130)EAL (cd01948)GGDEF (cd01949)PilZ (pfam07238)→
Pan-1-1 NZ AJYB01000002.1 + 37675 37775 RNA→ FlgB (TIGR01396)→ FlgC (COG1558)→
Bsp-9-4 NZ ABCF01000023.1 + 20588 20697 RNA→ GGDEF (cd01949)7TMR-DISM 7TM (pfam07695)→
Aac-2-1 NC 013207.1 + 23529 23629 RNA→ EAL (cd01948)SpoOE-like (pfam09388)→ pseudogene→ REC (cd00156)→
Aac-1-3 NZ ACCS01000020.1 + 37503 37603 RNA→ EAL (cd01948)SpoOE-like (pfam09388)→ DUF342 (pfam03961)→ REC (cd00156)→
Aac-3-1 NC 017167.1 + 141343 141444 RNA→ ←hypo
Aac-1-4 NZ ACCS01000010.1 - 47519 47418 RNA→ EAL (cd01948)SpoOE-like (pfam09388)→ HAMP (cd06225)MA (smart00283)→ hypo→ REC (cd00156)→
Pdo-1-1 NZ AEPB01000001.1 + 112408 112509 RNA→ hypo→
Pan-1-2 NZ AJYB01000042.1 + 87740 87841 RNA→ hypo→
Lfu-1-1 NZ ADJR01000049.1 + 117789 117894 RNA→ Uncharacterized conserved protein, probably secreted→
Psp-2-1 NZ AFDH01000004.1 + 14979 15075 RNA→ EAL (cd01948)GGDEF (cd01949)→ UgpB (COG1653)→
Bsp-8-3 NZ AAOX01000025.1 - 55968 55869 RNA→ amidase→
Pmu-2-5 NC 017672.1 + 3426172 3426282 RNA→ PAS (cd00130)EAL (cd01948)COG3300 (COG3300)GGDEF (cd01949)→
Pmu-1-4 NC 016935.1 + 3415008 3415118 RNA→ PAS (cd00130)EAL (cd01948)COG3300 (COG3300)GGDEF (cd01949)→
Pmu-3-4 NC 015690.1 + 2865281 2865391 RNA→ PAS (cd00130)EAL (cd01948)COG3300 (COG3300)GGDEF (cd01949)→
Osc-1-1 NZ AEWH01000024.1 + 131217 131321 RNA→ COG3899 (COG3899)GGDEF (cd01949)PKc (cd00180)→
Bsp-2-2 NZ AGJD01000002.1 + 137084 137191 RNA→ SinI (pfam08671)→
Pmu-2-6 NC 017672.1 + 30707 30809 RNA→ PilZ (pfam07238)→
Pmu-1-5 NC 016935.1 + 30469 30571 RNA→ PilZ (pfam07238)→
Pmu-3-5 NC 015690.1 + 30528 30630 RNA→ PilZ (pfam07238)→
Pel-1-4 NZ AFHW01000138.1 - 4929 4826 RNA→ PilZ (pfam07238)→ PGRP (cd06583)→
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Ahe-1-6 NZ AKZN01000067.1 + 151676 151784 RNA→ PAS (cd00130)EAL (cd01948)PAS 3 (pfam08447)GGDEF (cd01949)→
Pde-1-2 NZ AHKH01000016.1 - 3028 2927 RNA→ hypo→
Bsp-2-3 NZ AGJD01000001.1 - 316668 316575 RNA→ ←hypo
Bsp-8-4 NZ AAOX01000001.1 + 422545 422644 RNA→ hypo→
Bba-1-1 NZ AJLS01000115.1 + 11211 11307 RNA→ (big gap) ←COG1835 (COG1835)

Bba-1-2 NZ AJLS01000045.1 - 507 411 RNA→
Bme-4-2 NZ AFEU01000002.1 - 665771 665676 RNA→ SMC prok A (TIGR02169)→
Gsp-3-1 NC 013411.1 - 3336965 3336871 RNA→ SMC prok A (TIGR02169)→
Gsp-2-1 NC 014915.1 - 3342934 3342840 RNA→ SMC prok A (TIGR02169)→
Gth-2-1 NC 016593.1 - 3279446 3279352 RNA→ hypo→
Gsp-1-1 NC 014206.1 - 3363375 3363279 RNA→ hypo→
Afl-1-2 NC 011567.1 - 1599579 1599484 RNA→ hypo→ SspH (pfam08141)→
Cth-1-1 NZ AFCE01000160.1 + 14636 14737 RNA→ HATPase c (cd00075)PAS (cd00130)HisKA (cd00082)→
Pal-1-2 NZ AMBZ01000008.1 + 183694 183791 RNA→ pseudogene→
Pde-1-3 NZ AHKH01000015.1 + 42202 42300 RNA→ ChtBD3 (cd00036)Big 3 (pfam07523)GH18 PF-ChiA-like (cd06543)GH18 chitinase (cd06548)→
Sne-1-1 NZ AFPZ01000077.1 - 28098 27972 RNA→ HAMP (cd06225)Cache 1 (pfam02743)→ MA (smart00283)→
Bce-1-2 NC 014829.1 - 2551978 2551880 RNA→ LuxR C like (cd06170)→
Ssp-1-1 NZ AMPQ01000001.1 + 108303 108401 RNA→ PDZ CTP protease (cd00988)Peptidase S41 CPP (cd07560)PG binding 1 (pfam01471)→
Pmu-3-6 NC 015690.1 - 7702466 7702368 RNA→ EAL (cd01948)GGDEF (cd01949)→ UgpB (COG1653)→
Pmu-1-6 NC 016935.1 - 7786376 7786278 RNA→ hypo→
Pmu-2-7 NC 017672.1 - 7822997 7822899 RNA→ hypo→
Osp-1-1 NZ CAER01000043.1 - 26717 26611 RNA→ FolE (COG0302)→ PTPS (cd00470)→ COG4221 (COG4221)→ HATPase c (cd00075)→

DAP2 (COG1506)PTZ00171 (PTZ00171)→ CaiC (COG0318)→ hypo→ STAS anti-anti-sigma factors (cd07043)→
SpoIIE (pfam07228)→ Jag (COG1847)DUF342 (pfam03961)→

Ean-1-1 NC 018665.1 + 2548267 2548365 RNA→ hypo→
Bsp-12-1 NZ AKIX01000033.1 - 9354 9253 RNA→ G glu transpept (pfam01019)→
Bbr-1-1 NC 012491.1 + 5867825 5867926 RNA→ hypo→
Bsp-13-1 NZ AKKB01000014.1 + 21576 21677 RNA→ G glu transpept (pfam01019)→
Bba-1-3 NZ AJLS01000044.1 + 39838 39942 RNA→ SinI (pfam08671)→
Bme-3-1 NC 017138.1 + 3889762 3889861 RNA→ CESA like (cd06423)→
Bsp-13-2 NZ AKKB01000046.1 + 17406 17503 RNA→ NAT SF (cd04301)→ MA (smart00283)→
Bbr-1-2 NC 012491.1 - 1128100 1128002 RNA→ NAT SF (cd04301)→ MA (smart00283)→
Bsp-12-2 NZ AKIX01000095.1 + 13354 13451 RNA→ COG3153 (COG3153)→ MA (smart00283)→
Gsp-3-2 NC 013411.1 + 3234818 3234919 RNA→ hypo→
Gsp-2-2 NC 014915.1 + 3240787 3240888 RNA→ hypo→
Gsp-1-2 NC 014206.1 + 3278483 3278584 RNA→ hypo→
Tco-1-3 NZ AGFE01000005.1 - 138356 138237 RNA→ hypo→ hypo→
Bsp-1-1 NZ CAET01000038.1 - 12913 12815 RNA→ RF3 II (cd03689)RF3 (cd04169)→ TM ABC iron-siderophores like (cd06550)→

ABC Iron-Siderophores B12 Hemin (cd03214)→
Bsp-8-5 NZ AAOX01000001.1 + 401419 401520 RNA→ hypo→
Bme-3-2 NC 017138.1 + 3829325 3829423 RNA→ hypo→
Psp-5-1 NZ GG695975.1 + 137064 137162 RNA→ SinI (pfam08671)→
Ppe-1-2 NZ AGFX01000009.1 + 129344 129446 RNA→ SinI (pfam08671)→ hypo→
Psp-1-2 NZ JH601067.1 + 1306 1405 RNA→ SinI (pfam08671)→
Pte-1-2 NC 016641.1 - 4653421 4653322 RNA→ SinI (pfam08671)→
Esp-1-2 NC 012673.1 - 1052307 1052217 RNA→ Transglut core (pfam01841)→
Bce-12-1 NZ ACLX01000034.1 + 72532 72612 RNA→
Pel-1-5 NZ AFHW01000028.1 + 124874 124975 RNA→ REC (cd00156)→
Pal-1-3 NZ AMBZ01000001.1 - 823924 823822 RNA→ hypo→
Bsp-10-1 NZ ACPC01000020.1 + 181020 181146 RNA→ SinI (pfam08671)→ HTH XRE (cd00093)SinI (pfam08671)→
Osc-1-2 NZ AEWH01000012.1 - 10595 10496 RNA→ PilZ (pfam07238)→
Bce-1-3 NC 014829.1 - 2534525 2534423 RNA→ HAMP (cd06225)MA (smart00283)→
Tco-1-4 NZ AGFE01000013.1 + 14016 14115 RNA→ EAL (cd01948)GGDEF (cd01949)→
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Btu-1-1 NC 014098.1 - 2855444 2855344 RNA→ EAL (cd01948)SpoOE-like (pfam09388)→ pseudogene→
Osc-1-3 NZ AEWH01000074.1 - 6941 6842 RNA→ LuxR C like (cd06170)→
Lmo-2-1 NC 013768.1 - 1816294 1816194 RNA→ sigma70-ECF (TIGR02937)→
Lmo-1-1 NC 013766.1 - 1849563 1849463 RNA→ sigma70-ECF (TIGR02937)→
Bcy-1-1 NC 009674.1 + 420948 421048 RNA→ MA (smart00283)HAMP (pfam00672)→

PP-binding (pfam00550)NAD binding 4 (pfam07993)AA-adenyl-dom (TIGR01733)→
Bwe-1-1 NC 010184.1 + 416906 417003 RNA→ MA (smart00283)HAMP (pfam00672)→
Bth-6-1 NC 018693.1 + 5044014 5044114 RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-39-1 NZ ACMI01000055.1 + 114089 114189 RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-40-1 NZ ACMJ01000013.1 + 114093 114193 RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-38-1 NZ ACMG01000012.1 + 114153 114253 RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-42-1 NZ ACMN01000011.1 + 114209 114309 RNA→ MA (smart00283)HAMP (pfam00672)→
Bth-9-1 NC 017208.1 + 421324 421424 RNA→ MA (smart00283)HAMP (pfam00672)→
Bth-2-1 NC 018877.1 + 423420 423520 RNA→ MA (smart00283)HAMP (pfam00672)→
Bth-20-1 NZ ACNA01000012.1 + 26340 26440 RNA→ MA (smart00283)HAMP (pfam00672)→
Bth-8-1 NZ ACNF01000012.1 + 50740 50840 RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-6-1 NZ ABDA02000001.1 + 113205 113305 RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-43-1 NZ ACMM01000057.1 + 109125 109225 RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-13-1 NZ ACMQ01000015.1 + 52017 52117 RNA→ MA (smart00283)HAMP (pfam00672)→
Bth-1-1 NC 014171.1 + 428497 428597 RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-17-1 NC 004722.1 + 408145 408245 RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-19-1 NC 011725.1 + 426361 426461 RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-48-1 NZ ACMA01000009.1 + 110098 110198 RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-22-1 NZ ACMB01000013.1 + 50668 50768 RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-20-1 NZ ACME01000010.1 + 50657 50757 RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-37-1 NZ ACMH01000013.1 + 50635 50735 RNA→ MA (smart00283)HAMP (pfam00672)→
Bth-16-1 NZ ACNC01000014.1 + 63865 63965 RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-15-1 NZ ACLT01000013.1 + 109223 109323 RNA→ MA (smart00283)HAMP (pfam00672)→
Bth-14-1 NZ ACND01000016.1 + 13845 13945 RNA→ MA (smart00283)HAMP (pfam00672)→
Bsp-11-1 NZ ACWE01000086.1 + 111531 111631 RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-4-1 NZ ACLV01000013.1 + 36845 36945 RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-26-1 NZ ACMO01000012.1 + 50775 50875 RNA→ MA (smart00283)HAMP (pfam00672)→
Bth-11-1 NZ ACNI01000012.1 + 108761 108861 RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-11-1 NZ ACMP01000014.1 + 1584 1684 RNA→ MA (smart00283)HAMP (pfam00672)→
Bth-4-1 NZ ACNK01000011.1 + 128841 128941 RNA→ MA (smart00283)HAMP (pfam00672)→
Bth-3-1 NC 018500.1 - 3715241 3715141 RNA→ MA (smart00283)HAMP (pfam00672)→
Bth-19-1 NZ ACNB01000015.1 + 22100 22200 RNA→ HAMP (cd06225)→ MA (smart00283)→
Bce-30-1 NC 011772.1 + 404484 404584 RNA→ MA (smart00283)HAMP (pfam00672)→
Bth-12-1 NZ AAJM01000023.1 + 10959 11059 RNA→ MA (smart00283)HAMP (pfam00672)→

PP-binding (pfam00550)NAD binding 4 (pfam07993)AA-adenyl-dom (TIGR01733)→
Bth-5-1 NZ ACNL01000013.1 + 45052 45152 RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-36-1 NZ ACLY01000012.1 + 2385 2485 RNA→ MA (smart00283)HAMP (pfam00672)→
Bth-21-1 NZ ACMY01000012.1 + 29719 29816 RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-29-1 NZ AAEK01000015.1 - 90989 90892 RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-18-1 NZ ACLZ01000008.1 + 110899 110996 RNA→ MA (smart00283)HAMP (pfam00672)→
Bth-10-2 NC 017200.1 + 508018 508118 RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-33-2 NC 016771.1 + 463926 464026 RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-10-2 NC 011658.1 + 464054 464154 RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-35-2 NC 011969.1 + 463071 463171 RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-31-2 NZ ABDL02000002.1 + 149760 149860 RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-23-2 NZ ACMC01000013.1 + 34662 34762 RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-16-2 NC 003909.8 + 504273 504373 RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-27-1 NC 016779.1 + 402329 402429 RNA→ MA (smart00283)HAMP (pfam00672)→
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Bth-13-1 NC 005957.1 + 421262 421362 RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-14-1 NC 011773.1 + 413578 413678 RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-46-1 NC 014335.1 + 393787 393887 RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-45-1 NZ ABCZ02000007.1 + 116263 116363 RNA→ pseudogene→ pseudogene→
Bth-18-1 NZ ACNJ01000012.1 + 117665 117765 RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-47-1 NZ ACLS01000016.1 + 3275 3375 RNA→ MA (smart00283)HAMP (pfam00672)→
Ban-5-1 NC 012659.1 + 397181 397281 RNA→ MA (smart00283)HAMP (pfam00672)→
Ban-16-1 NC 017729.1 + 387771 387871 RNA→ MA (smart00283)HAMP (pfam00672)→
Ban-18-1 NC 005945.1 + 397294 397394 RNA→ MA (smart00283)HAMP (pfam00672)→
Ban-2-1 NC 007530.2 + 397281 397381 RNA→
Ban-14-1 NC 012581.1 + 397634 397734 RNA→ MA (smart00283)HAMP (pfam00672)→
Ban-12-1 NC 003997.3 + 397281 397381 RNA→ MA (smart00283)HAMP (pfam00672)→
Ban-11-1 NZ AAAC02000001.1 + 914169 914269 RNA→ MA (smart00283)HAMP (pfam00672)→
Ban-15-1 NZ AAEN01000023.3 + 138404 138504 RNA→ MA (smart00283)HAMP (pfam00672)→
Ban-10-1 NZ AAEO01000030.1 + 151843 151943 RNA→ MA (smart00283)HAMP (pfam00672)→
Ban-19-1 NZ AAEP01000046.1 + 103733 103833 RNA→ MA (smart00283)HAMP (pfam00672)→
Ban-17-1 NZ AAEQ01000043.3 - 90684 90584 RNA→ MA (smart00283)HAMP (pfam00672)→
Ban-20-1 NZ AAER01000042.3 - 136413 136313 RNA→ MA (smart00283)HAMP (pfam00672)→
Ban-13-1 NZ AAES01000043.1 + 103403 103503 RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-34-1 NZ ABDK02000010.1 + 105172 105272 RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-3-1 NZ ABDM02000008.1 + 106845 106945 RNA→ MA (smart00283)HAMP (pfam00672)→
Ban-1-1 NZ ABDN02000009.1 - 88723 88623 RNA→ MA (smart00283)HAMP (pfam00672)→
Ban-9-1 NZ ABJC01000008.1 + 11309 11409 RNA→ MA (smart00283)HAMP (pfam00672)→
Ban-4-1 NZ ABKF01000028.1 + 10919 11019 RNA→ MA (smart00283)HAMP (pfam00672)→
Ban-7-1 NZ ABKG01000009.1 - 135159 135059 RNA→ MA (smart00283)HAMP (pfam00672)→
Ban-6-1 NZ ABLB01000011.1 - 135169 135069 RNA→ MA (smart00283)HAMP (pfam00672)→
Ban-8-1 NZ ABLH01000025.1 - 55424 55324 RNA→ MA (smart00283)HAMP (pfam00672)→
Ban-3-1 NZ ABLT01000026.1 - 56028 55928 RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-24-1 NZ ACLU01000015.1 + 50002 50102 RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-5-1 NZ ACMF01000010.1 + 108209 108309 RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-41-1 NZ ACMK01000017.1 + 3202 3302 RNA→ MA (smart00283)HAMP (pfam00672)→
Bth-17-1 NZ ACNH01000011.1 + 108292 108392 RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-28-2 NC 018491.1 - 1158194 1158094 RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-25-1 NC 006274.1 + 414654 414754 RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-2-1 NC 012472.1 + 416683 416783 RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-44-1 NZ ADFM01000080.1 + 102087 102187 RNA→ (big gap) MA (smart00283)HAMP (pfam00672)→
Bth-7-1 NZ ACNG01000016.1 + 100860 100960 RNA→ MA (smart00283)HAMP (pfam00672)→
Bth-15-1 NZ ACNE01000010.1 + 108336 108433 RNA→ MA (smart00283)HAMP (pfam00672)→
Bth-22-1 NC 008600.1 + 435368 435465 RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-7-1 NZ ACMR01000019.1 + 23748 23845 RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-21-1 NZ ACMD01000018.1 + 1587 1687 RNA→ MA (smart00283)HAMP (pfam00672)→
Bmy-1-1 NZ ACMU01000010.1 + 105757 105857 RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-8-2 NZ ACMS01000029.1 + 25207 25307 RNA→ HAMP (cd06225)MA (smart00283)→
Bce-9-2 NZ ACMT01000028.1 + 6601 6701 RNA→ HAMP (cd06225)MA (smart00283)→
Bce-32-1 NZ ACLW01000014.1 + 4413 4513 RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-12-2 NZ ACLX01000013.1 + 1584 1684 RNA→ MA (smart00283)HAMP (pfam00672)→
Bsp-9-5 NZ ABCF01000011.1 - 46739 46641 RNA→ ←SecA (COG0653)SEC-C (pfam02810)

Pal-1-4 NZ AMBZ01000001.1 - 1188905 1188806 RNA→ Sfp (COG2091)→ hypo→
EntF (COG1020)PP-binding (pfam00550)Condensation (pfam00668)NAD binding 4 (pfam07993)AA-adenyl-dom (TIGR01733)→

Psp-5-2 NZ GG695975.1 + 162298 162398 RNA→ HATPase c (cd00075)→ REC (cd00156)LuxR C like (cd06170)→
Bsp-3-1 NZ ACWD01000020.1 - 177216 177116 RNA→ PAS (cd00130)EAL (cd01948)GGDEF (cd01949)PilZ (pfam07238)→ YvyF (TIGR03826)→
Bsp-8-6 NZ AAOX01000007.1 - 21306 21203 RNA→ hypo→
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Bsm-1-1 NZ ACWF01000090.1 - 9640 9536 RNA→ REC (cd00156)→
Bsp-3-2 NZ ACWD01000004.1 + 23723 23825 RNA→ ←hypo

Bsp-2-4 NZ AGJD01000014.1 + 77977 78080 RNA→ REC (cd00156)→
Bce-1-4 NC 014829.1 - 4574697 4574609 RNA→ EAL (cd01948)GGDEF (cd01949)→ UgpB (COG1653)→
Bsp-9-6 NZ ABCF01000005.1 + 23254 23360 RNA→ Peptidases S8 1 (cd07487)→
Pdo-1-2 NZ AEPB01000057.1 + 65080 65182 RNA→ Peptidases S8 1 (cd07487)→
Bco-3-4 NZ ABFU01000064.1 + 66871 66970 RNA→ SinI (pfam08671)→
Bsp-6-1 NZ AMSH01000051.1 - 17939 17838 RNA→ GTP cyclohydro1 (cd00642)→ PTPS (cd00470)→ COG4221 (COG4221)→ HATPase c (cd00075)→

PldB (COG2267)→ Tar (COG0840)→ STAS anti-anti-sigma factors (cd07043)→ SpoIIE (pfam07228)→
Jag (COG1847)DUF342 (pfam03961)→ STAS anti-anti-sigma factors (cd07043)→

Bsp-3-3 NZ ACWD01000060.1 - 8598 8502 RNA→ ←HTH XRE (cd00093)SinI (pfam08671)

Bsp-9-7 NZ ABCF01000117.1 + 1833 1940 RNA→ SinI (pfam08671)→ possible transposase→ PHA02517 (PHA02517)→
Bsp-8-7 NZ AAOX01000005.1 - 221625 221502 RNA→ SinI (pfam08671)→
Osc-1-4 NZ AEWH01000060.1 - 92418 92322 RNA→ hypo→ hypo→ HTH XRE (cd00093)SinI (pfam08671)→
Bce-36-2 NZ ACLY01000011.1 + 19468 19569 RNA→ COG4932 (COG4932)→ COG4932 (COG4932)LPXTG anchor (TIGR01167)→ Sortase C 3 (cd05827)→
Bth-14-2 NZ ACND01000297.1 + 5529 5634 RNA→ COG4932 (COG4932)→
Bce-4-2 NZ ACLV01000030.1 + 63709 63814 RNA→ COG4932 (COG4932)→
Bce-43-2 NZ ACMM01000123.1 + 86576 86681 RNA→ COG4932 (COG4932)Cna B (pfam05738)→
Bce-26-2 NZ ACMO01000021.1 + 60360 60465 RNA→ COG4932 (COG4932)Cna B (pfam05738)→
Bsp-11-2 NZ ACWE01000060.1 + 52771 52876 RNA→ COG4932 (COG4932)Cna B (pfam05738)→
Bth-11-2 NZ ACNI01000026.1 + 25045 25150 RNA→ COG4932 (COG4932)Collagen bind (pfam05737)Cna B (pfam05738)→
Bth-22-2 NC 008600.1 + 1077625 1077730 RNA→ COG4932 (COG4932)→
Bce-3-2 NZ ABDM02000004.1 + 164447 164552 RNA→ COG4932 (COG4932)→
Bce-24-2 NZ ACLU01000027.1 + 39298 39403 RNA→ COG4932 (COG4932)Cna B (pfam05738)→
Bce-44-2 NZ ADFM01000046.1 - 265053 264948 RNA→ metaprodigal→ COG4932 (COG4932)Cna B (pfam05738)→ COG4932 (COG4932)→
Bth-6-2 NC 018693.1 + 276066 276171 RNA→ COG4932 (COG4932)→
Bth-2-2 NC 018877.1 + 1089117 1089222 RNA→ COG4932 (COG4932)→ COG4932 (COG4932)Cna B (pfam05738)→
Bth-20-2 NZ ACNA01000030.1 + 51729 51834 RNA→ COG4932 (COG4932)→
Bth-8-2 NZ ACNF01000032.1 + 51731 51836 RNA→ COG4932 (COG4932)→
Bce-15-2 NZ ACLT01000029.1 + 9699 9804 RNA→ COG4932 (COG4932)Cna B (pfam05738)→
Bth-19-2 NZ ACNB01000274.1 - 3621 3516 RNA→ Collagen adhesion protein→ COG4932 (COG4932)→
Bth-1-2 NC 014171.1 + 1051539 1051644 RNA→ pseudogene→
Bce-17-2 NC 004722.1 + 1036776 1036881 RNA→ COG4932 (COG4932)Cna B (pfam05738)→
Bce-19-2 NC 011725.1 + 1063130 1063235 RNA→ COG4932 (COG4932)Collagen bind (pfam05737)Cna B (pfam05738)PHA03245 (PHA03245)→
Bth-9-2 NC 017208.1 + 1087298 1087403 RNA→ COG4932 (COG4932)Collagen bind (pfam05737)Cna B (pfam05738)→
Bce-48-2 NZ ACMA01000023.1 + 24896 25001 RNA→ COG4932 (COG4932)Collagen bind (pfam05737)Cna B (pfam05738)→
Bce-22-2 NZ ACMB01000024.1 + 28369 28474 RNA→ COG4932 (COG4932)Collagen bind (pfam05737)Cna B (pfam05738)→
Bce-20-2 NZ ACME01000020.1 + 53567 53672 RNA→ COG4932 (COG4932)→
Bce-37-2 NZ ACMH01000027.1 + 48356 48461 RNA→ COG4932 (COG4932)→
Bth-16-2 NZ ACNC01000043.1 + 25656 25761 RNA→ COG4932 (COG4932)→
Bce-30-2 NC 011772.1 + 1039135 1039240 RNA→ COG4932 (COG4932)→
Bce-6-2 NZ ABDA02000001.1 + 755055 755160 RNA→ COG4932 (COG4932)→
Bce-13-2 NZ ACMQ01000033.1 + 20950 21055 RNA→ COG4932 (COG4932)→
Bth-4-2 NZ ACNK01000028.1 + 28061 28166 RNA→ COG4932 (COG4932)→
Bth-3-2 NC 018500.1 - 3041427 3041322 RNA→ (big gap) DUF2257 (pfam10014)→ 3oxo ACP reduc (TIGR01830)→ 2A78 (TIGR00950)→
Bth-12-2 NZ AAJM01000012.1 - 18097 17992 RNA→ COG4932 (COG4932)→
Bth-5-2 NZ ACNL01000037.1 + 24775 24880 RNA→ COG4932 (COG4932)→
Bce-32-2 NZ ACLW01000034.1 + 58472 58577 RNA→ COG4932 (COG4932)→
Bwe-1-2 NC 010184.1 + 1053362 1053468 RNA→ COG4932 (COG4932)Cna B (pfam05738)→
Bce-11-2 NZ ACMP01000037.1 + 9223 9329 RNA→ COG4932 (COG4932)Cna B (pfam05738)→
Bce-8-3 NZ ACMS01000342.1 - 4964 4856 RNA→ (big gap) COG4932 (COG4932)Cna B (pfam05738)→
Bce-9-3 NZ ACMT01000293.1 + 5581 5689 RNA→ (big gap) COG4932 (COG4932)Cna B (pfam05738)→
Bce-21-2 NZ ACMD01000050.1 + 57317 57425 RNA→ COG4932 (COG4932)→
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Bce-29-2 NZ AAEK01000003.1 - 195177 195074 RNA→ hypothetical protein protein→ cell wall surface anchor family protein→
conserved hypothetical protein protein→ conserved hypothetical protein protein→

Bth-12-3 NZ AAJM01000107.1 - 5821 5721 RNA→ (big gap) Cell surface protein→ Cell surface protein→ hypo→ hypo→
Bth-16-3 NZ ACNC01000167.1 - 6471 6369 RNA→ Cell surface protein→ Cell surface protein→ hypo→ hypo→
Bth-4-3 NZ ACNK01000085.1 - 43302 43200 RNA→ hypo→ hypo→ Cell surface protein→ hypo→ hypo→
Bce-18-2 NZ ACLZ01000070.1 - 14160 14058 RNA→ hypo→ Cell surface protein→ hypo→ hypo→
Bth-21-2 NZ ACMY01000115.1 - 8619 8517 RNA→ Cell surface protein→ Cell surface protein→ hypo→ hypo→
Bth-9-3 NC 017208.1 - 4753040 4752938 RNA→ Cell surface protein→ Cell surface protein→ hypo→ hypo→
Bth-2-3 NC 018877.1 - 4767408 4767306 RNA→ cell surface protein→ cell surface protein→ hypo→ hypo→
Bth-20-3 NZ ACNA01000101.1 - 13765 13663 RNA→ Cell surface protein→ Cell surface protein→ hypo→ hypo→
Bth-8-3 NZ ACNF01000103.1 - 13780 13678 RNA→ Cell surface protein→ Cell surface protein→ hypo→ hypo→
Bce-19-3 NC 011725.1 - 4733012 4732910 RNA→ hypo→ hypo→ cell surface protein→ cell surface protein→
Bth-3-3 NC 018500.1 + 4896450 4896552 RNA→ hypo→ hypo→ hypo→ cell surface protein→
Bce-30-3 NC 011772.1 - 4695559 4695457 RNA→ hypo→ hypo→ cell surface protein→ cell surface protein→
Bce-48-3 NZ ACMA01000078.1 - 13609 13507 RNA→ hypo→ Cell surface protein→ hypo→ hypo→
Bth-19-3 NZ ACNB01000155.1 - 159 62 RNA→
Pel-1-6 NZ AFHW01000001.1 - 90447 90346 RNA→ PTS-HPr like (cd00367)→ MEKHLA (pfam08670)→ MEKHLA (pfam08670)→
Baz-1-1 NZ AJLR01000033.1 - 23064 22967 RNA→ SinI (pfam08671)→ HTH XRE (cd00093)SinI (pfam08671)→
Pmu-1-7 NC 016935.1 + 3756128 3756232 RNA→ DUF192 (pfam02643)→ pseudogene→
Pmu-3-7 NC 015690.1 + 3205232 3205336 RNA→ DUF192 (pfam02643)→ hypo→
Pmu-2-8 NC 017672.1 + 3815000 3815104 RNA→ DUF192 (pfam02643)→ hypo→
Bli-1-1 NC 006270.3 + 378596 378696 RNA→ EntF (COG1020)PP-binding (pfam00550)Condensation (pfam00668)NRPS-para261 (TIGR01720)→
Bli-1-2 NC 006322.1 + 378402 378502 RNA→ EntF (COG1020)PP-binding (pfam00550)Condensation (pfam00668)NRPS-para261 (TIGR01720)→
Bsp-5-1 NZ ACWC01000025.1 - 9240 9140 RNA→ EntF (COG1020)PP-binding (pfam00550)Condensation (pfam00668)→
Bsp-6-2 NZ AMSH01000039.1 + 24433 24531 RNA→ EntF (COG1020)propion prpE (TIGR02316)PP-binding (pfam00550)Condensation (pfam00668)→
Bsp-7-1 NZ AJWW01000040.1 - 9192 9095 RNA→ EntF (COG1020)propion prpE (TIGR02316)PP-binding (pfam00550)Condensation (pfam00668)→
Bpu-2-1 NC 009848.1 + 318451 318558 RNA→ EntF (COG1020)PP-binding (pfam00550)Condensation (pfam00668)NRPS-para261 (TIGR01720)→
Bpu-1-1 NZ ABRX01000003.1 - 451245 451138 RNA→ EntF (COG1020)PP-binding (pfam00550)Condensation (pfam00668)NRPS-para261 (TIGR01720)→
Axy-1-1 NC 018704.1 + 666057 666160 RNA→ ←NosY (COG1277)

Oih-1-1 NC 004193.1 - 2580339 2580238 RNA→ HTH XRE (cd00093)SinI (pfam08671)→
Bce-1-5 NC 014829.1 + 854044 854150 RNA→ SinI (pfam08671)→
Pla-1-1 NZ AGIP01000013.1 + 159159 159260 RNA→ Transglut core (pfam01841)→
Pel-1-7 NZ AFHW01000094.1 + 37865 37969 RNA→ Transglut core (pfam01841)→
Pte-1-3 NC 016641.1 - 2098546 2098450 RNA→ Transglut core (pfam01841)→
Ppo-3-1 NC 014622.1 - 507718 507623 RNA→ Transglut core (pfam01841)→
Ppo-2-1 NC 017542.1 - 506111 506016 RNA→ Transglut core (pfam01841)→
Psp-3-2 NZ CAES01000080.1 + 29895 30001 RNA→ Transglut core (pfam01841)→
Ppo-1-1 NC 014483.1 - 444506 444410 RNA→ COG4932 (COG4932)→
Ppe-1-3 NZ AGFX01000029.1 + 152204 152302 RNA→ COG4932 (COG4932)→
Psp-1-3 NZ JH601043.1 - 25212 25114 RNA→ COG4932 (COG4932)→
Ppe-1-4 NZ AGFX01000048.1 - 62635 62538 RNA→ PA14 (smart00758)Glyco hydro 26 (pfam02156)→ neuronal cell adhesion molecule→
Psp-1-4 NZ JH601048.1 + 218005 218102 RNA→ PA14 (smart00758)Glyco hydro 26 (pfam02156)→ coagulation factor 5/8 type domain protein→
Ppo-1-2 NC 014483.1 + 1235044 1235141 RNA→ PA14 (smart00758)Glyco hydro 26 (pfam02156)→ hypo→
Ppo-3-2 NC 014622.1 + 1358448 1358546 RNA→ PA14 (smart00758)Glyco hydro 26 (pfam02156)→

coagulation factor 5/8 type domain-containing protein→
Ppo-2-2 NC 017542.1 + 1357076 1357174 RNA→ PA14 (smart00758)Glyco hydro 26 (pfam02156)→ neuronal cell adhesion molecule→
Pte-1-4 NC 016641.1 + 3006374 3006472 RNA→ PA14 (smart00758)Glyco hydro 26 (pfam02156)→

coagulation factor 5/8 type domain-containing protein→
Bsp-9-8 NZ ABCF01000011.1 + 47412 47510 RNA→ ←ChrA (COG2059)
Sin-1-1 NZ AFVQ01000045.1 + 148 244 RNA→ EAL (cd01948)→
Bsp-2-5 NZ AGJD01000007.1 - 64972 64864 RNA→ SinI (pfam08671)→
Osp-1-2 NZ CAER01000006.1 - 6166 6067 RNA→ SinI (pfam08671)→ HTH XRE (cd00093)SinI (pfam08671)→
Bbr-1-3 NC 012491.1 - 4601893 4601793 RNA→ ALDH HBenzADH (cd07151)→ MA (smart00283)→
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Bsp-12-3 NZ AKIX01000050.1 + 29942 30042 RNA→ ALDH HBenzADH (cd07151)→ MA (smart00283)→
Bce-1-6 NC 014829.1 + 4239839 4239939 RNA→ ←GT1 UDP-GlcNAc 2-Epimerase (cd03786)

Baz-1-2 NZ AJLR01000038.1 - 102339 102239 RNA→ ←ComK (pfam06338)
Bba-1-4 NZ AJLS01000183.1 - 40030 39931 RNA→ ←hisJ fam (TIGR01856)

Bba-1-5 NZ AJLS01000115.1 - 54561 54462 RNA→ hypo→ RelE (COG2026)→
Bce-1-7 NC 014829.1 - 2575588 2575488 RNA→ hypo→
Pla-1-2 NZ AGIP01000003.1 - 297823 297713 RNA→ AcoR (COG3284)LuxR C like (cd06170)→
Pla-1-3 NZ AGIP01000013.1 + 123464 123574 RNA→ AA-adenyl-dom (TIGR01733)alpha am amid (TIGR03443)→
Bsp-3-4 NZ ACWD01000021.1 - 129690 129591 RNA→ hypo→
Baz-1-3 NZ AJLR01000038.1 + 102507 102593 RNA→ EAL (cd01948)→
Bsp-8-8 NZ AAOX01000001.1 + 400817 400905 RNA→ hypo→
Pmu-2-9 NC 017672.1 - 2878413 2878305 RNA→ GGDEF (cd01949)→
Pmu-1-8 NC 016935.1 - 2874933 2874825 RNA→ GGDEF (cd01949)→
Pmu-3-8 NC 015690.1 - 2325931 2325823 RNA→ GGDEF (cd01949)→
Bme-4-3 NZ AFEU01000002.1 + 637512 637618 RNA→ hypo→
Lfu-1-2 NZ ADJR01000014.1 - 47214 47125 RNA→ MA (smart00283)→
Lsp-1-1 NC 010382.1 + 272129 272238 RNA→ hypo→ MA (smart00283)→ 3oxo ACP reduc (TIGR01830)→ PutP (COG0591)→
Bsp-4-1 NZ AAXV01000001.1 - 231073 230964 RNA→ MA (smart00283)→ 3oxo ACP reduc (TIGR01830)→ PutP (COG0591)→
Bme-1-1 NC 014103.1 - 1084621 1084515 RNA→ ←hisJ fam (TIGR01856)

Bme-3-3 NC 017138.1 + 3878553 3878659 RNA→ ←hisJ fam (TIGR01856)
Bme-2-1 NC 014019.1 - 1077109 1077009 RNA→ SinI (pfam08671)→
Cth-1-2 NZ AFCE01000088.1 + 6 106 RNA→ PAS (cd00130)EAL (cd01948)→
Bsp-1-2 NZ CAET01000042.1 - 59761 59660 RNA→ polysaccharide deacetylase→
Pmu-2-10 NC 017672.1 + 976656 976755 RNA→ Glyco hydro 10 (pfam00331)→
Pmu-1-9 NC 016935.1 + 983183 983282 RNA→ Glyco hydro 10 (pfam00331)→
Pmu-3-9 NC 015690.1 + 980446 980545 RNA→ Glyco hydro 10 (pfam00331)→
Bba-1-6 NZ AJLS01000157.1 - 15322 15221 RNA→ FlgB (TIGR01396)→ FlgC (TIGR01395)→ FliE (pfam02049)→ fliF (COG1766)→ fliG (TIGR00207)→

FliH bacil (TIGR03825)→ ATPase flagellum-secretory path III (cd01136)→ FliJ (pfam02050)→
fliN (TIGR02480)→ PRK13415 (PRK13415)→ FliP (pfam00813)→ fliQ (TIGR01402)→
Bac export 1 (pfam01311)→ flhB (TIGR00328)→

Bsp-2-6 NZ AGJD01000001.1 + 416294 416398 RNA→ hypo→
Bba-1-7 NZ AJLS01000042.1 + 35662 35763 RNA→ Beta-lactamase (pfam00144)→
Bsp-1-3 NZ CAET01000065.1 - 111888 111633 RNA→ GAF (smart00065)GGDEF (cd01949)→
Bsp-8-9 NZ AAOX01000005.1 - 65997 65901 RNA→ GGDEF (cd01949)sensory box (TIGR00229)→ DmpA (cd02253)→
Bco-2-2 NC 016023.1 + 2189760 2189858 RNA→ hypo→ KAS III (cd00830)→ MA (smart00283)HAMP (pfam00672)→
Bco-1-2 NC 015634.1 - 2451020 2450922 RNA→ hypo→ KAS III (cd00830)→ MA (smart00283)HAMP (pfam00672)→
Baz-1-4 NZ AJLR01000038.1 - 100780 100677 RNA→ PAS (cd00130)EAL (cd01948)GGDEF (cd01949)PilZ (pfam07238)→
Baz-1-5 NZ AJLR01000045.1 + 132785 132882 RNA→ COG5278 (COG5278)HAMP (cd06225)MA (smart00283)→
Bsp-3-5 NZ ACWD01000078.1 - 42016 41917 RNA→ hypo→ hypo→ MA (smart00283)→
Bsp-9-9 NZ ABCF01000037.1 + 19031 19134 RNA→ hypo→
Bsp-1-4 NZ CAET01000056.1 - 84332 84229 RNA→ GGDEF (cd01949)sensory box (TIGR00229)→
Bsp-2-7 NZ AGJD01000024.1 + 21230 21325 RNA→ EAL (cd01948)GGDEF (cd01949)→
Bsp-10-2 NZ ACPC01000050.1 + 24666 24775 RNA→ hypo→
Aac-2-2 NC 013207.1 + 28662 28761 RNA→ HATPase c (cd00075)→ HDc (cd00077)TPR (cd00189)→
Aac-1-5 NZ ACCS01000020.1 + 42523 42622 RNA→ HATPase c (cd00075)→ HDc (cd00077)TPR (cd00189)→
Bse-1-2 NC 014219.1 + 807933 808026 RNA→ MA (smart00283)→
Bsp-12-4 NZ AKIX01000067.1 - 20870 20756 RNA→ HAMP (cd06225)MA (smart00283)Cache 1 (pfam02743)→
Bbr-1-4 NC 012491.1 - 5961475 5961361 RNA→ HAMP (cd06225)MA (smart00283)Cache 1 (pfam02743)→
Bsp-13-3 NZ AKKB01000028.1 + 17848 17961 RNA→ HAMP (cd06225)MA (smart00283)Cache 1 (pfam02743)→
Pde-1-4 NZ AHKH01000030.1 + 35092 35195 RNA→ Sfp (COG2091)→

EntF (COG1020)PP-binding (pfam00550)Condensation (pfam00668)AA-adenyl-dom (TIGR01733)Thioester-redct (TIGR01746)→
Pde-1-5 NZ AHKH01000008.1 - 165600 165496 RNA→ SCP bacterial (cd05379)→
Pal-1-5 NZ AMBZ01000001.1 - 864376 864272 RNA→ SCP bacterial (cd05379)→
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Pal-1-6 NZ AMBZ01000001.1 - 256717 256614 RNA→ SCP bacterial (cd05379)SLH (pfam00395)cohesin like (cd08546)→

1.3 Conserved domains

Conserved domains found in protein-coding genes listed in Section 1.2 are
shown below, with the first sentence in their description from the Conserved Do-
main Database (if any). Conserved domains associated with more than one Bacil-
lales are assigned a color, while others are shown in gray. The symbols ‘d’ and ‘u’
(if any) to the left of the colored domain name indicate whether the domain occurs
upstream or downstream of the RNA motif. Domains marked with lower-case ‘d’
occur (at least once) present downstream of some Bacillales in the opposite ori-

entation. Domains marked with capital ‘D’ occur downstream and in the same
orientation (i.e., a potential cis-regulatory arrangement). Domains marked with
a ‘u’ occur upstream of the RNA in either orientation. If the ‘d’/‘u’ symbols are
missing, then the domain is downstream and in the same strand. (This mode is
used for motifs predicted as cis-regulatory. The number in parentheses after the
colored domain name is the number of occurrences in Section 1.2.

cd00036 (1) Chitin/cellulose binding domain.
cd00075 (17) Histidine kinase-like ATPases; This family includes several ATP-binding pro-

teins for example: histidine kinase, DNA gyrase B, topoisomerases, heat shock protein HSP90,

phytochrome-like ATPases and DNA mismatch repair proteins
cd00077 (3) Metal dependent phosphohydrolases with conserved ’HD’ motif

cd00082 (12) Histidine Kinase A (dimerization/phosphoacceptor) domain; Histidine Kinase A

dimers are formed through parallel association of 2 domains creating 4-helix bundles; usually

these domains contain a conserved His residue and are activated via trans-autophosphorylation

by the catalytic domain of the histidine kinase.
cd00093 (6) Helix-turn-helix XRE-family like proteins.

cd00102 (1) Immunoglobulin-like fold, Plexins, Transcription factors (IPT).
cd00130 (10) PAS domain; PAS motifs appear in archaea, eubacteria and eukarya.

cd00156 (8) Signal receiver domain; originally thought to be unique to bacteria (CheY, OmpR,

NtrC, and PhoB), now recently identified in eukaroytes ETR1 Arabidopsis thaliana; this domain

receives the signal from the sensor partner in a two-component systems; contains a phosphoac-

ceptor site that is phosphorylated by histidine kinase homologs; usually found N-terminal to a

DNA binding effector domain; forms homodimers
cd00180 (1) Catalytic domain of Protein Kinases.

cd00189 (2) Tetratricopeptide repeat domain; typically contains 34 amino acids [WLF]-X(2)-

[LIM]-[GAS]-X(2)-[YLF]-X(8)-[ASE]-X(3)-[FYL]-X(2)-[ASL]-X(4)-[PKE]
cd00198 (3) Von Willebrand factor type A (vWA) domain was originally found in the blood

coagulation protein von Willebrand factor (vWF).

cd00267 (1) ABC (ATP-binding cassette) transporter nucleotide-binding domain; ABC trans-

porters are a large family of proteins involved in the transport of a wide variety of different

compounds, like sugars, ions, peptides, and more complex organic molecules.
cd00367 (1) Histidine-containing phosphocarrier protein (HPr)-like proteins.
cd00383 (1) Effector domain of response regulator.

cd00470 (2) 6-pyruvoyl tetrahydropterin synthase (PTPS).
cd00642 (1) GTP cyclohydrolase I (GTP-CH-I) catalyzes the conversion of GTP into dihydro-

neopterin triphosphate.
cd00830 (2) Ketoacyl-acyl carrier protein synthase III (KASIII) initiates the elongation in type

II fatty acid synthase systems.
cd00988 (1) PDZ domain of C-terminal processing-, tail-specific-, and tricorn proteases, which

function in posttranslational protein processing, maturation, and disassembly or degradation, in

Bacteria, Archaea, and plant chloroplasts.
cd01136 (2) Flagellum-specific ATPase/type III secretory pathway virulence-related protein.
cd01948 (23) EAL domain.

cd01949 (26) Diguanylate-cyclase (DGC) or GGDEF domain.
cd02253 (1) L-Aminopeptidase D-amidase/D-esterase (DmpA) family; DmpA catalyzes the

release of N-terminal D and L amino acids from peptide susbtrates.
cd03214 (1) ABC transporters, involved in the uptake of siderophores, heme, and vitamin B12,

are widely conserved in bacteria and archaea.

cd03689 (1) RF3 II: this subfamily represents the domain II of bacterial Release Factor 3 (RF3).

cd03786 (1) Bacterial members of the UDP-N-Acetylglucosamine (GlcNAc) 2-Epimerase

family are known to catalyze the reversible interconversion of UDP-GlcNAc and UDP-N-

acetylmannosamine (UDP-ManNAc).

cd04169 (1) RF3 subfamily.
cd04301 (2) N-Acyltransferase superfamily: Various enzymes that characteristically catalyze

the transfer of an acyl group to a substrate.
cd05379 (3) SCP bacterial: SCP-like extracellular protein domain, as found in bacteria and

archaea.

cd05403 (1) Nucleotidyltransferase (NT) domain of Staphylococcus aureus kanamycin nu-

cleotidyltransferase, and similar proteins. [D/E]
cd05827 (1) Sortase C (SrtC) or subfamily-3 sortases are membrane cysteine transpeptidases

found in Gram-positive bacteria that anchor surface proteins to peptidoglycans of the bacterial

cell wall envelope.
cd06170 (4) C-terminal DNA-binding domain of LuxR-like proteins.
cd06225 (23) Histidine kinase, Adenylyl cyclase, Methyl-accepting protein, and Phosphatase

(HAMP) domain.
cd06423 (1) CESA like is the cellulose synthase superfamily.
cd06543 (1) PF-ChiA is an uncharacterized chitinase found in the hyperthermophilic archaeon

Pyrococcus furiosus with a glycosyl hydrolase family 18 (GH18) catalytic domain as well as a

cellulose-binding domain.
cd06548 (1) The GH18 (glycosyl hydrolases, family 18) type II chitinases hydrolyze chitin, an

abundant polymer of N-acetylglucosamine and have been identified in bacteria, fungi, insects,

plants, viruses, and protozoan parasites.

cd06550 (1) Transmembrane subunit (TM), of Periplasmic Binding Protein (PBP)-dependent
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ATP-Binding Cassette (ABC) transporters involved in the uptake of siderophores, heme, vitamin

B12, or the divalent cations Mg2+ and Zn2+.
cd06583 (1) Peptidoglycan recognition proteins (PGRPs) are pattern recognition receptors that

bind, and in certain cases, hydrolyze peptidoglycans (PGNs) of bacterial cell walls.
cd07043 (3) Sulphate Transporter and Anti-Sigma factor antagonist) domain of anti-anti-sigma

factors, key regulators of anti-sigma factors by phosphorylation.

cd07151 (2) NADP+-dependent p-hydroxybenzaldehyde dehydrogenase-like.
cd07487 (2) Peptidase S8 family domain, uncharacterized subfamily 1.
cd07560 (1) C-terminal processing peptidase; serine protease family S41.

cd08546 (1) Cohesin domain, interaction parter of dockerin.
COG0302 (1) GTP cyclohydrolase I [Coenzyme metabolism]
COG0318 (1) Acyl-CoA synthetases (AMP-forming)/AMP-acid ligases II [Lipid metabolism /

Secondary metabolites biosynthesis, transport, and catabolism]

COG0591 (2) Na+/proline symporter [Amino acid transport and metabolism / General function

prediction only]

COG0653 (1) Preprotein translocase subunit SecA (ATPase, RNA helicase) [Intracellular traf-

ficking and secretion]
COG0840 (1) Methyl-accepting chemotaxis protein [Cell motility and secretion / Signal trans-

duction mechanisms]
COG1020 (12) Non-ribosomal peptide synthetase modules and related proteins [Secondary

metabolites biosynthesis, transport, and catabolism]

COG1277 (1) ABC-type transport system involved in multi-copper enzyme maturation, perme-

ase component [General function prediction only]

COG1316 (1) Transcriptional regulator [Transcription]
COG1506 (1) Dipeptidyl aminopeptidases/acylaminoacyl-peptidases [Amino acid transport and

metabolism]
COG1558 (2) Flagellar basal body rod protein [Cell motility and secretion]
COG1653 (3) ABC-type sugar transport system, periplasmic component [Carbohydrate trans-

port and metabolism]

COG1749 (1) Flagellar hook protein FlgE [Cell motility and secretion]
COG1766 (1) Flagellar basal body M-ring protein [Cell motility and secretion]

COG1835 (1) Predicted acyltransferases [Lipid metabolism]

COG1847 (2) Predicted RNA-binding protein [General function prediction only]
COG2026 (1) Cytotoxic translational repressor of toxin-antitoxin stability system [Translation,

ribosomal structure and biogenesis / Cell division and chromosome partitioning]
COG2059 (1) Chromate transport protein ChrA [Inorganic ion transport and metabolism]
COG2091 (3) Phosphopantetheinyl transferase [Coenzyme metabolism]
COG2200 (1) c-di-GMP phosphodiesterase class I (EAL domain) [Signal transduction mecha-

nisms]
COG2267 (1) Lysophospholipase [Lipid metabolism]

COG3103 (1) SH3 domain protein [Signal transduction mechanisms]

COG3144 (1) Flagellar hook-length control protein [Cell motility and secretion]
COG3153 (1) Predicted acetyltransferase [General function prediction only]

COG3209 (1) Rhs family protein [Cell envelope biogenesis, outer membrane]
COG3284 (1) Transcriptional activator of acetoin/glycerol metabolism [Secondary metabolites

biosynthesis, transport, and catabolism / Transcription]
COG3300 (3) MHYT domain (predicted integral membrane sensor domain) [Signal transduction

mechanisms]

COG3334 (1) Uncharacterized conserved protein [Function unknown]

COG3401 (2) Fibronectin type 3 domain-containing protein [General function prediction only]

COG3899 (1) Predicted ATPase [General function prediction only]

COG4191 (1) Signal transduction histidine kinase regulating C4-dicarboxylate transport system

[Signal transduction mechanisms]
COG4221 (2) Short-chain alcohol dehydrogenase of unknown specificity [General function pre-

diction only]
COG4908 (1) Uncharacterized protein containing a NRPS condensation (elongation) domain

[General function prediction only]

COG4932 (44) Predicted outer membrane protein [Cell envelope biogenesis, outer membrane]

COG5278 (2) Predicted periplasmic ligand-binding sensor domain [Signal transduction mecha-

nisms]

COG5581 (1) c-di-GMP-binding protein [Signal transduction mechanisms]
pfam00041 (3) Fibronectin type III domain.
pfam00144 (1) Beta-lactamase.
pfam00331 (3) Glycosyl hydrolase family 10.

pfam00395 (1) S-layer homology domain.
pfam00550 (14) Phosphopantetheine attachment site.
pfam00668 (13) Condensation domain.

pfam00672 (90) HAMP domain.
pfam00813 (1) FliP family.
pfam01019 (3) Gamma-glutamyltranspeptidase.

pfam01311 (1) Bacterial export proteins, family 1.
pfam01471 (1) Putative peptidoglycan binding domain.
pfam01833 (1) IPT/TIG domain.

pfam01841 (7) Transglutaminase-like superfamily.
pfam02049 (2) Flagellar hook-basal body complex protein FliE.
pfam02050 (2) Flagellar FliJ protein.

pfam02156 (6) Glycosyl hydrolase family 26.
pfam02643 (3) Uncharacterized ACR, COG1430.
pfam02743 (5) Cache domain.

pfam02810 (1) SEC-C motif. [HC]
pfam03537 (1) TM1410 hypothetical-related protein.
pfam03961 (3) Protein of unknown function (DUF342).

pfam03963 (1) Flagellar hook capping protein.
pfam05737 (5) Collagen binding domain.
pfam05738 (17) Cna protein B-type domain.

pfam06338 (1) ComK protein.
pfam07228 (2) Stage II sporulation protein E (SpoIIE).
pfam07238 (9) PilZ domain.
pfam07523 (1) Bacterial Ig-like domain (group 3).

pfam07695 (1) 7TM diverse intracellular signalling.
pfam07833 (1) Copper amine oxidase N-terminal domain.
pfam07993 (3) Male sterility protein.

pfam08141 (1) Small acid-soluble spore protein H family.
pfam08239 (1) Bacterial SH3 domain.
pfam08447 (2) PAS fold.

pfam08670 (2) MEKHLA domain.

pfam08671 (21) Anti-repressor SinI.
pfam09388 (4) Spo0E like sporulation regulatory protein.

pfam10014 (1) Uncharacterized protein conserved in bacteria (DUF2257).

PHA02517 (1) putative transposase OrfB; Reviewed
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PHA03245 (1) large tegument protein UL36; Provisional

PRK13415 (1) flagella biosynthesis protein FliZ; Provisional

PTZ00171 (1) acyl carrier protein; Provisional
smart00065 (1) Domain present in phytochromes and cGMP-specific phosphodiesterases.

smart00283 (116) Methyl-accepting chemotaxis-like domains (chemotaxis sensory transducer).
smart00758 (6) domain in bacterial beta-glucosidases other glycosidases, glycosyltransferases,

proteases, amidases, yeast adhesins, and bacterial toxins.
TIGR00206 (1) flagellar basal-body M-ring protein/flagellar hook-basal body protein (fliF).

TIGR00207 (2) flagellar motor switch protein FliG.

TIGR00229 (2) PAS domain S-box.
TIGR00328 (1) flagellar biosynthetic protein FlhB.

TIGR00950 (1) Carboxylate/Amino Acid/Amine Transporter.

TIGR01167 (2) LPXTG-motif cell wall anchor domain.
TIGR01395 (1) flagellar basal-body rod protein FlgC.

TIGR01396 (3) flagellar basal-body rod protein FlgB.

TIGR01402 (1) flagellar biosynthetic protein FliQ.

TIGR01720 (6) non-ribosomal peptide synthase domain TIGR01720.

TIGR01733 (10) amino acid adenylation domain.
TIGR01746 (3) thioester reductase domain.

TIGR01830 (3) 3-oxoacyl-(acyl-carrier-protein) reductase. [ACP]
TIGR01856 (3) histidinol phosphate phosphatase HisJ family.
TIGR02169 (3) chromosome segregation protein SMC, primarily archaeal type.

TIGR02316 (2) propionate–CoA ligase.
TIGR02480 (1) flagellar motor switch protein FliN.
TIGR02530 (1) flagellar operon protein.

TIGR02937 (2) RNA polymerase sigma factor, sigma-70 family.
TIGR03443 (2) L-aminoadipate-semialdehyde dehydrogenase.

TIGR03696 (1) RHS repeat-associated core domain.

TIGR03825 (2) flagellar assembly protein FliH.
TIGR03826 (1) flagellar operon protein TIGR03826.

1.4 Multiple-sequence alignment

Each Bacillales is denoted by an abbreviation (like “Eco-1-1”) that refers to a
taxonomy given in Section 1.1. Nucleotides proposed to basepair as part of the
consensus structure are shaded in color when they comprise Watson-Crick or G-U
pairs. Otherwise they are shaded gray. Conserved stems are also indicated at the
bottom of the alignment by angle brackets, where matching < and > denote base-
paired columns. Below these angle brackets, the symbol “2” denotes base pairs
exhibiting covariation, “1” denotes base pairs exhibiting compatible mutations,
“0” denotes base pairs that are not observed to mutate and “?” denotes base pairs

that have a significant frequency of non-canonical nucleotides for Watson-Crick or
G-U pairs (> 5%). Below these base pair annotation is the consensus sequence:
“R” = “A” or “G”, “Y” = “C” or “U”, red nucleotides: nucleotide identity con-
served more than 97% of the time, black nucleotides: 90%, gray nucleotides: 75%,
red circle (qa): nucleotide is present 97% of the time, black circle (qa): 90%, gray circle
(qa): 75%, white circle (qa): 50%. All percentages of sequences just described (e.g.
97% conserved) assume that sequences have been weighted by the GSC algorithm
implemented by the Infernal software package.

Duplicate sequences: the following putative homologs are not shown in the alignment because their sequences are identical to a homolog already shown: Ban-1-1,
Ban-10-1, Ban-11-1, Ban-12-1, Ban-13-1, Ban-14-1, Ban-15-1, Ban-16-1, Ban-17-1, Ban-18-1, Ban-19-1, Ban-2-1, Ban-20-1, Ban-3-1, Ban-4-1, Ban-6-1, Ban-7-1, Ban-
8-1, Ban-9-1, Bce-10-1, Bce-10-2, Bce-17-2, Bce-19-1, Bce-19-2, Bce-20-1, Bce-20-2, Bce-22-1, Bce-22-2, Bce-23-1, Bce-23-2, Bce-24-1, Bce-24-2, Bce-26-2, Bce-3-1,
Bce-3-2, Bce-30-3, Bce-31-1, Bce-31-2, Bce-34-1, Bce-35-1, Bce-35-2, Bce-37-1, Bce-37-2, Bce-40-1, Bce-41-1, Bce-43-1, Bce-45-1, Bce-46-1, Bce-48-1, Bce-48-2, Bce-5-1,
Bce-9-1, Bce-9-2, Bce-9-3, Bli-1-2, Bsp-11-2, Bsp-5-1, Bth-12-1, Bth-12-2, Bth-16-1, Bth-16-2, Bth-17-1, Bth-18-1, Bth-19-1, Bth-2-1, Bth-2-3, Bth-20-1, Bth-20-2,
Bth-5-1, Bth-5-2, Bth-8-1, Bth-8-2, Bth-8-3, Bth-9-2, Gsp-2-1, Gsp-2-2, Lmo-1-1, Pmu-2-2, Pmu-2-3, Pmu-3-7, Ppo-2-1, Ppo-2-2

alignment positions 1 · · · 79

Bce-1-1 UUGCAUACUAGAGGUUCGGGACUUUUUUCUGCAGAGUAGAACCGUCCCUAUUAGCCAAUAGUGAGUUUAGUCUUUGAUU
Bce-8-1 GAAAAAAUUAAAAACAAACCAUCCAUUGUAUGGUACAUGGUGUGGAAUAAUGAGAAGAUGUCACAAACCAAAUGAUUCA
Bce-28-1 GAACGAGUUGCCAAUCAUUUGGCUACGGGGGAUUUCUCAGAACGAAUUACAAUUUCUUCUGAAGAUGAAAUUGGGCGAU
Bth-10-1 GAACGAGUUGCCAAUCAUUUGGCUACGGGGGAUUUUUCGGAACGAAUUACAAUUUCUUCUGAAGAUGAAAUUGGGCGAU
Bce-33-1 GAACGAGUUGCCAAUCAUUUGGCUACGGGGGAUUUCUCAGAACGAAUUACAAUUUCUUCUGAAGAUGAAAUUGGGCGAU
Bce-16-1 GAACGAGUUGCCAAUCAUUUGGCUACGGGGGAUUUCUCAGAACGAAUUACAAUUUCUUCUGAAGAUGAAAUUGGGCGAU
Pel-1-1 AUAGUUCAUAAGAACUAUGUAUUCUACAAGGUUGAUCUUUUAUCCUAAGAGAUGAGAUUCAAUCAUACACAAAAAGACA
Bha-1-1 AUGAAAAUUAUACCAGAGUAGACAAGGUAUAAUAAGUAUUUUAUACUAGUAUUGGUAAAGUUAUGAUUAUGAUAUUAGU
Esp-1-1 GCGAUGUUGGGUAUAAAUCAUAGUGUCACUCAUUCCUUUACGUGGUAUUUUAGUAGUAGGACUUUCAAUGGAUUGUCGA
Pel-1-2 AUAUUCGCAGCCGCUGAAAAUAAAGAAAAAUAAAUCGUGCUAGAAAACGCUCACAAACUGUAGUAGAAUAGAUCAAGUA
Bco-3-1 UUGUAAUGGGUCUUAUGAUUCAGUUUCAACAAAUUUCAACAAAAAUAUAGAAAAAUCUACAUAUAUAUAGUAGGAUGGU
Pcu-1-1 UAAAAUAGUAACAGAUUUUUGUAGAAACAAAUUGAAACUGCAUUACUUUUUUCAUAUAAUAUAAGUAACAAAGGCACAC
Ppe-1-1 CAGCGAUUUAAUGACUCACUGGAACGUUCCACUCGGCAUCUAACAACGUAUUGUUAAUUUAUAAAGAUAUAAAAAAAUA
Pte-1-1 GUUUCGGAAAUUCAAGGUCAGCUCCUACCGAAUGUAGGAGGAAGAAGCAUAAGAUCAUGCUCAAGAGAUGUAAAAAAUA
Psp-1-1 AAAAAAACGAACUGAUAACAAAGCUUACCGCAUUGUGGCGCCGGAGGGGGACCUGAAGGCGUGGAUACAGCGGUAGAUA
Bsp-8-1 AAUGAAAUCUUAAGGAUUACUGGAAUUGCCAAGAUAUUUUGUUUAUGAUAUAAAAGUCCUGUUUAAUAAAGGGCAGAUA

...............................................................................
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Bse-1-1 UUAAGCAUAAAGAACUAUUUGUCUGUUGUCUGAUCAUUCUGUUAUUCUUUUUAUACCAAUUAAGGUAUAAUAGGAUUAG
Psp-3-1 UCUUGUUUUCGCCAGAGAAGGGAGAUUUCUACGUAUUAUGUAACGUGCGUUGUUCAGUUUUUGUUUAGUUUACUAUAGU
Tco-1-1 UUUGUGAAGCGCAUAUCGGUCCGACGGAAGACGCAGAAAAUGAUUGAAAGGAUAGUAAUUGUUUCCUAUACUUGGGAUG
Pmu-1-1 UGAUUUAAGGUAUUUGUACCUAGAAACCUAGUGCUUUUCUAUAGACAGUUCGCCCUAAAUCGAAUAUGAUAGAGAUGUA
Pmu-3-1 UGAUUUAAGGUAUUUGUACCUAGAAACCUAGUGCUUUUCUAUAGACAGUUCGCCCUAAAUCGAAUAUGAUAGAGAUGUA
Pmu-2-1 UGAUUUAAGGUAUUUGUACCUAGAAACCUAGUGCUUUUCUAUAGACAGUUCGCCCUAAAUCGAAUAUGAUAGAGAUGUA
Svi-1-1 AAGUGCAUCGGUCAUGGGGAUGAAUGACUGAGAUUGCUUGCGAUUUUUGGAAAUAUGCGGUAUAUUUAAUUUUGUAAAC
Ahe-1-1 CACUAUUCAUUUUCCGGGACAAUGGAUCAAAGCGCGUGUGCCGCUGUAACGAUCACGAAUGGGCUGAUUGAGUCCAUUA
Ahe-1-2 GAAAGUAGGCGACAUUAUGUGGAUAUUCAUUUCUUGAUGAGAAUCAAGGUAAUCUCCAAAAUAAAGAUGUAAUUCGAAU
Pal-1-1 ACAAAUUGUUCCUCUUAACCUAUAUUGAGCAUGAUAGUUCCCUAUGCCUAGGAUCUCAGUCAUCUACGCUUACAUUUAC
Pde-1-1 ACAAUUUUCAAAAAAGUGAUUGACAAAUAGGAAGCUGUCCCAUAUAUUGAGCAUUGAAUAGUGCUUUAGCUGGGUAUGA
Ahe-1-3 GGUCAUGCGUGCGACACACGUGCGACACAAUGGGUUGGUAAUAACCCCCUCAACCCCCGCAGUUUUUUCGAAUCUCUCG
Aac-1-1 UGCCAGCGUUCGAGAUCGCUCGCGAACGGAAUGUCACCUGUUUUGGCUACCCCUAUUUACCUCGCUAAGUAUUCGAAUA
Aac-1-2 GGUCAUGCAGAUGAGCGUUCUGCGCUUUGGACGAAGGGACUAGAUAACCCCUAUAUUUUUUUUGCCGAUAUGUCUGAUA
Bsp-9-1 ACCUAAGGUGAAUACGUUAGAAAGGGUUGUUUUUACUUUCAUACAUAGUAAAAUAAGAUUACAGAUAAUUUCCGACAAU
Gth-1-1 GUUAUCCUUCCCAGCAUUCUUUUAAAUUUUUUAUUUUUUAUAAAAUUUUAAAUAAAUAAAAAUCUGGCGUUUUUAAUAA
Ahe-1-4 CAGGCCAAUCUAGCAUUGGAUCUCAUUGACUCCUGUCGAAUCUUGUUGGAUAAUGUGCCAGGCUAUGAAAAUCGGGCUC
Psp-4-1 AGUCGGAGUGUUGGGAAUUGAGCCAUUUUUUGUUUACAAAUAGGUAUAUAUAUCCUAAACUAGUCCUUGUGUGUCGAAA
Pmu-3-2 AGACUAGUCGAAUUGUGUCGAAAUAACAAAUAUUCUAUGUUGACAAUUUCACGAAAAGUUCAUAAUAUUAGUUUCAUAG
Pmu-1-2 CUAGUCGAAUUGUGUCGAAAUAACAAAUAUUCUAUAUUGACAAUUUCACGAAAAGUUCAUAAUAUUAGUUUCACAGAAG
Bsp-9-2 UUUUAAUAUUCACCAAAACUAGACAGAAUAUUACAAUCAUUUCACUAGACUUAGGUCUUAAGUCCUUAUAUACUAAGAU
Pcu-1-2 GCCGUCGAGCGUAUAUGAGAUUGACCUGAAGAAUGAGGUAAGCAUACUCAUUGUGAAGGAGUUAUAAACGAACUUCAUA
Pcu-1-3 CAAAAUGCGACAAUUGACCUAUAUAAACUUCCAACUUCUGUCGAUAUAAUCCCAGUAAGUAGAAGUGUAUUACUAGAUU
Bsp-9-3 ACUGUCCCUCUUAGUGCUUUAAUAUGGUAAAGAAUACACUUGUAUUCCAAUUAAUAGAAGUGUAGAAUAUAGGUAAUAA
Tco-1-2 AUGAAAAUUGGCAUUGCCAUUUCAAUACAAUUUACAGUAUAAUGAACUUUGCAGAUUCUUGAAAUAUGACUGACAUCUA
Ahe-1-5 UAUGCAGGGAUUUGCGCCCCUUACGAUUGCCCCUAGUAUCCUCCUUGUCGACGAUGUACAAUAUGAUUAAACACAAUCG
Bco-3-2 UACUGUUAAUUAGCAACAAUCUAGGUCUUAUUUCUCAAUUUUCCAUCUGAAUGUUGAAAUUUGUCGAGAGCAGACGAUA
Pel-1-3 GGAAUUUUACAAAAAAAACAAUUGCCGGACUAGGAAAAAUGGUGUAUAUUUCCUACAAGGCCGUAGGCUGAAUUUUCCA
Bco-3-3 AUAAGGAAAAUAUUUCUAUUAUUUUAUAAAUUAUCAUUUACUCUUUCAUAAAUAUAUAUUAUAUUGAAUUUAGUAAAUA
Afl-1-1 UAUAUUGACGAUGUGGGAAGUUGCUUUUUUGGUGACAAUUUCCUUAUUUCUUUUUCCUAAGAAUUGUGUUAAAAUGGAA
Bme-4-1 UUGUGAAUUUUUUUGAACGAGGUAAAAAUUUCUUAUCUUUUGCCGGUAUAUAUAGUAGAGGCUCACUUUUGGUUCUAUU
Gth-1-2 UACUAUAUAAAAUUCACUAUAAGCUUUGUUAUAUUUUAUUUUGUAACAGUAUAAUCAGACAAGUUUCAACAAACUUCUA
Bco-1-1 CAGACGGCAAAUUUUAACCGAAUUGCCCUUUCUUAUCCUUUGACUGACGGUUUCUUUUGGACAGAAAUACAGUAUAAUA
Bco-2-1 CAGACGGCAAAUUUUAACCGAAUUGCCCUUUCUUAUCCUUUGACUGAUGGUUUCUUUUGGACAGAAAUACAGUAUAAUA
Bsp-2-1 AUUCGCCUUAUAAUUUUCACAAAAUCGCCCUUCCUUCUCCUACCGUACAUAGCGAUUUUACCAAUUAAAGUGCUAUAUU
Pmu-1-3 CAAAAGACUCGUUUUGUAAGGUGAAAUGUAUCGAAAGCAGGUCUUGGAGUCUAUACAAAUACGCCAGGAAUCAAUACAA
Pmu-3-3 CAAAAGACUCGUUUUUCAAGGUGAAAUGUAUCGAAAGCAGGUCUUGGAGUCUAUACAAAUACGCCAGGAAUCAAUACAA
Pmu-2-4 AGGGGAUGGCGUAAACUGCCAUCCCUAUUUUUCGACAAAUUAGGACUUUGGUCUUAGGAAUCCGUUGAAUUAUCCCUAU
Bsp-8-2 GUUUUUUUAUGAACUUGAAAAUGGCUCAAACUUUAAGUAGGUAUAUAUUACCAUUAAAAUACCUAAUUUCCCAUUAAAG
Pan-1-1 AAAAUUAUUGAAACGUGAUAUUAUCACUUUGUUAUUAAUUUUAGAAAAUAGUACGAAAUAACGAGUUUAAUAAUUUAAU
Bsp-9-4 UUUCCGUUCAAGGCACUCGGUUUUUAUGGGCAGCAUAUCGGAGCCUUCUGUGCACCCGCCAAUGUAUUCCUGAACGGCA
Aac-2-1 ACAAGAAGAUGUCGAAUUCUGCCGACGUACGUCGAAUGUAGCGGCGUCGGACCUUGGCCCGGACCCAUCGGUGAAAAAC
Aac-1-3 CAAGAAGAUGUCGAAUUCUGCCGACAUGCGCCGAAUUGUGGCGGCGUCGGAUCUUGGCCCGAACCCAUCGGUGAAAAAC
Aac-3-1 UGCAUUUGCUUGGGUAUGUCGAAUCGUAAGAGAUGAUGUCGAUAAAAAACAUGGGCAAGCAAUGGAAUCCGAGGACAAU
Aac-1-4 GCAUUUGCUCGGGAAUGUCGAAUCGUAAGAGAUGAUGUCGAUAUUUUAAACUUGGGCAAACAAUAGAAUACGAGGAAAU
Pdo-1-1 CUAUUGUUGAUUAUUACGUUAAAUCUUUCAUAUGAAAAGAAUUAUUUAAAAAAGAUGGCAAAAAUGCAUUAUUUAACAU
Pan-1-2 UCCUAUUGUUGAUUAUUGCGUUAAAUCUUCAUUUUGAAAAGGGGUAAAAAAAAGAUAGCGUAAUUGAAUUAUUUGACAU
Lfu-1-1 UUGUCGUUUUUACCUGAUCAUACAUGUGACAAUUAUGCAUUAUACCUACAGACAAACAAUUGCUAACCGCGUAUGAUAA
Psp-2-1 ACUGCGACUUUUGCCCUAUUUUAUUCUUGUAAAAAAGAGGAGAAGGACCCAGUGCGUCGAAAUUAUUAACUAACGAAUC
Bsp-8-3 ACUAAGAAGAAGGCCCCCGUCAUCAGGGGGCCUUUUUGCGUAAAAAAUACCUUUAUUUUUCCUGAAAAGUGAUUAUAAU
Pmu-2-5 UCUAUAAAAAUAUUGAAAUUAUAGGAUAAAAGAGAUAGACUAACCCCGGCCUUCAUGCUACUAUAGGUAACAAAGAACU
Pmu-1-4 UCUAUAAAAAUAUUGAAAUUAUAGGAUAAAAGAGAUAGACUAACCCCGGCCUUCAUGCUACUAUAGGUAACAAAGAACU
Pmu-3-4 UCUAUAAAAAUAUUGCAAUUAUAGGAUAAAAGAGAUAGACUAACCCCGGCCUUCAUGCUACUAUAGGUAACAAAGAACU
Osc-1-1 AUUGAAAAAAUUGUUGUAAAAGUAAAGAUUAAUUAUUGAAUUAUUGGAAGAUUGGUGUAGAAUAGGUAAUAAGUAUUAG
Bsp-2-2 AUGUCUAUUAUAUACUACCUCAUGAUAUCCAUUGAAAAGUUUUUGACCUCUUAGGAUUUAUUUCUUUUCGAACAACAAU
Pmu-2-6 UGUAUCAGGGAUUCGUACCUAUAAUGAAGAGUGUGAAUAGGUAUUAGUGCCUAAUAACUGAUGCUAAGUAACUAUGCAU
Pmu-1-5 UGUAUCAGGGAUUCGUACCUAUAAUGAAGAGUAUGAAUAGGUAUUAGUGCCUAAUAACUGAUGCUAAGUAACUAUGCAU
Pmu-3-5 UGUAUCAGGGAUUCGUACCUAUAAUGAAGAGUAUGAAUAGGUAUUAGUGCCUAAUAACUGAUGCUAAGUAACUAUGCAU
Pel-1-4 AUCGAUAUACUAAAAAUAGUAUCGAUUAGGUAAAUUGUCCUAUAAUUGAUUGAUUUGACAUAUACGAUAAUGAUAAUAA
Ahe-1-6 GUCUCCUACUUUAUGCAACUUUUUGUCCGAAACCGGAAGGAUUACUCAUGAUUUUGUCGAAAUUAUCACUUUGUCGUUU
Pde-1-2 GUGUCUUUCGCGAACGUUCUCAAGCCCUUCUUACUUCGGUAGGCGGGGCUUUUUCAUUAGGAUGGACAAGCGAAGGAAC
Bsp-2-3 CAGUUACAGAUUCCAAAAUACUGUUUUUCGACAAAAUUCGAGAUUAUCGUGGACUCUUCCAAUUAUUAUCAUUAUAAUU
Bsp-8-4 AAAAAUAUUUUUUUGAAAAUCAUGUUUAUUUAAUUUUUAGUGUGGUAUUAAAUUUUAGUGCAUGAUCUGGUAAAUACAG
Bba-1-1 AUAAUCGGGGCGUGACAGGCACCAAGAUCGAAAUUUGUCGAAACUACAGUGGCUUUUUACUAACUUUAUGUACGUAUAU
Bba-1-2 AGAUUUAAGUGGGGUUUGACCCCAAAUUCGAAAUUUGUCGAAACUACAGUGGCUUUUUACUAACUUUAUGUACGUAUAU
Bme-4-2 ACUCGCAUGAUCGGGUCUCUCAUUCUUGUAUAAUUUAGCAGAAAAAUAGUAAUUUAGACUUACUUCCAUGAAAAGAAAA
Gsp-3-1 CAGGAAUGUUUGAGACAUAUAUGAAAUGGUUCAAAGGUCGAAAAUAGUCAUUUCGUCUCACUUCCUUGCGAAGAAAAUC
Gth-2-1 CCUCCCGAUUUUCGUCGAGAGGGUGCGAAAUGUGAGAUAAAAAAUAGUCAUUUUAUCUCACUUCCUCGCGAAGAAAAUC
Gsp-1-1 AAGCAGGAACGUUUGGGGCAUAUAUGAAAUGGUUCAGAGGUCGAAAAUAGUCAUUUCGUCUCACUUCCUUGCGAAGAAA
Afl-1-2 UUAUUUGCCCUUUUGUUCCUUUAUUUUCACAUAUGUUUAUAAGAAAAUAAGGACUUUUGAUUCAUGCUCAUGAAAAUAA
Cth-1-1 UCAAAAUGAUGCCGGGUGUCUUUUUAUUUAAUUGCUAAUUUAGUAUAAUCAGAAGUAUGAGAGUGUAUCGUACAUAUGU
Pal-1-2 GAGCCGCAUGACCCAUUAACGAAACGCGAAACUGCUGUAUAUUUAACGGUGUAAACAUGUAUCGUUAUGCAAGAGUAUG
Pde-1-3 UAUAUUAAACGGUGCAAACAUGCAUCGUUAUACAAGAUACAGGAUAAAUAGUCGCCAUAAAAAGUAAAAGCGUAUGCAU
Sne-1-1 CACAUAAUAAAAGUUGUUUCCGGUCAAAAAGUCUUGAAUUUAAUGGAGUUACGUGAGAUUAUAAGGGAGCAUAAUUUUA
Bce-1-2 AAUUGUUUAAUUUUGCUAUUGCACGUUUCGCAAUAAAUGAUUAAACUAUAAAUAUAGUAAAUUAGUUAUAGUACUUUUU
Ssp-1-1 GUGAAUAACAUUCCCGACAGGAAUAGUCGAACUCCUCUUAAAACAGUGCUUUACCCAGCGUGGGCAAUGAAACCUUAAA
Pmu-3-6 GCUUCGUAAGAGGGUCAGCAGCAAUUUCCAAUAGGAACAAAGUAGGAUAAAAAGAGGAAUUUGAUGAUUUAUGUCGAAA
Pmu-1-6 CUUCGUAAGAGGGUCAGCAGCAUUUUCCAAUAGGAACAAAGUAGGAUAAAAAGAGGAAUUUGAUGAUUUGUGUCGAAAA
Pmu-2-7 CUUCGUAAAAAGGUCAGCAGCAUUUUCCAAUAGGAACAAAGUAGGAUAAAAAGAGGGAUUUGAUGAUUUGUGUCGAAAA
Osp-1-1 AAAAAUACUUUUUUUAAAACACUUAACCUUUUAUCACAAGCAACCGAAAAUAAUAAUGAAAUUGUAUUUGAAUUUUAAU
Ean-1-1 GCUGAUUAUAUAUUUUACUGACUCGUUAUUUAAAACCCUCCCCUCUCUAUAAAAACGAAUCACUUAUACUAAACGUACG
Bsp-12-1 UAGUCUAUAUUAUUGGCAAACGGAGUUUUAGGAACAUUUUCCCACAACGAUCGAAUCAGUAUCUGUGUCAAUUUUCUAC
Bbr-1-1 AUAGUCUAUAUUAUUGGCAAACGGAGUUUUAGGAACAUUUUCCCACAACGAUUGAAUCAGUAUAUGUGUCAUUUUAUGC
Bsp-13-1 CCUUAUUUACCCCAAUCGACAAAUCGUCUAUAUUAUUGACAAACAGGUUUAGGAAAUUUUACCUGCAACAUUUGCAUUA
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Bba-1-3 UAUAAUGAACAUAUCAUUUAUUUGAAUAAGUAAAUUGGCCUAGUGAAGAAUCCGCGAAAAAGGUAAUCGGUCAUGCUUU
Bme-3-1 AACUAUUUAUAUGGUAAAAUAUAAAAUAAUAUUCAUUAUAAAGUUUCUUUUUUAUCUUUUAUGUUCUUUUUAAAAAACA
Bsp-13-2 UCGGUUACUUUACCCUACCAAAACUUGACAAGAUUGUUUCUCUUGGAUUAUAUUUUGCAUAAUUCGACACUUCUAUACA
Bbr-1-2 CCUACCAAAACUUGACAAAGUAUAUCUUUUGUCUUAUAUUUUGCAUGAUUAUGUCCAGCAAAAUUCGACACACUUUUAC
Bsp-12-2 UACCAAAACUUGACAAAGUUAUAUCUUUUGGCUUAUAUUUUGCAUGAUUAUCUCUAGCAAAAUUCGACACGUUUUUACA
Gsp-3-2 GGCCAAAAAAAUGGGACAAAUGGAUGAUUUACCUGCGGCAAAUGGACAACUUAUAGUGAAAGUAACGCCGCAUCUUCUC
Gsp-1-2 GAAAAAUAGGACAAAUGGAUGAUUUACCUCAGAUCGUAGGACAACUUAUAGUGAAGAUAGAUUACCGCCGCAUCUUCUC
Tco-1-3 UGAUCGCGUGGCAAAAAUUGACGAUAAAAACGAAUGAGAGGAACUUCAGAUCGGCAGGUCCCGGACGGGACUCCAACCU
Bsp-1-1 AGACUAAAUCGUAGCCCGAUUAGCAUUCAACGAAAAUAUCAACGUAUGAGUAAAGCCGCAAAAUAAAAAACCAUCAUAG
Bsp-8-5 GCUUCAAGAAUUCGACAAAUCUAUGUAGGUUUCUGUCGUAAAAAAAAUGGUUAAUUUUUCAUUUUGCGGGGUACUUUAU
Bme-3-2 GCUUAAAAUAACGGAAACUCAGUCUCAAAAACUUAUUUUUUACAUGUUUUUACAGACUAAAUAUAGUAAAAUAUAACUU
Psp-5-1 CUUACGUGGAAUGACAUACUUUUCAAAUUUGAGACGUUAUAAUAAGUACCAAGAUGCAUACUGACUAAGGAGAUCCAUU
Ppe-1-2 GAGCGACAUACUUUUCAUAUCAGGGACAUUAUAAUUAGUACCAAGGAAGCUUUCCGGCUGAAAGCCCGUUAUCCAUUGG
Psp-1-2 GGAGCGACAUACUUUUCAUAUCGGAGACAUUAUAAUAAGAACCAAGGAAGCUUUCUGGCUGAAAGCCCGUUAUCCAUUG
Pte-1-2 GGAGCGACAUACUUUUCAAAUCGGGGACAUUAUAAUUAGUACCAAGGAAGCUUUCCGGCUGAAAGCCCGUUAUCCAUUG
Esp-1-2 GCGCAUUCAUUUCGGCACAUUCAUUCCCAUAAAAUUUAAAAAUCAGACAUCGUCCACGCAUCCCUUAUGCUAAGGUUGA
Bce-12-1 AAUAGUAUGGAGUGUUGAAUUAUAACCGUCCAGACGGUAUAGUAACAUUUGGUGCAAAUGGAAAAAGAAAAACAAAAAA
Pel-1-5 AACAGCGGGGAUGUUGCGAAGAGGUCUUAUUUGGCGUUAUACUUGUAUUUUUUCUACCAGAUGCUUAUAAUACAAUUUA
Pal-1-3 AAAUUGCCGUUUCUUGCUUGACUUUCGAUUCUAGCAGCAUUAAUCUGGUGAUAUAGAACUAAUAGAUUUAUUUUCCAAA
Bsp-10-1 ACAUUCCAUAAUUAGUUAUUUUAUAAUAAAUUUAGGGAAUAGGAAGGACAAUGGUAGCAAUACCAAAGUUGUAUAUCGA
Osc-1-2 UUGAAGAAAGUGGAUAAAAAUAAGAUAUUUUUACGGAAUUUUGUCGAAUUGUGGAAAAACUUUUAGUAUAAUAGUACUA
Bce-1-3 AAUUUAAGUUUUUUUAUAUUUUUUUGUAAAAAAAUGUUGUUAGAGGUAUCGUUUUUCGUUACUAUAUUACUAGAAAUAC
Tco-1-4 GGGCGGGGAGAAUCAUGUGAAAGGUGGUUAAAGAAGGAAAACGCGCGAAAAUGUCGAAUCUUUGCAGUGACAACCGAAA
Btu-1-1 ACAGGACAUCGAAAAAGGCUCGUGAUUGCGGACCCUUGACAGAUGUCGAAUAAUGUAGGAUUAUGCUAUCAAAAGGUAA
Osc-1-3 CCAAGGCCACUAUUUUUUCCUAAAAGAAGCAAUAGAUUUCUGUUGCUAUUUUUAUAAGAUUUGGUAUACGAUAAUCUAU
Lmo-2-1 UCGGAUUUAAUAAACAACAAAUAAUUGAAGCUGUCACCCAGUAUAUUAAUGAAAUCGUAUAAGUGAGAGGUUUUAACUA
Bcy-1-1 UUUUAAUAAGUAGACAUUUUGAUUAUGAUGUUGUAACCUGUGAAAGGGAAUAUUUAAUUCUCAUAAAACCCCCAUAUUA
Bwe-1-1 AAAUGGGUGGACAUUUUAAUUUUUAUGUUGUAAUAUUUGGAAGAGAAUAUUGUAAUUCUCAUAGAACUCCCAUAUCGUU
Bth-6-1 UCUAAAUAAGUAGACAUUUUAAUUUAAAUGUUGUAACCUUGGAAAGAGAAUAAUUUAAUUCUCAUAGAACUCCCAUAUC
Bce-39-1 UCUAAAUAAGUAGACAUUUUAAUUUAAAUGUUGUAACCUUGGAAAGAGAAUAAUUUAAUUCUCAUAGAACUCCCAUAUC
Bce-38-1 UCUAAAUAAGUAGACAUUUUAAUUUAAAUGUUGUAACCUUGGAAAGAGAAUAAUUUAAUUCUCAUAGAACUCCCAUAUC
Bce-42-1 AUAAGUAGACAUUUUAAUUUAAAUGUUGUAACCUUGGAAAGAGAAUAAUUUAAUUCUCAUAGAACUCCCAUAUCGUAUC
Bth-9-1 UCUAAAUAAGUAGACAUUUUGAUUUAUAUGUUGUAAUCUUUGAAAGAGAAUAAAUUAAUUCUCAUAGAACUCCCAUAUC
Bce-6-1 UCUAAAUAAGUAGACAUUUUGAUUUAUAUGUUGUAAUCUUUGAAAGAGAAUAAAUUAAUUCUCAUAGAACUCCCAUAUC
Bce-13-1 UCUAAAUAAGUAGACAUUUUGAUUUAUAUGUUGUAAUCUUUGAAAGAGAAUAAAUUAAUUCUCAUAGAACUCCCAUAUC
Bth-1-1 UCUAAAUAAGUAGACAUUUUGAUUUAUAUGUUGUAAUCUUUGAAAGAGAAUAAAUUAAUUCUCAUAGAACUCCCAUAUC
Bce-17-1 UCUAAAUAAGUAGACAUUUUGAUUUAUAUGUUGUAAUCUUUGAAAGAGAAUAAAUUAAUUCUCAUAGAACUCCCAUAUC
Bce-15-1 UCUAAAUAAGUAGACAUUUUGAUUUAUAUGUUGUAAUCUUUGAAAGAGAAUAAAUUAAUUCUCAUAGAACUCCCAUAUC
Bth-14-1 UCUAAAUAAGUAGACAUUUUGAUUUAUAUGUUGUAAUCUUUGAAAGAGAAUAAAUUAAUUCUCAUAGAACUCCCAUAUC
Bsp-11-1 UCUAAAUAAGUAGACAUUUUGAUUUAUAUGUUGUAAUCUUUGAAAGAGAAUAAAUUAAUUCUCAUAGAACUCCCAUAUC
Bce-4-1 UCUAAAUAAGUAGACAUUUUGAUUUAUAUGUUGUAAUCUUUGAAAGAGAAUAAAUUAAUUCUCAUAGAACUCCCAUAUC
Bce-26-1 UCUAAAUAAGUAGACAUUUUGAUUUAUAUGUUGUAAUCUUUGAAAGAGAAUAAAUUAAUUCUCAUAGAACUCCCAUAUC
Bth-11-1 UCUAAAUAAGUAGACAUUUUGAUUUAUAUGUUGUAAUCUUUGAAAGAGAAUAAAUUAAUUCUCAUAGAACUCCCAUAUC
Bce-11-1 UACAAAUGGGUGGACAUUUUAAUUUUUAUGUUGUAAUCUUUGAAAGAGAAUAUUGUAAUUCUCAUAGAACUCCCAUAUC
Bth-4-1 CUCUAAAUAAGUAGACAUUUUGAUUUAUAUGUUGUAACCUUUGAUAGAGAAUAUAUGAUUCUCAUAGAACUCCCAUAUC
Bth-3-1 CUCUAAAUAAGUAGACAUUUUGAUUUAUAUGUUGUAACCUUUGAUAGAGAAUAUAUGAUUCUCAUAGAACUCCCAUAUC
Bce-30-1 CUCUAAAUAAGUAGACAUUUUGAUUUAUAUGUUGUAACCUUUGAUAGAGAAUAUAUGAUUCUCAUAGAACUCCCAUAUC
Bce-36-1 UCUAAAUAAGUGGACAUUUUAAUCCGUAUGUUGUAAUCUUUGAAAGAGAAUAAUUUAAUUCUCAUAGAACUCCCAUAUC
Bth-21-1 AAAUAGGUAGACAUUUUAAUUUUUAUGUUGUAAUCUUUGAUAGAGAAUAAUUACAUUCUCAUAGAACUCCCAUAUCGUU
Bce-29-1 AAAUAGGUAGACAUUUUAAUUUUUAUGUUGUAAUCUUUGAUAGAGAAUAAUUACAUUCUCAUAGAACUCCCAUAUCGUU
Bce-18-1 AAAUAGGUAGACAUUUUAAUUUUUAUGUUGUAAUCUUUGAUAGAGAAUAAUUACAUUCUCAUAGAACUCCCAUAUCGUU
Bth-10-2 UCUAAAUAGGUAGACAUUUUAAUUUUUAUGUUGUAAUCUUUGAUAGAGAAUAAUGUAAUUCUCAUAGAACUCCCAUAUC
Bce-33-2 UCUAAAUAGGUAGACAUUUUAAUUUUUAUGUUGUAAUCUUUGAUAGAGAAUAAUGUAAUUCUCAUAGAACUCCCAUAUC
Bce-16-2 UCUAAAUAGGUAGACAUUUUAAUUUUUAUGUUGUAAUCUUUGAUAGAGAACAAUGUAAUUCUCAUAGAACUCCCAUAUC
Bce-27-1 UCUAAAUAGGUGGACAUUUUAAUUUUUAUGUUGUAAUCUUUGAUAGAGAAUAAUGUAAUUCUCAUAGAACUCCCAUAUC
Bth-13-1 UUUAAAUAGGUGGACAUUUUAAUUUUUAUGUUGUAAUCUUUGAUAGAGAAUAAUGUAAUUCUCAUAGAACUCCCAUAUC
Bce-14-1 UCUAAAUAGGUGGACAUUUUAAUUUUUAUGUUGUAAUCUUUGAUAGAGAAUAAUGUAAUUCUCAUAGAACUCCCAUAUC
Bce-47-1 UCUAAAUAGGUGGACAUUUUAAUUUUUAUGUUGUAAUCUUUGAUAGAGAAUAAUGUAAUUCUCAUAGAACUCCCAUAUC
Ban-5-1 UCUAAAUAGGUGGACAUUUUAAUUUUUAUGUUGUAAUCUUUGAUAGAGAAUAAUGUAAUUCUCAUAGAACUCCCAUAUC
Bce-28-2 UCUAAAUAGGUGGACAUUUUAAUUUUUAUGUUGUAAUCUUUGAUAGAGAAUAAUGUAAUUCUCAUAGAACUCCCAUAUC
Bce-25-1 UCUAAAUAGGUGGACAUUUUAAUUUUUAUGUUGUAAUCUUUGAUAGAGAAUAAUGUAAUUCUCAUAGAACUCCCAUAUC
Bce-2-1 UCUAAAUAGGUGGACAUUUUAAUUUUUAUGUUGUAAUCUUUGAUAGAGAAUAAUGUAAUUCUCAUAGAACUCCCAUAUC
Bce-44-1 UCUAAAUAGGUGGACAUUUUAAUUUUUAUGUUGUAAUCUUUGAUAGAGAAUAAUGUAAUUCUCAUAGAACUCCCAUAUC
Bth-7-1 UCUAAAUAGGUGGACAUUUUAAUUUUUAUGUUGUAAUCUUUGAUAGAGAAUAAUGUAAUUCUCAUAGAACUCCCAUAUC
Bth-15-1 AAAUAGGUGGACAUUUUAAUUUUUAUGUUGUAAUCUUUGAUAGAGAAUAAUGUAAUUCUCAUAGAACUCCCAUAUCGUU
Bth-22-1 AAAUAGGUGGACAUUUUAAUUUUUAUGUUGUAAUCUUUGAUAGAGAAUAAUGUAAUUCUCAUAGAACUCCCAUAUCGUU
Bce-7-1 AAAUAGGUAGACAUUUUAAUUUUUAUGUUGUAAUCUUUGAUAGAGAAUAAUUUAAUUCUCAUAGAACUCCCAUAUCGUU
Bce-21-1 UCUAAAUAAGUGGACAUUUUAAUUUUUAUGUUGUAAUCUUUGAAAGAGAAUAUUUAAAUUCUCAUAGAACUCCCAUAUC
Bmy-1-1 UCUAAAUAAGUGGACAUUUUAAUUUUUAUGUUGUAAUCUUUGAAAGAGAAUAUUUAAAUUCUCAUAGAACUCCCAUAUC
Bce-8-2 UCUAAAUAAGUGGACAUUUUAAUUUUUAUGUUGUAAUCUUUGAAAGAGAAUAUUUUAAUUCUCAUAGAACUCCCAUAUC
Bce-32-1 AUUUGCAUCUCUAAAUAGGUAGACAUUUUAAUUCUUAUGUUGUAAUCUUUGAUAGAGAAUAAUUUAAUUCUCAUAGAAC
Bce-12-2 UUUAAAUGGGUGGACAUUUUAAUUUUUAUGUUGUAAUAUUUGGAAGAGAAUAUUUUAAUUCUCAUAGAACUCCCAUAUC
Bsp-9-5 CUUUAAGUGCGAGGAGAAUCGCAUUUAUAUUAAGGUUCUUCAAAACCCACGCAGGCGUCUAUUUAGAUAAUAAAUAAUU
Pal-1-4 CACAAGAACUAGUGCGUAAACAAUGUUAUGACAUUCUUGCCUGGUAAUCGAUUUGCAACAAUCAAUGGAGACAUCAAGA
Psp-5-2 CAUUAUGAGGUCAGGUGAGGGAUUCGAACAUCGCCAUGGACGAAUGGGUUAUGAACUAUUCUCCUAUUGGUUGUCCAAA
Bsp-3-1 ACUUUGGCAAGAGGAUAAUGGAUGGAAUAAAUUACAAGUUGGUGUUUUUGAACUAGAUAGUUAUUAGGAAAAUAAUCCU
Bsp-8-6 UAGGUCAUCACUCCCCUCUACAACGGAGAGUGGCUAAAGUAAGAAUAUUAACAAUAAACAAACUCUUUAUUUUUCCCCU
Bsm-1-1 CAUUUCCAUCUGCUCUUUGCUAUUCUUGACGUAAAAGUAAACAUUUUAUUAUAAAGUACAAAACUUUAUCGACAAAAUU
Bsp-3-2 CCUAAAAAUGCUAUCUUCCCUUUUGUAAACAUCAUUUCAUUAUUAUUACAAAUUCCAACAAAUUACGACAUUACACCUA
Bsp-2-4 GCAUAACUGCUACCAAUUGGUUUAGAGGUUUUCUUAAUUGGAUACAUCUUAAUAUGACAAAACACCAUAAUUUUCGACA
Bce-1-4 UUAACGAAAAUACUUUUCAACGAGGGCAAUACAUACUAUAAUAAAAUGAAGAGUUAUGUCGAUAAUUGGAAAUUUUUAA
Bsp-9-6 CUAGUCAUUGUAAAUAGGUAAUAAUAACCCUAUAAUUAAAUAUAUAUUAAAUAGUUAGUGAUUUUAAACUAUUCCAAAU
Pdo-1-2 AGUUGACAGUAGGUACAAAGAUUCUUAUAAUGUUAAUAAAUUGCAUUUUCUAAUCAUUCAGUAAAUUUAAGUAAAAUAU
Bco-3-4 AAAAUUCUGAAAAAACAGUGAAGUUACCGACAUAUUCCAACAAAAUCCAAUUUUGGGUACUUGUAUAAUUGUUUUAGAU
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Bsp-6-1 UUUUAGUGCCAAGGGAGAUAGAGCGAUUGAAUAAAAAGACGUGUUCUAACGUCUCUAUAAAAUUAUAAAUAAAUAUAUU
Bsp-3-3 AAUUAACUGAAAAUACAAAAUCUGACAACGUUAGCAAUACGGCCAUAGUAGAAUACAUUUAUGGUAAAAAUUUCUUUGA
Bsp-9-7 AAAAGUUGUUAAUCACAGCAAGAUUUUACACAAAAUAGGUUUUCCUAAUUAGUAUAAUGGAUAUAGUUAUAUAACUGGU
Bsp-8-7 AAAAUAAUUUGAAGAAUUUGACAAAAUACAACACGCAAAUGCUGGGAAAACUUUUAUAGUAGUCUUAAGAGGAUAUGAA
Osc-1-4 UUAAUAACUACAAAACUAGUUAUCAGACGACAAAAAAAGACACCCUAAUAUUAGUAAAUAUCUUGUAUAAUAGUAUUAC
Bce-36-2 GUUUAUUAAAAGUUUUUUUGAAAAUUAUUAUGUGAAAUAAAACAAUAUAGUAGAUAAAUUGUCAUUUUUUUUAUAGAAU
Bth-14-2 AGAACAAUUUUAUAGAGUAUUGAAUUAUAACCGUCCAGACGGUAUAGUAAUAUUUGGUUUAAGAGGAAAAUGAAACAAA
Bce-4-2 AGAACAAUUUUAUAGAGUAUUGAAUUAUAACCGUCCAGACGGUAUAGUAAUAUUUGGUUUAAGAGGAAAAUGAAACAAA
Bce-43-2 AGAACAAUUUUAUAGAGUAUUGAAUUAUAACCGUCCAGACGGUAUAGUAAUAUUUGGUUUAAGAGGAAAAUGAAACAAA
Bth-11-2 AGAACAAUUUUAUAGAGUAUUGAAUUAUAACCGUCCAGACGGUAUAGUAAUAUUUGGUUUAAGAGGAAAAUGAAACAAA
Bth-22-2 AGAACAAUUUUAUAGAGUAUUGAAUUAUAACCGUCCAGACGGUAUAGUAAUAUUUGGUUUAAGAGGAAAAUGAAACAAA
Bce-44-2 AGAACAAUUUUAUAGAGUAUUGAAUUAUAACCGUCCAGACGGUAUAGUAAUAUUUGGUUUAAGAGGAAAAUGAAACAAA
Bth-6-2 AGAACAAUUUUGUAGGGUGUUGAAUUAUAACCGUCCAGACGGUAUAGUAAUAUUUGGUUUAAGAGGAAAAUGAAACAAA
Bth-2-2 GAACAAUUUUAUAGAGUAUUGAAUUAUAACCGUCCAGACGGUAUAGUAAUAUUUGGUUUAAGAGGAAAAUGAAACAAAA
Bce-15-2 AGAACAAUUUUAUAGAGUAUUGAAUUAUAACCGUCCAGACGGUAUAGUAAUAUUUGGUUUAAGAGGAAAAUGAAACAAA
Bth-19-2 AGAACAAUUUUAUAGAGUAUUGAAUUAUAACCGUCCAGACGGUAUAGUAAUAUUUGGUUUAAGAGGAAAAUGAAACAAA
Bth-1-2 AGAACAAUUUUAUAGAGUAUUGAAUUAUAACCGUCCAGACGGUAUAGUAAUAUUUGGUUUAAGAGGAAAAUGAAACAAA
Bce-30-2 AGAACAAUUUUAUAGAGUAUUGAAUUAUAACCGUCCAGACGGUAUAGUAAUAUUUGGUUUAAGAGGAAAAUGAAACAAA
Bce-6-2 AGAACAAUUUUAUAGAGUAUUGAAUUAUAACCGUCCAGACGGUAUAGUAAUAUUUGGUUUAAGAGGAAAAUGAAACAAA
Bce-13-2 UAGAACAAUUUUAUAGAGUAUUGAAUUAUAACCGUCCAGACGGUAUAGUAAUAUUUGGUUUAAGAGGAAAAUGAAACAA
Bth-4-2 AGAACAAUUUUAUAGAGUAUUGAAUUAUAACCGUCCAGACGGUAUAGUAAUAUUUGGUUUAAGAGGAAAAUGAAACAAA
Bth-3-2 AGAACAAUUUUAUAGAGUAUUGAAUUAUAACCGUCCAGACGGUAUAGUAAUAUUUGGUUUAAGAGGAAAAUGAAACAAA
Bce-32-2 AGAACAAUUUUAUAGAGUAUUGAAUUAUAACCGUCCAGACGGUAUAGUAAUAUUUGGUUUAAGAGGAAAAUGAAACAAA
Bwe-1-2 AGAACAAUUUUGCAGGGUGUUGAAUUAUAACCGUCCAAACGGUAUAGUAAUAUUUGGUUCAAAAGGAAAAUGAAACAAA
Bce-11-2 AGAACAAUUUUGCAGGGUGUUGAAUUAUAACCGUCCAGACGGUAUAGUAAUAUUUGGUUUAAGAGGAAAAUGAAACAAA
Bce-8-3 UAAUAGAACAAUUGUAUAGAUGUUGAAUUAUAACCGUCCAGACGGUAUAGUAAUAUUUGGUACAAGUGGGAAAUGAAAC
Bce-21-2 UAAUAGAACAAUUGUAUAGGUGUUGAAUUAUAACCGUCCAGACGGUAUAGUAAUAUUUGGUACAAGUGGAAAAUGAAAC
Bce-29-2 AGUUUGGAUUUUCACCCAUAUUAGUAUGGACGAAAAUCCAAGAAGCAACCAGACUUUUUAUUUUUUAAAAGAAAAAUAG
Bth-12-3 CUAUGAUAGUCUGGUUGCAGUUUGGAUUUUCACACAUAGUUGUAUGUAUGAAAAUCGAAGAGGCAACUGGACUUUUUGU
Bth-16-3 UAUGAUAGUCUGGUUGCAGUUUGGAUUUUCACACAUGUUGUGAUGUAUGAAAAUCGAAAAGGCAACUGGACUUUUGUUG
Bth-4-3 AUGAUAGUCUGGUUGCAGUUUGGAUUUUCACACAUAGUUGUAUGUAUGAAAAUCGAAGAGGCAACCGGAUUUUUUAUUG
Bce-18-2 AUGAUAGUCUGGUUGCAGUUUGGAUUUUCAUACAUAGUUGUAUGUAUGAAAAUCCAAGAGGCAACCGGAUUUUUUAUUG
Bth-21-2 AUGAUAGUCUGGUUGCAGUUUGGAUUUUCAUACAUAGUUGUAUGUAUGAAAAUCCAAGAGGCAACCGGAUUUUUUAUUG
Bth-9-3 AUGAUAGUCUGGUUGCAGUUUGGAUUUUCACACAUAGUUGUAUGUAUGAAAAUCGAAGAGGCAACCGGAUUUUUUAUUG
Bth-20-3 AUGAUAGUCUGGUUGCAGUUUGGAUUUUCACACAUAGUUGUAUGUAUGAAAAUCGAAGAGGCAACCGGAUUUUUUAUUG
Bce-19-3 UGAUAGUCUGGUUGCAGUUUGGAUUUUCACACAUAGUUGUAUGUAUGAAAAUCGAAGAGGCAACCGGAUUUUUUUAUUG
Bth-3-3 ACUAUGAUAGUCUGGUUGCAGUUUGGAUUUUCACACAUAGUUGUAUGUAUGAAAAUCGAAGAGGCAACUGGACUUUUUG
Bce-48-3 AUGAUAGUCUGGUUGCAGUUUGGAUUUUCACACAUGUUGAGAUGUAUGAAAAUCGAAGGGGCAACCGGAUUUUUUAUUG
Bth-19-3 UAGACUAUAAAAAUUAAUUAUUUUUUUCUGAAAAAACUAUUUUCUUUUUUGGGUUUUAAUGGUAUAUUCAAAACACGAU
Pel-1-6 GAGUGUAAAGGAUUUACUUGACAUAUUUUAGUGAGAAGGCUUACAAUUUUAUCAAGCGCCGCUUGCAGGGCAAGGACGC
Baz-1-1 UAAUAAAUUUAUCCAACAAGGGGGAUGCAUCCAAUAAAAAAUUAUUCUUAUUAGCAAUACAGAAGAUUUUGUUCGAAAG
Pmu-1-7 UAAAAAACAUAGUUCAUUAAGCACAUGGAAACUCCCCUAAAUCCCGAUAAGAUAUGGCUAUCAAACGAGUUCGACGACA
Pmu-2-8 UAAAAAACAUAGUUCAUUAAGCACAUGGAAACUCCCUGAAAUCCCGAUAAGAUAUGGCUAUCAAACGAGUUCGACGACA
Bli-1-1 CGCAUGAAACUUUUCACCUAUUUUUCGGUGAAAAAAACAAAAUUUUCAUUUAAAGUGAACUGUGAGCAGAAAAUGAAUU
Bsp-6-2 AACGCAUGAAUCUUUACACCCAUUUUUCGGUGAAAAAAACAAUAUUUUCAUAUAAAGUGUACGUAAAUAGAAAAUAUCU
Bsp-7-1 AACGCAUGAAUCUUUACACCCAUUUUUCGGUGAAAAAAACAAUAAUUUCAUAUAAAGUGGACGUAAAUAGAAAAUAUCU
Bpu-2-1 CAUAACGCAUGAAUCUUUACACCCAUUUUUCGGUGAAAAAAACAAUAAUUUCAUAUAAAGUGGACGUAAAUAGAAAAUA
Bpu-1-1 AUAACGCAUGAAUCUUUACACCCAUUUUUCGGUGAAAAAAACAAUAAUUUCAUAUAAAGUGGACGUAAUAUAGAAAAUA
Axy-1-1 CAUUAAAAUACUAAUCUUGUUAUUUUAUUAGAACCUUUGUCGAAGCUAUUGACAAUAGGUCUUUCAUACUGGAAAAUAA
Oih-1-1 ACACCUUGCAAAACUAGUGUUUAUCUGACAAAACAAGUCAAACAAACAAGCAAGAUAUUAUAGUAUGAUAGUCUUAUAA
Bce-1-5 AAUAGUUUGGCAUCGGAUUUAUAAUCUGAUAAAUCAGAAAAAUAGGGUGAAAAGUUUUGAGUCUUUUGUUGCAGGUAAA
Pla-1-1 UGAACCAUCAAUGGCAGCCAGCUACCGAACGAAGAUGCUUUUUUUGUUUUUUAUAUGAGAUUUUUAUUCAAUUAAUUCU
Pel-1-7 CCCGACACACCGUCUCAUUGUGAAAGGGAAAUUGAUAGAAAAACAAUAAUAUGGUAUGCUAGAAGCAUAAAAAAAUAUU
Pte-1-3 GGGACGCAAAGCUACAGGGCCUUCUUUUUAAGAUGGCAGCCAGCUACCGGUUGGAGAGGCUUUUUGUCGUUCUUUUUUU
Ppo-3-1 CAAGGACGCAAAGCUACAGGGCCUUCUGUAUGAUGGCAGCCAGCUACCGGUUGAAGUGGCUUUUUGUCGUGCUUAUUUU
Psp-3-2 GAGGUAAAUCCAACCAUUUCUUUGAUACAGUUUACAAUUUUAUAAUCUAGUAAUUGAAUAUUAUUUUUUUUAGAACUUU
Ppo-1-1 AUUCCUUCCGCAAAAAAUGGGGGAACCGUUCUAAGUUGUAAAUGAGAGGUUACAUGAAAUCAGUUUGAUAGAUGAUAGA
Ppe-1-3 CAUUCCUUCCGAAAAAAAUGGGGGAACCGUUCCAAGUUGUAAAUGAGAGGUCACAUAAAUCAGUUUGAUAGAUGAUAGA
Psp-1-3 CAUUCCUUCCGUAAAAAAUGGGGAAACCGUUCCAAGCUAUAAAGAGAGGUCACAUAAAUUCAGUUUGAUAGACGAUAGA
Ppe-1-4 UGCGCGAAAAUCUGUAAACUCAUGCACAUUACCUAUUAAAUUUUGGUAAAAAAAAGUCGAUACUUAGGGUAAGAAGGAA
Psp-1-4 UGCACGAAAAUCUGUAAACUCUUGCACUUGACCUAUUAAAUUUUGGUAAAAAAAAGUCGAUACUUAGGGUAAGAAGGAA
Ppo-1-2 UGGGCGAAAACCUGUAAAUUCAUGAACAAGACCUAUUAAAUUUUGGUAAAAAAAAGUCGAUACUUAGGGUAAGAAGGAA
Ppo-3-2 UGGGCGAAAACCUGUAAAUUCAUGAACAUGACCUAUUAAAUUUUGGUAAAAAAAAGUCGAUACUUAGGGUAAGAAGGAA
Pte-1-4 UACGCGAAAAUCUGUAAAUUCAUGAACGUGACCUAUUAAAUUUUGGUAAAAAAAAGUCGAUACUUUAGGGUAAGAAGGA
Bsp-9-8 UUAUUCCUAAAAGAAUACCUUAAUAUACGAAUUCAGGAGUAUUUUCCUAUUUAUUACGGAAAGGAAAAUAUAAGAAAAU
Sin-1-1 AUAGAGAAUUUUUUACAAUAAUGGGAACAUUGGUUAUUCCGUCUUGGAACAAUAGUCCUAAAGUGAUAAAAUAAACAAA
Bsp-2-5 AAUUUGUCAUAAUUUGUAUAAAAAUAAUAUUCGAAAUUUACAAAAUAAUACACAAAUAUUGUUUAAAACCAGUUAAAAU
Osp-1-2 UUAGACCUUACAAAACUAGUCUGUAUACGACAAAACAAGUCACACAAACAUUGCCAUAUUUAUAGUAUCAUAGUCAUAU
Bbr-1-3 GUUUACGUUUGACUAUUCGAAAUGGAGUACUAUAAUCAAAGUAUGUUUCUCCAUAUCUUUCCUUUUUUCGACAAAAUCU
Bsp-12-3 GUUUUCGUUUGACUAUUCGAAAUGGAGUACUAUAAUCAAAGUAGGAUUCUCCAUAUCUUUCCUUUUUUCGACAAAAUCU
Bce-1-6 CUAAAUUAAAUUGUUCAUAAAUAUUAGUGAUAAGUGCCUGUGAAAUUUGUCGAAAUAUUUUAUAUGAUAAAACUAAUCA
Baz-1-2 AAGAGAAACUUCGCUUCCCUCCAAUAUAGGUCCGCAGCCUCUUAUCAAGGGUGCUAUAAAUAUUGUAUUGUUUCUGUAU
Bba-1-4 GUGUUUAGUCCUAUUUUUAUUAUAAUUAAUAGGUUAACAGUACUAUUAAUGUUAGUAAAUUAUGGUAUAAUGUGAAAUG
Bba-1-5 GUUACUCCCUGAACAGGGGCUGCGUUUUUUAGGUUUUUACUAUGAAAAUGGUAAAAAGUUUUUAAUACUAAACAAAUAG
Bce-1-7 CACACUAUAUUGCGGAAUAUUUAGAUAAUUGUGUAUAAUGAACUAAGACCUUCUUCUUAUUAUUUUAUGGGUCAAUUCC
Pla-1-2 CGCGGUAUAACUACAGCAGUUCGACUCUCAGCGGAUAACAAGGAAUAUUCAUGCGGCAGCGUCUUUGACAGCAAACCAA
Pla-1-3 AGACCUAUCGAUUUUCAAUUGGAAACAAGAUACAGUAAAUGUAAAUCGAAUACAUAAUAUAAUCAUGGUUUACAAAUUA
Bsp-3-4 GAAGUUAAUAAGACUUAAGAACUAUUAUUAAUAGAAUUUAACAAAAAUUAUUGAAUUUACUAGCAUAAAAGUCUUAAUA
Baz-1-3 UCAAUACUGUGCUUUUAUCCAAAAAACAAGUGGUAAUUCCAACCAAUAUGAUAUAUAAUUUAUUCUAAAUUAAAUAUCA
Bsp-8-8 AUAAACAUUUUUUUGAUAUAAAAAAGCUAUAAAUUUAGCAGCAGCAAUUGAUAAAAGAGGACAAAAGUAAUAUGAUAAU
Pmu-2-9 UUUUUUCAUUUUGACGAAUCCCUGCGUAUUGUCUAUUAUUAUAUGUAACGAUUUAUUUCCUCCGUGUUUUCAUUCGACA
Pmu-1-8 UUUUUUCAUUUUGACGAAUCCCAACGUAUUGUCUAUUAUUAUAUGUAACGAUUUAUUUCCUCCGGCUUUUCAUUCGACA
Pmu-3-8 UUUUUUCAUUUUGACGAAUCCCAACGUAUUGUCUAUUAUUAUAUGUAACGAUUUAUUUCCUCCGGCUUUUCAUUCGACA
Bme-4-3 UAGGUCCAAAUAUGUAAAAAAGUAAAUUUUUUGUUAAAAAAGGUAGAAUAUUGUUGAAAUGAUAAUCAUAUAGUUUUAG
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Lfu-1-2 UUAUUAAUGAAGGAACAGCUAGUAUAAAAUAUGUAUGUUUUAAGUAGAGAGCAUUGACUACUUUUACCUACUGUGUUAA
Lsp-1-1 UGCUCUAUAAAUGAAUAACUAGUAAUGAAGUAGUAUAAGAUUAUACAUUUUAAAAUUGGUAGCAUUGACUACUUUUUCC
Bsp-4-1 UCCAAUAAAUUCGAAUAACUAGUAAUGAAGUAGUAUAAAAUAUGUAUAUUUUAAAUUGGUAGCAUUGACUACUUUUUCC
Bme-1-1 UAUAUAAAAUGUUUUUUAUCAUCUCGACCAAUUUCGACAUUUUUUCUAAACAAUUUCUAAUAAAAUAAUGAUAGUUAUU
Bme-3-3 GGAUGUAAAAUGUUUUUUUAAACCUCGACCUAUUUCGACACCAUUUCUGGUAGUUUUCCACUAAAAUAAUAAUAGUUAU
Bme-2-1 AAUUUUUUUUGUGAUAAUCGACCUAUUUCGACAUCUUUUACAAAUAUUAUUUUGUAAAAUAACUGUAUACUAAGAAUAC
Cth-1-2 ...........................................................................AGGU
Bsp-1-2 UCUCCAACUAGUUAUAUAGCACUAAAAAUAGGUCUAAAGACUCUUUUUGGUAUGAGUCUGAUUAACUAAUAUUAAUGGU
Pmu-2-10 UUUGCGGAAAAAUGCGUAUAAAGUACUAUACAUUUCGGGAUUCGGAUGUUAUAAUCCUACUCAGACAGUACCUUAACGA
Pmu-1-9 UUUGUGGAAAAAUGCGUAUAAAGUACUAUACAUUUCGGGGUUCGGAUGUUAUAAUCCUACUCAGAUAGUACCUUAACGA
Pmu-3-9 UUUGUGGAAAAAUGCGUAUAAAGUACUAUACAUUUCGGGAUUCGGAUGUUAUAAUCCUACUCAGAUAGUACCUUAACGA
Bba-1-6 AUUUAUUCCCCAUUGAAAAAAUUGUAAGUGCAUUGUAAUAUUAUAGUAUUGGUAAAAUUUCGACCAAUAUCAUCAUAAA
Bsp-2-6 AGCGGUGGGCACCUCUAUUUGAUUUUUAUUAUAUUAGGAAAUUAUCUUCCCAUUUAUUUCUAGUAAUCUUAUAAUUAAA
Bba-1-7 UUUUAACUUUCCCAAAUAUUUUGACUAAUUAGGUCUAUUUGCUCUUUCCUUUUAAAAUGCGGAUGCUUAUAUUUUUAAU
Bsp-1-3 AGUUAUGGUCAAUUUAAUUGACCAAAAGGGAAAAUAGAAAUAUAAUUAUAAUACAAUUUAAAAUUUUCUUUUUACCUAG
Bsp-8-9 CUCUUUUUGAUAUUGGGCCACGGGGUCUGUCCCCAUGGCUCCAUGGUUUGAAUUGGAAGUCUUGCCGCUUAUCCUUUAA
Bco-2-2 AUUGACAUACAUAAUAAUAUAUUUAUAUAAUGAUAAAGGCUGUGGAAAUACUUGGCAGGAUUUCCAUGCUUUCCGGCAA
Bco-1-2 AUUGACAUACCGGAUAAUAUAUUUAUAUAAUGUUAAAGGCUGUGGAAAUACUUGGCAGGGUUUCCAUGCUUUCCGGCAA
Baz-1-4 CAAAAAAGUUUAGAUUUUUUACAAAUAUUCGCAUUUUCACUGUACAAUAGUCCUAUUUGGUGUAAAAUUAAAAAUAGAU
Baz-1-5 UUUUAUACUAUAUAGGUAUGGAUUAUAGUAUUUAAUUAGUAUAUAAUGUUUAAAAAAGUUAUUAUUAUUUAGCAAGUCG
Bsp-3-5 AAAUAAAAAUUACAAGUAUCGACAAAAAAUGGCAAGUUCUUUAUAAUAGUAUAGUAAAAUAUAAUCGUGAAAUUAGCCC
Bsp-9-9 ACAUUACAAGGUUACUACAUCAGCGUGCCCCUCCCAAAGGAAGAGAUGAGCAGCUAUUUAGUACAGUAUCAGCAAGCAA
Bsp-1-4 AAUAGUGGAUACUUUUUAUUUGUAAAUUAGAAAUAAUUAGAUGGUUUACAAGGUUAUCAAAUCAUUGCAUAAUACAGAA
Bsp-2-7 CUGUGAAUUUAAUACAAAUUUUUAAAAAUACACUUAUUUUUCAUUAAAUAUAGUAAAAUAGUAUCAGUGAAUAGCAAUU
Bsp-10-2 CCUUCUCCGACAAAAAGCGACAAAACACUCCAAAAGUCCUAUGUCAUUACACCGUCUAAAAGACUACAAUAGGAAUGUA
Aac-2-2 UCGACGUAGGUAAGCAACAUCAAGCACGUACUUGUCGCUGGCUGGAUUUAUGUUAUAAUGAAUAUGGAAGAAUGAGGGC
Aac-1-5 UCGACGUAGGUAAGCAACAUCAAGCACGUACUUGUCGCUGGCUGGAUUUAUGUUAUAAUGAAUAUGGAAGAAUGAGGGC
Bse-1-2 CAUGCAUGUGAAUAUGCUGUAGGAUUAAAACUAUCAAUACGAAGUCUCUCUGUGGUGUUGAUUUGAUCCGUCAGAAGAG
Bsp-12-4 UUUUUUCCAUUUCGAGGUUUAUUGGCGGAAAGUUAUGGGAAAUGAAAGGUGAGAUUGAAAAAAUGUGGACCUUAAUUGA
Bbr-1-4 CUUUUUUUCCAUUUUGAGGUUUAUUGGCGGAAAGUUAUGGGAAAUGAAAGGUGAGAUUGAAAAAAAGUGAACUUAAUUG
Bsp-13-3 GUGUGGAAAAAAAUCCAAGCCAUUAUUUUAAAGUUAACCCACAUUUUUCCGAUGUUGUGCUAUAGUAUUUUUAUACAGA
Pde-1-4 UAUUCGUAGUAUGGGUAUUGAAGCAUGACGCUAUACAGAGAGAGCUACUGCCGCGGAGAGAGAAGCAACCGUACCGUUU
Pde-1-5 CAAUCUUCUAUUUUCAGCAGCAAAAAAGGAUAAUUUGUAUGUACGUUCCAUCUGAAAGAUGAUAGAAUGAACAUAUAAU
Pal-1-5 UGUCACUUUUUUGACGAAUCAAGGGAUCUUUAUGAAUCAGAUGUGUACAAGCCAUUUAGUUGCAUGUUACCAUAGACAU
Pal-1-6 GGACUCGAUGAAUUUUACGUACCUAUAGGCACAAUUGUAUACAAGCUGUUCAUUUACAUGUUACUAUAGAUGACAUAUA

...............................................................................

...............................................................................qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa
alignment positions 80 · · · 204

Bce-1-1 UUUAAUAAAUG.......A..U..A..U........AUUUUGGCAAA.C.C..G.C..UUGAAA.................................................A.G.G..UG..G
Bce-8-1 C..AUUAUAAA....U..A.UU..AUGG......UAAUAAGGGUAUA.A.C..A.G..UUGCAA.................................................A.A.C..AG..U
Bce-28-1 UAGGAAAAGCA....U....UUA.A..U........AAAAUGGCAAA.U.U..C.UU.UGGAGA.................................................C...A..GA..A
Bth-10-1 UAGGAAAAGCA....U....UUA.A..U........AAAAUGGCAAA.U.U..C.UU.UGGAGA.................................................C...A..GA..A
Bce-33-1 UAGGAAAAGCA....U....UUA.A..U........AAAAUGGCAAA.U.U..C.UU.UGGAGA.................................................C...A..GA..A
Bce-16-1 UAGGAAAAGCA....U....UUA.A..U........AAAAUGGCAAA.U.U..C.UU.UGGAGA.................................................C...A..GA..A
Pel-1-1 A.UUUUCGAGC....G..U.GCU.C..G........AUAAAGGCAAA.C.C..G.G..GCGAAA.................................................G.C.U..CG..C
Bha-1-1 CCUAGUUUCGU.....G.C.CU..U..G........AAAAAGGCGAG...U..G.U..UUGAAA.................................................U.G.G..AA..A
Esp-1-1 CAAAAAUUUCA.........UA..UC.G........AGACGGGCAAA.C.U..U.A..CUGAAA.................................................A.G.U..AA..G
Pel-1-2 UUUACAUAUUC...................AUGAGUAAAAAGGCACA.C.C..U.GU.CUGAAA.................................................A.G.C..GG..G
Bco-3-1 GUGAGUUAAUG.........GA..AUAU........AUAAGGGCAAU.C.C..A.A..UUGAUA.................................................U.A.U..UG..G
Pcu-1-1 UUCCAUACAUU.....................UAAAUACUUGGCAAA.G.C..U.A..UAGAAA.................................................U.A.U..AG..U
Ppe-1-1 UACUUACUUAU....U..U.CC..C..G........UUAAUCGUAAA.C.A..C.C..UCGAAA.................................................G.U.G..GU..G
Pte-1-1 UACUUAUUUAU....U..U.CC..C..G........UUAAUCGUAAA.C.A..C.C..UCGAAA.................................................G.U.G..GU..G
Psp-1-1 UACUUACUUAU....U..U.CC..C..G........UUAAUCGUAAA.C.A..C.C..UCGAAA.................................................G.U.G..GU..G
Bsp-8-1 GUUCCGAUAUA.........AA..U..........ACCAAAGGCAAA.A.U..C.A..UUGAAA.................................................A.A.U..GA..U
Bse-1-1 UUCAAUAGAUU.......C.AA..UUAG.........AAAAGGCAAA.A.U..C.U..GUGAAA.................................................U.C.A..GA..U
Psp-3-1 UUAAUUGAAUA.......AACA..U..G........UAAAUCGCAAA.C.C..A.U..UUGAAA.................................................G.A.G..UG..G
Tco-1-1 CGCAAGUCCUG....C..U.UG..G..G........AUCAAGGCAAC.C.U..G.C..GCGAAA.................................................G.C.G..CAA.G
Pmu-1-1 CAAAUCAUAUU....C..U.AG..U..G........AAAAGGGCAAA.A.C..G.C..AGGAAA.................................................C.U.G..CG..U
Pmu-3-1 CAAAUCAUAUU....C..U.AG..U..G........AAAAGGGCAAA.A.C..G.C..AGGAAA.................................................C.U.G..CG..U
Pmu-2-1 CAAAUCAUAUU....C..U.AG..U..G........AAAAGGGCAAA.A.C..G.C..AGGAAA.................................................C.U.G..CG..U
Svi-1-1 AGGUAGAUAGU....C..U.UA..U..U........UAAAGAGCAAA.C.C..U.G..CGGAAA.................................................C.G.C..AG..U
Ahe-1-1 CACCCCAAGUA.........CA..UAUG........AACUCGGCAAA.C.U..C.U..GCGAAA.................................................G.C.A..GG..G
Ahe-1-2 UCUGGGUACGC...GU..U.GU..A..G.........AAAAGGCAUA.C.C..U.GA.CUGAAA.................................................A.G.C..AG..G
Pal-1-1 GAAGCACUUAA....U..U.A.A.AUCU........CAUAGGGCACA.C.U..A.A..UCGAAA.................................................G.A.U..UA..G
Pde-1-1 UUGGAUACAAC.........AA..C..U.......ACAUAGGGCACA.C.U..A.A..UCGAAA.................................................G.A.U..UA..G
Ahe-1-3 AAUCCUCUCGU.......A.GGUAG..G........UCAAAGGCAAA.C.C..A.U..GUGAAA.................................................G.C.A..UG..G
Aac-1-1 UGCUAUCGUAA....G..G.UC..G..G........UCAAAGGCAAA.C.U..U.C..GCGAAA.................................................G.C.G..GA..G
Aac-1-2 GAAUAGUUGUA...GG..U.C...G..G........UCAAAGGCAAA.C.U..U.C..GCGCAA.................................................G.C.G..GA..G
Bsp-9-1 UUUCUCAUUGU...UA..U.AG..A...............AGGCAAA.C.U..C.AU.CUGAAA.................................................A.G.G..GA..G
Gth-1-1 U..UUGUGCUA.........AAC.UUUG........CUAAAGGCAAA.U.U..U.G..ACAAAA.................................................G.U.A..AG..A
Ahe-1-4 CAAGAUGUGCC.........CG..AUUG..........CAAGGCAAA.C.C..A.G..CGGAAA.................................................C.G.C..UG..G
Psp-4-1 AUAGCGUAAUU.....A.A.AC..U..G........AAAAAGGCAAA.C.U..U.G..CCGAAA.................................................G.G.C..AA..G
Pmu-3-2 AAGGAAAUAAA.....................CGCGAGAUUGGCAAA.C.U..U.AA.AUGAAA.................................................A.U.C..AA..G
Pmu-1-2 GAAACAAACGC................G........AGAAUGGCAAA.C.U..U.G..AUGAAA.................................................A.U.C..AA..G
Bsp-9-2 UAACAAGAGAA..........UAGU.........AAAUAAAGGCAAC.C.UC.U.U..CCGAAA.................................................G.G.A..AUU.G
Pcu-1-2 GCACGUUUGAU....C..G.AA..C..G........AUAAUGGCAAA.C.U..U.G..CUGAAA.................................................A.G.C..AA..G
Pcu-1-3 ACUUGAAGCUA.........UGACC..G........AUAAUGGCAAA.C.U..C.G..UCGCGA.................................................G.G.C..GA..G
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Bsp-9-3 G.AACUAA................U..A.AAUUUAAAUAUUGGCAAA.U.C..A.G..UCGAAA.................................................G.G.C..UG..G
Tco-1-2 UAUCGGCAUCG....A..A.UC..A..G........CAAAGGGCAAA.C.U..U.G..UCGAAA.................................................G.G.C..AA..G
Ahe-1-5 AUCAGAGAACC..........................AGUCGGCAAA.C.A..C.A..CCGAAA.................................................G.G.U..GU..G
Bco-3-2 U...AUAUCAU.........GA..U..G.CUUCACUAUAAGGGCAAA.A.U..A.U..UUGAAA.................................................A.A.A..UA..U
Pel-1-3 UACGAUCCUUU...UA..A.CA..U..G........AAAAAGGCAAA.C.U..A.U..UUGAAA.................................................G.A.A..UA..G
Bco-3-3 AUACCUAAUUU................U.......AUAUUCGGCAAA.C.U..A.C..UUGAAA.................................................G.G.G..UA..G
Afl-1-1 AUGUGAAAAAU..............U.G......AAUAAUCGGCAAA.C.U..A.C..UCGAAA.................................................G.G.G..UA..G
Bme-4-1 UCUUAAAUUUA.........CAU.AUU.........UAUUUGGCAAA.C.U..G.C..UCGAAA.................................................G.G.G..UA..G
Gth-1-2 CAAAAAUUAAU.......................AUAAAUCAGCAAA.C.U..A.C..UCGAAA.................................................G.G.G..UA..G
Bco-1-1 GGAUAAAAGAC..CUA.....UA.U..C........AAAGGGGCAAA.U.C..C.A..UUGAAA.................................................A.A.U..GG..A
Bco-2-1 GGAUAAAAGAC..CUA.....UA.U..C........AAAGGGGCAAA.U.C..C.A..UUGAAA.................................................A.A.U..GG..A
Bsp-2-1 UAAAUAGCAAA.........CAAAC..G.........AAAAGGCAAA.C.C..U.U..GAGAAA.................................................U.C.A..UG..G
Pmu-1-3 UAGAAGUAUAA....C..U.UC..C..G........ACAAAGGCAAA.C.U..C.C..UCUAAA.................................................G.G.G..GA..G
Pmu-3-3 UAGAAGUAUAA....C..U.UC..C..G........ACAAAGGCAAA.C.U..C.C..UCUAAA.................................................G.G.G..GA..G
Pmu-2-4 AUACUGAAGUU....A..U.A.U.U..G........AUCAAGGCAAA.C.U..U.C..UGGAAA.................................................C.G.G..AA..G
Bsp-8-2 G....UAUAUG...GU..A.C...UAUA........UAAGUGGCAAA.U.U..U.U..AUGAAA.................................................G.U.A..AA..A
Pan-1-1 AUUAGAAUAUC.....A.U.A.A.U..G........AAAAUGGCAAA.C.U..U.AC.UCGAAA.................................................G.G.U..AA..C
Bsp-9-4 G.AGUGAAAAU.......A.U.A.UAAG.........AAAAGGCAAA.C.U..U.G..GCGAAA.................................................G.C.A..AA..G
Aac-2-1 UGGAUACGAUG....A..G.AG..C..G.......CAUCAGGGCAAA.C.C..A.A..CGGAAA.................................................C.G.U..UG..G
Aac-1-3 UGGAUACGAUG....A..G.AG..C..G.......CAUCAGGGCAAA.C.C..A.A..CGGAAA.................................................C.G.U..UG..G
Aac-3-1 GAACCAUAUAC.....G.A.GG..C..G.......UUUCAGGGCAAA.C.C..A.A..CGGAAA.................................................C.G.U..UG..G
Aac-1-4 GAACCAUAUAU.....G.A.GG..C..G.......UUUCAGGGCAAA.C.C..A.A..CGGAAA.................................................C.G.U..UG..G
Pdo-1-1 AUAAUGAUAAA....A..A.UC..U..G........AAAAAGGCAAA.C.U..C.CA.UCGAAA.................................................G.A.G..GA..G
Pan-1-2 AUAAUAAUGAA.........AA..UCUG........AAAAAGGCAAA.C.U..U.CA.CCGAAA.................................................G.G.G..AA..G
Lfu-1-1 UGAUUAAGAAA.....A.A.AC..U..G........AAAAAGGCAAA.C.U..U.CA.CCGAAA.................................................G.G.G..AG..G
Psp-2-1 UUUAGUUGAAU....A..A.CU..C..G........AUAAAGGCAAA.C.U..A.UC.GCGAAA.................................................G.C.A..UA..G
Bsp-8-3 CAAAUUAACAA.......C.UUACU..G........AUAAAGGCAAA.C.C..U.G..UCGAAA.................................................G.G.C..AG..G
Pmu-2-5 AUACAUACCUG........AUUA.C..G........AUAAAGGCAAA.C.U..C.A..UCGAAA.................................................G.G.U..GG..G
Pmu-1-4 AUACAUACCUG........AUUA.C..G........AUAAAGGCAAA.C.U..C.A..UCGAAA.................................................G.G.U..GG..G
Pmu-3-4 AUACAUACCUG........AUUA.C..G........AUAAAGGCAAA.C.U..C.A..UCGAAA.................................................G.G.U..GG..G
Osc-1-1 UAAUUAAAUAC.......C.UAA.U..G........AAAAAGGCAAA.C.U..A.U..UCGAAA.................................................G.G.G..UA..G
Bsp-2-2 UUUGUAUCGGU.........GAACA..G........UAAAAGGCAAA.U.C..U.A..UUGAAA.................................................G.A.U..AG..U
Pmu-2-6 AUCAUAAGAAU....C..A.UU..C..G.......UUUCAUGGCAAA.C.C..U.G..CCGAAA.................................................G.G.C..AG..G
Pmu-1-5 AUCAUAAGAAA....C..A.UU..C..G.......UUUCAUGGCAAA.C.C..U.G..CCGAAA.................................................G.G.C..AG..G
Pmu-3-5 AUCAUAAGAAA....C..A.UU..C..G.......UUUCAUGGCAAA.C.C..U.G..CCGAAA.................................................G.G.C..AG..G
Pel-1-4 AGUACUGCAAC....C..A.UU..C..G........UUCAUGGCAAA.C.C..U.G..CCGAAA.................................................G.G.C..AG..C
Ahe-1-6 CAUGUAGAAAA.......AGCA..C..G........AAAAAGGCAAC.C.C..U.C..CGGAAA.................................................C.G.G..AGA.G
Pde-1-2 AGGUCAACUCC...GU..A..U..U..G........ACAAAGGCAAA.C.C..U.G..UUGAAA.................................................A.G.C..AG..G
Bsp-2-3 AUAAGUGGAAC........................UUCAAGGGCAAA.A.U..C.G..CUGAAA.................................................A.G.U..GA..U
Bsp-8-4 G..AUGAGAGG.....G.U........G....AAUAUCAAGGGCAAA.A.U..C.A..CUGAAA.................................................A.G.U..GA..U
Bba-1-1 AAUAUAUAAUA.........UU..UAU.........UUAAGGGCAAA.C.U..C.A..CUGAAA.................................................G.G.U..GA..C
Bba-1-2 AAUAUAUAAUA....................UUAAUUUAAAGGCAAA.C.U..C.A..CUGAAA.................................................G.G.U..GA..C
Bme-4-2 UUAAGGUAAGA.........UA..AUUU........AUAAAGGUACA.G.C..C.A..AGGAAA.................................................C.U.U..GG..C
Gsp-3-1 AUGGUACAAUC..........A..U..G.......AUGAAAGGUACA.G.C..U.A..AGGAAA.................................................C.U.U..AG..C
Gth-2-1 AUGGUACAAUC..........A..U..G.......AUGAAAGGUACA.G.C..U.A..AGGAAA.................................................C.U.U..AG..C
Gsp-1-1 AUCAUGGUACA.....A.U.CA..U..G........AUAAAGGUACA.G.C..U.A..AGGAAA.................................................C.U.U..AG..C
Afl-1-2 GAGAAGUAUAA....U..AAGA..A..G.........UAAAGGCACA.G.C..U.A..AGGAAA.................................................C.U.U..AG..C
Cth-1-1 ACAUAACAAGA.......U.CG..UUUG.........AAAGGGCAAA.G.C..U.A..CGGAAA.................................................C.G.U..AG..U
Pal-1-2 CAUGUUUGCAC....A..AGCA..C..G.........ACUAGGCAAA.G.C..U.A..GGGAAA.................................................U.C.U..AG..U
Pde-1-3 UUUUGUCGAGG......................UAUUACUAGGCAAA.G.C..U.A..GGGAAA.................................................U.C.U..AG..U
Sne-1-1 AACUAAAACUA....U..A.GA..A..G........UUAAAGGCAAA.C.U..G.AU.CUGAAA.................................................G.G.G..CA..G
Bce-1-2 AAUUGAAAAAA....U..A.UU..G..U........AUAAAGGCAAA.C.U..U.A..UUGAAA.................................................G.A.U..AA..G
Ssp-1-1 UAAAUCCUGCU.........UUAAC..G.........AAAAGGCAAA.C.C..U.U..AUGAAA.................................................A.U.A..AG..G
Pmu-3-6 AGUAUUAGGUA..UGC..G.A.U.C..G........AAAAAGGCAAA.C.C..A.U..GCGAAA.................................................G.C.A..UG..G
Pmu-1-6 GUAUUUAGAUA..UGC..G.A.U.C..G........AAAAAGGCAAA.C.C..A.U..GCGAAA.................................................G.C.A..UG..G
Pmu-2-7 GUAUUUAGAUA..UGC..G.A.U.C..G........AAAAAGGCAAA.C.C..A.U..GCGAAA.................................................G.C.A..UG..G
Osp-1-1 AGUUAAUUUUU....C....CUG.C..G........AUAAUAGCAAA.C.U..U.A..UUGAAA.................................................G.G.U..AA..G
Ean-1-1 GUUCUUCACUG....G..A.AU..C..G.........AACGGGCAAA.C.C..C.A..CAGAAA.................................................U.G.U..GG..U
Bsp-12-1 UUCAUCCAUUG........AUAU.C..G.........AAACGGCAUA.C.C..C.G..GGGAAA.................................................U.C.C..GG..C
Bbr-1-1 UUCACCCAUUG........AUAU.C..G.........AAACGGCAUA.C.C..C.G..GGGAAA.................................................U.C.C..GG..C
Bsp-13-1 AUUUUUCAUUG.....A.U.A.U.C..G.........AAACGGCAAA.C.C..C.G..GGGAAA.................................................U.C.C..GG..C
Bba-1-3 AGUUGUACUGG.......U.GAC.A..G........AAAAAGGCAAA.C.C..U.G..UUGAAA.................................................A.G.U..AG..G
Bme-3-1 AUUUGAUACUU....G..U.AC..A..G........ACAAGGGCAAA.C.C..A.G..UUGAAA.................................................G.G.C..UG..G
Bsp-13-2 UUUUUCGCAAA....U....GAA.U..G........ACAAAGGCAAA.G.U..C.A..UCGAAA.................................................G.G.U..GG..C
Bbr-1-2 AAGUUUUGCUA........AUA..AAUG........CAAAAGGCAAA.G.U..C.A..UCGAAA.................................................G.G.U..GG..C
Bsp-12-2 AAUUUUGCUAA........AGAA.U..G........CAAAAGGCAAA.G.U..C.A..UCGAAA.................................................G.G.U..GG..C
Gsp-3-2 CUGCGAGGAGA....U..A.CGG.C..G.........AAAAGGCAAA.G.C..G.C..UGGAAA.................................................C.A.G..CG..U
Gsp-1-2 CUGCGAGGAGA....U..A.CGG.C..G.........AAAAGGCAAA.G.C..G.C..UGGAAA.................................................C.A.G..CG..U
Tco-1-3 GAAAAACCAGG.........CAA.A..G.......AAAAGAGGUAAA.C.C..C.GU.ACGAAA.................................................G.U.C..GG..G
Bsp-1-1 AUAAAAGCCAA.........A.C.UAUA........CAAAAGGCAAA.A.U..U.G..UUGAAA.................................................G.A.C..AA..U
Bsp-8-5 ACCUGUACUAC.......A.UU..UCUG........UGAAACGCAAA.C.U..U.A..UUGAAA.................................................G.A.U..AA..G
Bme-3-2 AAAUUAUAUUA.........CUACA..G........AAAAAGGCAAA.C.U..A.A..UUGAAA.................................................A.G.U..UA..G
Psp-5-1 GGCAUCAGAAG....C...ACC..A..G........AUAAGGGUAAA.C.C..U.G..UUGAAA.................................................A.G.C..AG..G
Ppe-1-2 C..AAACUGUA.........GCA.CCAG........UAAAGGGUAAA.C.C..U.GC.CCGAAA.................................................A.G.C..AG..G
Psp-1-2 GCAAACUAUAG.........CA..CCAG........CAAAGGGUAAA.C.C..U.GC.CCGGAA.................................................A.G.C..AG..G
Pte-1-2 GCAAACUGUAG.........CA..CCAG........UAAAGGGUAAA.C.C..U.GC.CCGAAA.................................................A.G.C..AG..G
Esp-1-2 GGCGUAAGACU....U..C.A.C.U..G........AUAAUGGCAAA.A.C..U.AC.GCGAAA.................................................G.C.U..AG..U
Bce-12-1 G.ACUAGAAAA....U.....A..UUUU............UAGCACA.C.U..A.U..UCGAAA.................................................G.G.A..UA..G
Pel-1-5 CAAUCGUUUUU....U..G.UCA.CA.G.........ACAUGGCAAA.C.U..U.G..GCGAAA.................................................G.U.C..AA..G
Pal-1-3 UUGAUAGAGUC.......U.AU..AUAG........AUAAAGGCAAA.C.C..C.A..UCGAAA.................................................G.A.U..GG..C
Bsp-10-1 AUCAUUCGAAA.........CAACA..G........UCAAAGGCAAA.C.U..U.G..CUGAAA.................................................G.G.C..AA..G
Osc-1-2 GUUAUCGAGGU.......U.UUA.C..G........AAAAAGGCAAA.C.U..U.A..UCGAAA.................................................G.G.U..AA..G
Bce-1-3 UUUAUAUCAUA.........A.U.UUUG........AUAAAGGCAAA.C.U..A.UU.UCGAAA.................................................G.G.A..UA..G
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Tco-1-4 AGCUGUGCACC....A..A.GC..U..G........AUAAAGGCAAA.C.C..A.U..AUGAAA.................................................A.U.A..UG..G
Btu-1-1 AUAGAUCCAUA.........G.A.GUUG.......UAUCAGGGCAAA.C.U..A.G..CGGAAA.................................................C.G.C..UA..G
Osc-1-3 GUGGAAAAAAC.........C.A.UUUG.......UAUAAAGGCAAA.C.U..A.U..CUGAAA.................................................G.G.G..UA..G
Lmo-2-1 AAAUAAAUAUA.........GU..UGUG........UUAAGGGUAAA.C.U..U.G..CCGAAA.................................................G.G.C..AA..G
Bcy-1-1 U.UCAACUCAU.........UGGGC..G........AGAAAGGCAAA.C.U..C.G..UGGAAA.................................................C.A.U..AA..G
Bwe-1-1 C...AACUCG........U.UCAGC..G........AGAAAGGCAAA.C.U..U.A..UGGAAA.................................................C.A.U..GA..G
Bth-6-1 GUUCAACUCGU.........UCAGC..G........AGAAAGGCAAA.C.U..G.A..UGGAAA.................................................C.A.U..GA..G
Bce-39-1 GUUCAACUCGU.........UCAGC..G........AGAAAGGCAAA.C.U..G.A..UGGAAA.................................................C.A.U..GA..G
Bce-38-1 GUUCAACUCGU.........UCAGC..G........AGAAAGGCAAA.C.U..G.A..UGGAAA.................................................C.A.U..GA..G
Bce-42-1 GUUCAACUCGU.........UCAGC..G........AGAAAGGCAAA.C.U..G.A..UGGAAA.................................................C.A.U..GA..G
Bth-9-1 GUUCAACUCGU.........UCAGC..G........AGAAAGGCAAA.C.U..G.A..UGGAAA.................................................C.A.U..GA..G
Bce-6-1 GUUCAACUCGU.........UCAGC..G........AGAAAGGCAAA.C.U..G.A..UGGAAA.................................................C.A.U..GA..G
Bce-13-1 GUUCAACUCGU.........UCAGC..G........AGAAAGGCAAA.C.U..G.A..UGGAAA.................................................C.A.U..GA..G
Bth-1-1 GUUCAACUCGU.........UCAGC..G........AGAAAGGCAAA.C.U..G.A..UGGAAA.................................................C.A.U..GA..G
Bce-17-1 GUUCAACUCGU.........UCAGC..G........AGAAAGGCAAA.C.U..G.A..UGGAAA.................................................C.A.U..GA..G
Bce-15-1 GUUCAACUCGU.........UCAGC..G........AGAAAGGCAAA.C.U..G.A..UGGAAA.................................................C.A.U..GA..G
Bth-14-1 GUUCAACUCGU.........UCAGC..G........AGAAAGGCAAA.C.U..G.A..UGGAAA.................................................C.A.U..GA..G
Bsp-11-1 GUUCAACUCGU.........UCAGC..G........AGAAAGGCAAA.C.U..G.A..UGGAAA.................................................C.A.U..GA..G
Bce-4-1 GUUCAACUCGU.........UCAGC..G........AGAAAGGCAAA.C.U..G.A..UGGAAA.................................................C.A.U..GA..G
Bce-26-1 GUUCAACUCGU.........UCAGC..G........AGAAAGGCAAA.C.U..G.A..UGGAAA.................................................C.A.U..GA..G
Bth-11-1 GUUCAACUCGU.........UCAGC..G........AGAAAGGCAAA.C.U..G.A..UGGAAA.................................................C.A.U..GA..G
Bce-11-1 GUUCAACUCGU.........UCAGC..G........AGAAAGGCAAA.C.U..U.A..UGGAAA.................................................C.A.U..GA..G
Bth-4-1 GUUCAACUCGU.........UCAGC..G........AGAAAGGCAAA.C.U..G.A..UGGAAA.................................................C.A.U..GA..G
Bth-3-1 GUUCAACUCGU.........UCAGC..G........AGAAAGGCAAA.C.U..G.A..UGGAAA.................................................C.A.U..GA..G
Bce-30-1 GUUCAACUCGU.........UCAGC..G........AGAAAGGCAAA.C.U..G.A..UGGAAA.................................................C.A.U..GA..G
Bce-36-1 GUUCAACUCGU.........UCAGC..G........AGAAAGGCAAA.C.U..G.A..UGGAAA.................................................C.A.U..GA..G
Bth-21-1 C...AACUCG........U.UCAGC..G........AGAAAGGCAAA.C.U..G.A..UGGAAA.................................................C.A.U..UA..G
Bce-29-1 C...AACUCG........U.UCAGC..G........AGAAAGGCAAA.C.U..G.A..UGGAAA.................................................C.A.U..UA..G
Bce-18-1 C...AACUCG........U.UCAGC..G........AGAAAGGCAAA.C.U..G.A..UGGAAA.................................................C.A.U..UA..G
Bth-10-2 GUUCAACUCGU.........UCAGC..G........AGAAAGGCAAA.C.U..G.G..UGGAAA.................................................C.A.U..UA..G
Bce-33-2 GUUCAACUCGU.........UCAGC..G........AGAAAGGCAAA.C.U..G.G..UGGAAA.................................................C.A.U..UA..G
Bce-16-2 GUUCAACUCGU.........UCAGC..G........AGAAAGGCAAA.C.U..G.G..UGGAAA.................................................C.A.U..UA..G
Bce-27-1 GUUCAACUCGU.........UCAGC..G........AGAAAGGCAAA.C.U..G.A..UGGAAA.................................................C.A.U..UA..G
Bth-13-1 GUUCAACUCGU.........UCAGC..G........AGAAAGGCAAA.C.U..G.A..UGGAAA.................................................C.A.U..UA..G
Bce-14-1 GUUCAACUCGU.........UCAGC..G........AGAAAGGCAAA.C.U..G.A..UGGAAA.................................................C.A.U..UA..G
Bce-47-1 GUUCAACUCGU.........UCAGC..G........AGAAAGGCAAA.C.U..G.A..UGGAAA.................................................C.A.U..UA..G
Ban-5-1 GUUCAACUCGU.........UCAGC..G........AGAAAGGCAAA.C.U..G.A..UGGAAA.................................................C.A.U..UA..G
Bce-28-2 GUUCAACUCGU.........UCAGC..G........AGAAAGGCAAA.C.U..G.A..UGGAAA.................................................C.A.U..UA..G
Bce-25-1 GUUCAACUCGU.........UCAGC..G........AGAAAGGCAAA.C.U..G.A..UGGAAA.................................................C.A.U..UA..G
Bce-2-1 GUUCAACUCGU.........UCAGC..G........AGAAAGGCAAA.C.U..G.A..UGGAAA.................................................C.A.U..UA..G
Bce-44-1 GUUCAACUCGU.........UCAGC..G........AGAAAGGCAAA.C.U..G.A..UGGAAA.................................................C.A.U..UA..G
Bth-7-1 GUUCAACUCGU.........UCAGC..G........AGAAAGGCAAA.C.U..G.A..UGGAAA.................................................C.A.U..UA..G
Bth-15-1 C...AACUCG........U.UCAGC..G........AGAAAGGCAAA.C.U..G.A..UGGAAA.................................................C.A.U..UA..G
Bth-22-1 C...AACUCG........U.UCAGC..G........AGAAAGGCAAA.C.U..G.A..UGGAAA.................................................C.A.U..UA..G
Bce-7-1 C...AACUCG........U.UCAGC..G........AGAAAGGCAAA.C.U..G.A..UGGAAA.................................................C.A.U..UA..G
Bce-21-1 GUUCAACUCGU.........UCAGC..G........AGAAAGGCAAA.C.U..G.A..UGGAAA.................................................C.A.U..GA..G
Bmy-1-1 GUUCAACUCGU.........UCAGC..G........AGAAAGGCAAA.C.U..G.A..UGGAAA.................................................C.A.U..GA..G
Bce-8-2 GUUCAACUCGU.........UCAGC..G........AGAAAGGCAAA.C.U..G.A..UGGAAA.................................................C.A.U..GA..G
Bce-32-1 UCCCAUAUCGU.........UCAGC..G........AGAAAGGCAAA.C.U..G.A..UGGAAA.................................................C.A.U..UA..G
Bce-12-2 GUUCAACUCGU.........UCAGC..G........AGAAAGGCAAA.C.U..U.A..UGGAAA.................................................C.A.U..GA..G
Bsp-9-5 UAUGGUUAUUA....C..A.UU..C..G........AGAAAGGCAAA.G.U..C.A..UUGAAA.................................................G.A.U..GG..C
Pal-1-4 AGAACAACAUC....................AGGAUUAAAAGGCAAA.C.C..C.AG.UCGAAA.................................................G.U.U..GG..G
Psp-5-2 UAAAUAUGAGC.......U.GAA.G..G.......AAAAAUGGCAAA.C.C..C.GC.UCGAAA.................................................G.A.C..GG..G
Bsp-3-1 AUGUUAAAAUA.........UU..CUA........AUCCAGGGCAAA.U.U..U.U..ACGAAA.................................................G.U.A..AA..A
Bsp-8-6 GAUUUAGUGCU.......AAUC..UUAC.........UAAGGGCAAA.U.U..U.U..ACGAAA.................................................G.U.A..AA..A
Bsm-1-1 CGAUAUGUUAU.........GA..UACG.........AUUGGGCAAA.U.U..U.U..ACGAAA.................................................G.U.A..AA..A
Bsp-3-2 AAUUAUGGUAG..UA...U.UUC.CUCU............GGGCAAA.U.U..U.U..ACGAAA.................................................G.U.A..AA..A
Bsp-2-4 AAUUAUGCUAA.......U.AU..ACCU........ACAUAGGCAAA.U.U..U.U..ACGAAA.................................................G.U.A..AA..G
Bce-1-4 AAUAAAUUUAA..........U..AUUG............GGGCAAA.C.U..G.U..GCGAAA.................................................G.U.G..CA..G
Bsp-9-6 UAAUCAAAAUA....G..U.UAA.C..G.........AAAAGGCAAA.C.U..U.G..CUGAAA.................................................G.G.C..AA..G
Pdo-1-2 AGGUACAACUA........AA.AAC..G.........AAAAGGCAAA.U.U..U.G..UCGAAA.................................................G.A.C..AA..A
Bco-3-4 GAUGCGAGUA..........AA..UUAG.........AAAGGGCAAA.C.U..C.A..UUGAAA.................................................A.A.U..GA..G
Bsp-6-1 AGAGAAGAAUA....C..C.UU..C..G........AUAAUGGCAAA.C.U..U.G..UUGAAA.................................................G.A.U..AA..G
Bsp-3-3 GCCGAUAGGCG..........C..A..G........AAAAAGGCAAA.C.U..C.A..UUGAAA.................................................G.A.U..GA..G
Bsp-9-7 UAGCCAAUGGA....U..AGUC..A..G........ACAAAGGCAAA.C.U..C.A..UUGAAA.................................................G.A.U..GG..G
Bsp-8-7 AAAAGCAGGAG....UG.A.GC..A..G........AAAAAGGCAAA.C.C..U.G..UUGAAA.................................................G.A.U..AG..G
Osc-1-4 AAUAAAUUUCC...AU..C.UA.....U........UAAAAGGCAAA.C.C..C.A..UUGUGA.................................................A.G.U..GG..G
Bce-36-2 AGUAACAUUGG......................AAUAUCUUGGCACA.C.U..A.U..UUGAAA.................................................G.A.A..UA..G
Bth-14-2 AAAAGAAUAAA....................AGAUAUUUUUAGCACA.C.U..A.U..UCGAAA.................................................G.G.A..UA..G
Bce-4-2 AAAAGAAUAAA....................AGAUAUUUUUAGCACA.C.U..A.U..UCGAAA.................................................G.G.A..UA..G
Bce-43-2 AAAAGAAUAAA....................AGAUAUUUUUAGCACA.C.U..A.U..UCGAAA.................................................G.G.A..UA..G
Bth-11-2 AAAAGAAUAAA....................AGAUAUUUUUAGCACA.C.U..A.U..UCGAAA.................................................G.G.A..UA..G
Bth-22-2 AAAAGAAUAAA....................AGAUAUUUUUAGCACA.C.U..A.U..UCGAAA.................................................G.G.A..UA..G
Bce-44-2 AAAAGAAUAAA....................AGAUAUUUUUAGCACA.C.U..A.U..UCGAAA.................................................G.G.A..UA..G
Bth-6-2 AAAAGAAUAAA....................AGAUAUUUUUAGCACA.C.U..A.U..UCGAAA.................................................G.G.A..UA..G
Bth-2-2 AAAAGAAUAAA....................AGAUAUUUUUAGCACA.C.U..A.U..UCGAAA.................................................G.G.A..UA..G
Bce-15-2 AAAAGAAUAAA....................AGAUAUUUUUAGCACA.C.U..A.U..UCGAAA.................................................G.G.A..UA..G
Bth-19-2 AAAAGAAUAAA....................AGAUAUUUUUAGCACA.C.U..A.U..UCGAAA.................................................G.G.A..UA..G
Bth-1-2 AAAAGAAUAAA....................AGAUAUUUUUAGCACA.C.U..A.U..UCGAAA.................................................G.G.A..UA..G
Bce-30-2 AAAAGAAUAAA....................AGAUAUUUUUAGCACA.C.U..A.U..UCGAAA.................................................G.G.A..UA..G
Bce-6-2 AAAAGAAUAAA....................AGAUAUUUUUAGCACA.C.U..A.U..UCGAAA.................................................G.G.A..UA..G
Bce-13-2 AAAAGAAUAAA....................AGAUAUUUUUAGCACA.C.U..A.U..UCGAAA.................................................G.G.A..UA..G
Bth-4-2 AAAAGAAUAAA....................AGAUAUUUUUAGCACA.C.U..A.U..UCGAAA.................................................G.G.A..UA..G
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Bth-3-2 AAAAGAAUAAA....................AGAUAUUUUUAGCACA.C.U..A.U..UCGAAA.................................................G.G.A..UA..G
Bce-32-2 AAAAGAAUAAA....A..A.AU..A..U.........UUUUAGCACA.C.U..A.U..UCGAAA.................................................G.G.A..UA..G
Bwe-1-2 A.AAAGAAUAA...AA..A.AA..UA..........UUUUUAGCACA.C.U..A.U..UCGAAA.................................................G.G.A..UA..G
Bce-11-2 A.AAAGAAUAA...AA..A.AA..UA..........UUUUUAGCACA.C.U..A.U..UCGAAA.................................................G.G.A..UA..G
Bce-8-3 AAAAAAAGAAU....A..A.AAC.AUA.........UUUUUAGCACA.C.U..A.U..UCGAAA.................................................G.G.A..UA..G
Bce-21-2 AAAAAAAGAAU....A..A.AAC.AUA.........UUUUUAGCACA.C.U..A.U..UCGAAA.................................................G.G.A..UA..G
Bce-29-2 CUAUACUACAA....C....GA..AA.U........AAAUCGGCACA.C.U..A.U..UCGAAA.................................................G.G.A..UA..G
Bth-12-3 UUUCUUAAAAA....A..A.AA..U...........AAAUGGGCACA.C.U..G.U..UCGAAA.................................................G.A.A..UA..G
Bth-16-3 UUUCAAAAAGA...................AAAAAUAAAUGGGCACA.C.U..A.U..UCGAAA.................................................G.A.A..UA..G
Bth-4-3 UCUCAAAAAGA...................AAAAAUAAAUGGGCACA.C.U..A.U..UCGAAA.................................................G.G.A..UA..G
Bce-18-2 UCUUAAAAAGA...................AAAAAUAAAUGGGCACA.C.U..A.U..UCGAAA.................................................G.G.A..UA..G
Bth-21-2 UCUUAAAAAGA...................AAAAAUAAAUGGGCACA.C.U..A.U..UCGAAA.................................................G.G.A..UA..G
Bth-9-3 UCUCAAAAAGA...................AAAAAUAAAUGGGCACA.C.U..A.U..UCGAAA.................................................G.G.A..UA..G
Bth-20-3 UCUCAAAAAGA...................AAAAAUAAAUGGGCACA.C.U..A.U..UCGAAA.................................................G.G.A..UA..G
Bce-19-3 UCUCAAAAAGA...................AAAAAUAAAUGGGCAUA.C.U..A.U..UCGAAA.................................................G.G.A..UA..G
Bth-3-3 UUUUCUUAAAA...................AAAAAUAAAUGGGCACA.C.U..G.U..UCGAAA.................................................G.A.A..UA..G
Bce-48-3 UCUCAAAAAGA.......A.AAA.A..U........GAAUGGGCACA.C.U..A.U..UUGAAA.................................................G.A.A..UA..G
Bth-19-3 AAAUAAAUUCC................U.......AUAUUUGGCACA.C.U..A.U..UCGAAA.................................................G.G.A..UA..G
Pel-1-6 AGAAAACAUCU.........UCACU..G........AUAAAGGCAAA.C.C..U.G..UUGAAA.................................................A.G.C..GG..G
Baz-1-1 UCAAAAUCCAU.........AC..UUUG........AAAAAGGCAAA.C.C..U.GC.UUGCAA.................................................A.A.C..AG..G
Pmu-1-7 AAAUUCGCCGA....A..U.CU..C..G........AUAAAGGCAAA.C.C..U.G..GUGAAA.................................................A.C.C..AG..C
Pmu-2-8 AAAUUCGCCGA....A..U.CU..C..G........AUAAAGGCAAA.C.C..U.G..GUGAAA.................................................A.C.C..AG..C
Bli-1-1 UAUAUCAAGAA.........AAG.CA.G........AUAAAGGCAAA.C.C..U.G..CGGAAA.................................................C.G.C..AG..G
Bsp-6-2 AAAAGAAAAGA.............A..G........AAAAAGGCAAA.U.C..U.A..UGGAAA.................................................C.A.U..AG..A
Bsp-7-1 AAAAGAAAAGA.............A..G........AAAAAGGCAAA.U.C..U.A..UGGAAA.................................................C.A.U..AG..A
Bpu-2-1 UUUAAAAACAA.......AAGA..A..G........AAAAAGGCAAA.U.C..U.A..UGGAAA.................................................C.G.U..AG..A
Bpu-1-1 UUUAAAAAGAA.......AAGA..A..G........AAAAAGGCAAA.U.C..U.A..UGGAAA.................................................C.G.U..AG..A
Axy-1-1 GUAUUGCAGGU.........GAUAU..G.........AAAAGGCAAA.C.U..U.A..GUGAAA.................................................A.C.U..AA..G
Oih-1-1 AUCAAACGAAA....U..CCUC..A..G........AAAAAGGCAAA.C.C..U.A..UUGAAA.................................................G.A.U..GG..G
Bce-1-5 CUAAAAACUCC.......U.ACC.A..G........AUAAAGGCAAA.U.C..U.A..UUGAAA.................................................A.G.U..AG..A
Pla-1-1 UUGAAAACUCU........ACUA.C..G........AUAACGGCAAA.C.U..U.G..UCGAAA.................................................G.A.U..AA..G
Pel-1-7 UUCGGUGCUUU....C..A.AC..C..G........AUAAAGGCAAA.C.C..U.A..ACGAAA.................................................G.U.U..GG..G
Pte-1-3 CCUGAAAAACU....U..U.AUA.C..G........AUAAUAGCAAA.C.C..U.G..UCGAAA.................................................G.G.C..AG..G
Ppo-3-1 UCCCGAAAACU....U..U.AUA.C..G.........AAAUGGCAAA.C.C..U.G..UCGAAA.................................................G.G.C..AG..G
Psp-3-2 UUCAACAAAAC...UU..U.UCA.C..G........AUAAUGGCAAA.C.C..U.G..UCUAAA.................................................G.A.C..AG..G
Ppo-1-1 CGCACAAGCUA....U..U.CA..A..G........UUAAUGGCAAA.A.C..U.G..UCGAAA.................................................G.G.C..AG..U
Ppe-1-3 CGCACAAGCUA....U..U.CA..C..G........AUAACGGCAAA.A.C..U.G..UCGAAA.................................................G.G.C..AG..U
Psp-1-3 CGUACAAGCUA....U..U.CA..C..G........AUAAUGGCAAA.A.C..U.G..UCGAAA.................................................G.G.C..AG..U
Ppe-1-4 UCCAAACUCCU.......U.CCAAC..G........AUAAACGCAGC.C.C..U.G..UCGAAA.................................................G.G.U..AG..G
Psp-1-4 UCCAAACUCCU.......U.CCAAC..G........AUAAACGCAGC.C.C..U.G..UCGAAA.................................................G.G.U..AG..G
Ppo-1-2 UCCAAACUCCU.......U.CCAAC..G........AUAAACGCAGC.C.C..U.G..UCGAAA.................................................G.G.C..AG..G
Ppo-3-2 UCCAAACUCCU.......U.CCAAC..G........AUAAACGCAGC.C.C..U.G..UCGAAA.................................................G.A.C..UG..G
Pte-1-4 AUCCAAACUCC....U..U.CCA.C..G........AUAAACGCAGC.C.C..U.G..UUGAAA.................................................G.G.C..AG..G
Bsp-9-8 AGUAAUACCAU....C..G.U.A.C..G.........AAAGGGCAAA.A.U..C.A..UUGAAA.................................................A.G.U..GA..C
Sin-1-1 ACACAAUAGUA....U..A.A.U.C..G.........AAAUGGCACA.C.U..U.A..UUGAAA.................................................G.A.U..AA..G
Bsp-2-5 AUAAGAAAAGG........AUUC.A..G........AUAAAGGCAAA.C.C..U.A..UUGAAA.................................................A.A.U..AG..G
Osp-1-2 AAAUAAUCGAA....A..U.CCUCA..G........UAAAGGGCAAA.C.C..U.A..UUGAAA.................................................A.A.U..AG..G
Bbr-1-3 UAUCAGCAUUC.......G.CUA.U..G.........AAUGGGCAAA.C.C..C.A..UUGAAA.................................................A.G.U..GG..G
Bsp-12-3 UAUCAGCAUUC....G..C.UA..U..G.........AAUGGGCAAA.C.C..C.A..CUGAAA.................................................A.U.U..GG..G
Bce-1-6 AUACCAUAAAU....U..G.UA..C..G........AUAAUAGCAAA.G.C..U.AU.CUGAAA.................................................A.G.U..AG..U
Baz-1-2 AACACGUAGAU....U..A.UA..C..G.........AAAUGGCAAA.G.C..C.A..UUGAAA.................................................A.A.U..GG..U
Bba-1-4 AAAACAUAGUU....C..G.UA..C..G.........AAAGGGCAAA.U.C..C.A..UUGAAA.................................................G.A.U..GG..U
Bba-1-5 AAAAAAACAAU........CGUA.C..G.........AAAGGGCAGC.A.C..C.A..UUGAAA.................................................G.A.U..GG..U
Bce-1-7 AAAUUACAAGU....A..A.UA..C..G.........AAACGGCAAA.A.C..C.A..UCGAAA.................................................G.U.U..GG..U
Pla-1-2 UCGAAUCGUUU....C..G.UA..C..G........AUAAUAGCAAA.C.C..C.A..CUGAAA.................................................A.G.U..GG..C
Pla-1-3 AAUACUAUUUU....U..G.UA..C..G........ACAAUAGCAAA.C.C..C.A..CCGAAA.................................................G.G.U..GG..C
Bsp-3-4 UAAUAGUAAUA........AAA..CUGG.......AUAAUCGGCAAA.C.U..U.A..UUGAAA.................................................A.G.U..AA..G
Baz-1-3 UACCGAAAGUU..........................AAAUGGCAAA.C.C..U.A..UUGAAA.................................................A.A.U..AG..G
Bsp-8-8 AGUAUGAAUAU.......U........G........AAAAAGGCAAA.C.U..U.A..UUGAAA.................................................A.A.U..AA..G
Pmu-2-9 AUCCAUAACUC.........UA..CUUG.......UUCAAUAGCAAA.C.U..U.A..UUGAAA.................................................A.A.U..AA..G
Pmu-1-8 AUCCAUAACUC.........UA..CUUG.......UUCAAUAGCAAA.C.U..U.A..UUGAAA.................................................A.A.U..AA..G
Pmu-3-8 AUCCAUAACUC.........UA..CUUG.......UUCAAUAGCAAA.C.U..U.A..UUGAAA.................................................A.A.U..AA..G
Bme-4-3 UAUUAAAGUAA.........CAAAU..G........UUAAGGGCAAA.C.U..U.A..UCGAAA.................................................G.A.U..AG..G
Lfu-1-2 UUUUGGUAGGG.......................AAAUAUAGGCAAA.U.U..U.A..CUGAAA.................................................A.G.U..AA..A
Lsp-1-1 CAUUGUGUUAA....U....UU..UGGG.AGGGAAAAUAUAGGCAAA.U.U..U.A..CUAAAA.................................................A.G.U..AA..A
Bsp-4-1 CAUUGUGUUAA.......U.UU..UGG.GAGGGGAAAGAUAGGCAAA.U.U..U.A..CUAAAA.................................................A.G.U..AA..A
Bme-1-1 UUAAAAAUUUU....A..U.UC..A..G........AGAAAGGCAAA.A.C..U.A..UUGAAA.................................................A.G.U..AG..U
Bme-3-3 UUAAAAAAUUU........AUUC.A..G........AUAAAGGCAAA.G.C..U.G..CUGAAA.................................................A.G.C..AG..U
Bme-2-1 UAUUACAAAUU....A..U.CC..A..G........AUAAGGGCAAA.A.C..U.A..UUGAAA.................................................A.A.U..AG..U
Cth-1-2 AAGUUAAAUAU....A..A.AC..C..G........AUAAAGGCAAA.A.C..U.G..UGGAAA.................................................C.G.C..AG..U
Bsp-1-2 ACGAACAUAAA....U....CGUAC..G.........AAAGGGCAAA.A.U..C.A..UUGAAA.................................................G.G.U..GA..U
Pmu-2-10 ACAAAAAUAAA....U..A.UC..C..G........ACAAAGGCAAA.G.C..U.G..GUGAAA.................................................A.C.C..AG..U
Pmu-1-9 ACAAAAAUAAA....U..A.UC..C..G........ACAAAGGCAAA.A.C..U.G..GUGAAA.................................................G.C.C..AG..U
Pmu-3-9 ACAAAAAUAAA....U..A.UC..C..G........ACAAAGGCAAA.A.C..U.G..GUGAAA.................................................G.C.C..AG..U
Bba-1-6 ACGACAUUUAC.....A.A.U.C.C..G........AUAAUGGCAAA.C.C..U.G..GGGAAA.................................................U.C.C..AG..G
Bsp-2-6 AUGACUAUUAA.....A.A.UC..C..G.........AAAGGGCAAA.C.C..U.G..GGGAAA.................................................U.U.C..AG..G
Bba-1-7 AAACACAUAAA....U....CGUAC..G.........AAACGGCAAA.A.C..C.A..UUGAAA.................................................G.A.U..GG..U
Bsp-1-3 C..AAAUUGAA.......U.AA..U..G.........UACAGGCAAA.U.U..C.A..UUGAAA.................................................A.A.U..GA..A
Bsp-8-9 A......AUUA....A....AU..A..G..AUAAAUAUACAGGCAAA.U.U..C.A..UCGAAA.................................................G.G.U..GA..A
Bco-2-2 AAUUCCAAUAA....A..A.AU..U..G........AAAAAGGCAAA.U.U..C.A..UCGAAA.................................................G.G.U..GG..A
Bco-1-2 AAUUCCAAUAA....A..A.AU..U..G........AAAAAGGCAAA.U.U..C.A..UCGAAA.................................................G.G.U..GA..A
Baz-1-4 UAAGUGAUAAA....A..A.AU..U..G........AAAAAGGCAAA.A.C..U.A..CAGAAA.................................................U.G.U..AG..U
Baz-1-5 UAUUUAAUAUU.........AA..UAUG........AUAAAGGCAAA.A.C..U.A..CAGAAA.................................................U.G.U..AG..U
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Bsp-3-5 UAUAUUUAAUA.....A.A.AU..U..G.........AAAAGGCAAA.C.U..U.A..UCGAAA.................................................G.G.U..AA..G
Bsp-9-9 ACUGAAUAAGA....G..C.GA..C..G.........AAAAGGUAAA.C.U..U.A..UCGAAA.................................................G.G.U..GA..G
Bsp-1-4 UGUAUCAUUUA..CUU..A.CCA.C..G.........AAAAGGCAAA.C.U..U.A..CUGAAA.................................................G.G.U..GA..G
Bsp-2-7 AUUCAACUUAA....U..A.G...UCAG........AUAAAGGCAAA.C.U..U.A..UUGAAA.................................................G.A.U..AA..G
Bsp-10-2 CUUUUCAUAAA.......U.CAU.G..G........AAAAAGGCAAA.A.C..U.A..GUGAAA.................................................G.C.U..AG..U
Aac-2-2 CGUUAGUGCUA.....G.U.GU..U..G........GCAAGGGCAAA.C.C..C.GU.CCGAAA.................................................G.G.C..GG..G
Aac-1-5 CGUUAGUGCUA.....G.U.GU..U..G........GCAAGGGCAAA.C.C..C.GU.CCGAAA.................................................G.G.C..GG..G
Bse-1-2 AGAUACAUAAC....................UGGAUAGAUGGGCAAA.C.C..U.G..UUGAAA.................................................A.G.C..AG..G
Bsp-12-4 AAAAACAACAA....G..G.AA..U..G........ACAAAGGCAAA.C.C..U.G..CUGAAA.................................................G.G.C..AG..G
Bbr-1-4 AAAAACAACAA....G..G.AA..U..G........ACAAAGGCAAA.C.U..U.G..CUGAAA.................................................G.G.C..AG..G
Bsp-13-3 UAAAACGACAA.........AA..AAUG........ACAAAGGCAAA.C.C..U.G..UUGAAA.................................................G.G.C..AG..G
Pde-1-4 ACAUACAACAA....A..A.CU..U..G........AUAAAGGCAAA.C.U..U.G..UCGAAA.................................................G.G.C..AA..G
Pde-1-5 AGAUACGCUAA....A....AAU.G..G........AUAAUGGCAAA.C.C..C.UA.GCGAAA.................................................G.C.A..GG..G
Pal-1-5 AUAACUGUUAC....A..U.U.U.G..G........AUAAUGGCAAA.C.C..C.UA.GCGAAA.................................................G.C.A..GG..G
Pal-1-6 ACCUGUGUAAC....A..U.U.U.G..G........AUAAUGGCAAA.C.C..C.UA.GCGAAA.................................................G.C.A..GG..G
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Bce-1-1 GAA......G.C.AAA......................................UUUGGUUCCCUUAAAGAACUUUUACAAUAUUUUGAUGGAUG............................................
Bce-8-1 GGC......A.C.AAA.UU.UU........G....GA.....AUU.........UUGUAUAUGACAUU.......................................................................
Bce-28-1 GAC......G.U.AAA.GC.GU.......A.....AG.....GAGU.......UUUUAGCUAACGUUUCGCAUGAACU.............................................................
Bth-10-1 GAC......G.U.AAA.GC.GU.......A.....AG.....GAG.........UUUUUAGCCAACGUUUCGCAUGAACUAAGAA......................................................
Bce-33-1 GAC......G.U.AAA.GC.GU.......A.....AG.....GAG.........UUUUUAGCCAACGUUUCGCAUGAACUAAGAA......................................................
Bce-16-1 GAC......G.U.AAA.GC.GU.......A.....AG.....GAG.........UUUUUAGCCAACGUUUCGCAUGAACUAAGAA......................................................
Pel-1-1 AGGC.....G.C.AAA.GC.GA.......UA....GG.....GA..........UAAUGCGCCGAGGUUGCGUGAU...............................................................
Bha-1-1 GAC......G.C.AAA.GC.UG.......C.....GA.....GUCUGAAAU.CCUUCUGAAUAGG..........................................................................
Esp-1-1 GGC......G.C.AAA.GA.CA.......U.....GG.....GUCG......UCGAUCUUUUA............................................................................
Pel-1-2 GAC......G.C.AAA.GC.CA.......U.....GG.....GUCUGCC...CUUCCCGAACGGGA.........................................................................
Bco-3-1 UAU......G.C.AAA.GC.UA.......UA....GG.....GGCUUAC...UCAUA..................................................................................
Pcu-1-1 GAC......G.C.AAA.GC.UA.......U.....GG.....GUCUUCG...CACAUUUUAG.............................................................................
Ppe-1-1 GAC......A.C.AAA.GC.CA.......U.....GG.....GUCUAAA...GCUGGAUUCAGGCA.........................................................................
Pte-1-1 GAC......A.C.AAA.GC.CA.......U.....GG.....GUCUAAA...GCUGGAUUAAACA..........................................................................
Psp-1-1 GAC......A.C.AAA.GC.CA.......U.....GG.....GUCUAAA...GCUGGAUUCAACA..........................................................................
Bsp-8-1 GAC......G.C.AAA.GC.UA.......AA....GG.....GGC.......CUCUAUUCAGUCGAUAAG.....................................................................
Bse-1-1 GAC......G.C.AAA.GC.CA.......C.....GG.....ACCUAACG...GUUUU.................................................................................
Psp-3-1 GAC......G.C.AAA.GU.CU.......G.....GA.....GUCUAAA...GCAUCCUGCGGAU..........................................................................
Tco-1-1 GGC......G.C.AAA.GC.UA.......CA....GG.....GGCUAAU...CGGCGGGAUGGACCGGACCUCCGCAAUUCGGGCGGACGGGCGGUUCGCGC.....................................
Pmu-1-1 GAC......G.C.AAA.GC.CA.......CA....GG.....GCCUGAAC..CCUCAAGGGAUUCUCUUGA....................................................................
Pmu-3-1 GAC......G.C.AAA.GC.CA.......CA....GG.....GCCUGAAC..CCUCAAGAGAUUCUCUUGA....................................................................
Pmu-2-1 GAC......G.C.AAA.GC.CA.......CA....GG.....GCCUGAAC..CCUCAAGAGAUUCUCUUGA....................................................................
Svi-1-1 GAC......G.C.AAA.GC.CU.......C.....GG.....GUCUAAA...GGCAUGUUUG.............................................................................
Ahe-1-1 GAC......G.C.AAA.GC.UA.......AA....GG.....GACUACG...GGCCGGGAACGG...........................................................................
Ahe-1-2 GGC......G.C.AAA.GU.CA.......C.....AG.....GUCUAAG...GUGAUUC................................................................................
Pal-1-1 GCC......G.C.AAA.GC.UUC......G.....GA.....GUCUAAC...GGUCUUAUGA.............................................................................
Pde-1-1 GCC......G.C.AAA.GC.UUA......G.....GA.....AUCUAAA...GGUCGUCAGG.............................................................................
Ahe-1-3 GAC......G.C.AAA.GC.UA.......AA....GG.....GGC.......UUGGCCAAGUGGCC.........................................................................
Aac-1-1 GAC......G.C.AAA.GC.UA.......UA....GG.....GAC.......UCGACACGACGUGUC........................................................................
Aac-1-2 GAC......G.C.AAA.GC.UA.......UA....GG.....GGC.......UCGGCUAUUAUGCC.........................................................................
Bsp-9-1 GAC......G.C.AAA.GC.CA.......C.....GG.....GCCUACA...UGCAAAAUAUUAUUUG.......................................................................
Gth-1-1 GAC......G.A.AAA.UC.CA.......C.....AG.....ACCUAAG...UCAACUGU...............................................................................
Ahe-1-4 GGC......G.C.AAA.GU.CA.......C.....GG.....GUCUACG...GAUUCUACCUUCGGA........................................................................
Psp-4-1 GAC......G.C.AAA.GU.UA.......U.....GG.....GCCUAAU...GCUGCAUAGAA............................................................................
Pmu-3-2 GGC......G.A.AAA.GU.CA.......U.....GG.....UCCUAAA...GUCUUAACCACUUACAUAAG...................................................................
Pmu-1-2 GAC......G.C.AAA.GU.CA.......U.....GG.....GCCAAAAG..UCUUAAACCCAUACAUAA.....................................................................
Bsp-9-2 GAC......G.C.AAA.GC.UA.......AA....GG.....GGCUAAC...GUACAUAAAU.............................................................................
Pcu-1-2 GAC......G.C.AAA.GC.CA.......UA....GG.....GCCUAAUC..GCCGCCGUAGACGGG........................................................................
Pcu-1-3 GAC......G.C.AAA.GU.CA.......U.....GG.....GUC.........CCUAGAUG.............................................................................
Bsp-9-3 GAC......G.C.AAA.AC.UA.......CA....GG.....GGCUACCA..UCCAAUAAG..............................................................................
Tco-1-2 GAC......G.C.AAA.GC.UA.......A.....GG.....GUCUACG...GCUCCGCACGA............................................................................
Ahe-1-5 GGC......G.C.AAA.GC.UA.......C.....GG.....GUCUACA...GGCAGAUGCUG............................................................................
Bco-3-2 GAC......G.C.AAA.GC.UA.......CA....GG.....GGCUUAU...GCUUACA................................................................................
Pel-1-3 GAC......G.C.AAA.AC.UA.......GA....GG.....GGCUAAG...GCUGCUAUCCUAUAGCG......................................................................
Bco-3-3 GAC......G.C.AAA.AC.UA.......AA....GG.....GGCUAAA...UCAUUCGU...............................................................................
Afl-1-1 GGC......G.C.AAA.GC.UA.......UA....GG.....GGCUACG...UCUAUUUGUA.............................................................................
Bme-4-1 GAC......G.C.AAA.GC.UA.......AA....GG.....GGCUACA...UCUAUUUAUAAUA..........................................................................
Gth-1-2 GAC......G.C.AAA.AC.UA.......AA....GG.....GGCUAAA...UCUAUUCUCAAUA..........................................................................
Bco-1-1 GAC......G.C.AAA.AC.UA.......CA....GG.....GGCUACCG..GUUUUCCA...............................................................................
Bco-2-1 GAC......G.C.AAA.AC.UA.......CA....GG.....GGCUACCG..GUUUUCUA...............................................................................
Bsp-2-1 GAC......G.C.AAA.AC.UA.......UA....GG.....GACUUACG..AGCAAUG................................................................................
Pmu-1-3 GAC......G.C.AAA.GC.CA.......C.....GG.....GCCUACC...GAACAUCCUGU............................................................................
Pmu-3-3 GAC......G.C.AAA.GC.CA.......C.....GG.....GCCUACC...GAACAUCCUGU............................................................................
Pmu-2-4 GAC......G.C.AAA.GC.UG.......C.....GG.....GCCUAA....GGGAAUUC...............................................................................
Bsp-8-2 GAC......G.C.AAA.GC.UG.......C.....GG.....GCCUAAG...GCUUUU.................................................................................
Pan-1-1 GAC......G.C.AAA.GC.UA.......C.....GG.....GCCUAAA...UACACAUUG..............................................................................
Bsp-9-4 GAC......G.C.AAA.GU.CA.......C.....AG.....ACCUUCA...AUUUUUCAUGUGAAAA.......................................................................
Aac-2-1 GAC......G.C.AAA.GC.UA.......C.....GG.....GUCUACGG..GGACUUGA...............................................................................
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Aac-1-3 GAC......G.C.AAA.GC.UA.......C.....GG.....GUCUACGG..GGACUUGA...............................................................................
Aac-3-1 GAC......G.C.AAA.GC.UA.......C.....GG.....GUCUACGG..GGACUUGGA..............................................................................
Aac-1-4 GAC......G.C.AAA.GC.UA.......C.....GG.....GUCUACGG..GGACUUGGA..............................................................................
Pdo-1-1 GAC......G.C.AAA.GC.CA.......U.....GA.....GCCUAAC...CGUUGAAAAA.............................................................................
Pan-1-2 GAC......G.C.AAA.GC.CA.......U.....GA.....GCCUAAC...CGUUGAAAAA.............................................................................
Lfu-1-1 GAC......G.C.AAA.GC.CA.......U.....GA.....GUCUAAA...CACUAUAAUUUCAG.........................................................................
Psp-2-1 GAC......G.C.AAA.GC.CA.......C.....GG.....GUCUAA......AGCGCAGCUA...........................................................................
Bsp-8-3 GAC......G.C.AAA.GC.UA.......U.....GG.....GCCUUCC.....CGCAUCAGCGG..........................................................................
Pmu-2-5 GAC......G.C.AAA.GC.CA.......C.....AG.....AUCUAAA...GCCUUCAGUCCCGCUGACAG...................................................................
Pmu-1-4 GAC......G.C.AAA.GC.CA.......C.....AG.....AUCUAAA...GCCUUCAGUCCCGCUGACAG...................................................................
Pmu-3-4 GAC......G.C.AAA.GC.CA.......C.....AG.....AUCUAAA...GCCUUCAGUCCCGCUGACAG...................................................................
Osc-1-1 GAC......G.C.AAA.GC.UU.......A.....GG.....GUCUAAU...GGCACACAAAG............................................................................
Bsp-2-2 GAC......G.C.AAA.GU.UA.......C.....AG.....GUCUAAA...AUUAGAGGAGUUCUCUG......................................................................
Pmu-2-6 GAC......G.C.AAA.GC.UU.......A.....GG.....GUCUACG...GUCCUGCAGGG............................................................................
Pmu-1-5 GAC......G.C.AAA.GC.UU.......A.....GG.....GUCUACG...GUCCUGCAGGG............................................................................
Pmu-3-5 GAC......G.C.AAA.GC.UU.......A.....GG.....GUCUACG...GUCCUGCAGGG............................................................................
Pel-1-4 GAC......G.C.AAA.GC.UU.......A.....GG.....GUCUAAG...GUCCGCAAACGG...........................................................................
Ahe-1-6 GAC......G.C.AAA.GC.UA.......UA....GG.....GGCUAAC...GCUGUCAGGUGUAGACA......................................................................
Pde-1-2 GAC......G.C.AAA.GC.UA.......UA....GG.....GGCUUCA...GCGCCGCCAGC............................................................................
Bsp-2-3 GAC......G.C.AAA.GC.UA.......UA....GG.....GGCC......UCCGUUUAAUAACG.........................................................................
Bsp-8-4 GAC......G.C.AAA.GC.UA.......UA....GG.....GGCUUAU...GUGGAAAAAAA............................................................................
Bba-1-1 GAC......G.C.AAA.GC.UA.......UA....GG.....GGCUUC....UGUCAUAA...............................................................................
Bba-1-2 GAC......G.C.AAA.GC.UA.......UA....GG.....GGCUUC....UGUCAUAA...............................................................................
Bme-4-2 GUC......A.C.AAA.GC.UA.......GA....GG.....GGCUAA....GGGGAAA................................................................................
Gsp-3-1 GUC......A.C.AAA.GC.UA.......CA....GG.....GGCUAA....GGGGAAA................................................................................
Gth-2-1 GUC......A.C.AAA.GC.UA.......CA....GG.....GGCUAA....GGGGAAA................................................................................
Gsp-1-1 GUC......A.C.AAA.GC.UA.......CA....GG.....GGCUAA....GGGGAAA................................................................................
Afl-1-2 GUC......G.C.AAA.GC.UA.......UA....GG.....GGCUAACG..GGAUA..................................................................................
Cth-1-1 GAC......G.C.AAA.GC.UA.......CA....GG.....GGCUAAG...GUUGUUCAACA............................................................................
Pal-1-2 GAC......G.C.AAA.AC.UA.......AA....GG.....GGCUAA....GGAAGAAAUU.............................................................................
Pde-1-3 GAC......G.C.AAA.GC.UA.......AA....GG.....GGCUAAG...GAAGAAAU...............................................................................
Sne-1-1 GAC......G.C.AAA.GC.UU.......A.....GG.....GUCUAAAG..UUUAGGGAUUAUUUAAAAGUCCUGCAAUCUA........................................................
Bce-1-2 GAC......G.C.AAA.GC.CA........A....GG.....GCCUAAA...UUAUUUUAU..............................................................................
Ssp-1-1 GAC......G.C.AAA.GC.CA.......U.....GG.....GUCUAAG...GGAGAAUCAU.............................................................................
Pmu-3-6 GAC......G.C.AAA.GC.CA.......C.....GG.....GUCUACAG..CGUUAUG................................................................................
Pmu-1-6 GAC......G.C.AAA.GC.CA.......C.....GG.....GUCUACAG..CGUUAUG................................................................................
Pmu-2-7 GAC......G.C.AAA.GC.CA.......C.....GG.....GUCUACAG..CGUUAUG................................................................................
Osp-1-1 GAC......G.C.AAA.GU.CA.......U.....GG.....GUCUAAG...GUCUUGAGAAAAG..........................................................................
Ean-1-1 GGC......G.C.AAA.AC.UA.......UA....GG.....GGCUACC...GCUUCAA................................................................................
Bsp-12-1 GAC......G.C.AAA.GC.UA.......CA....GG.....GGCUACC...UCCGCAACAGCG...........................................................................
Bbr-1-1 GAC......G.C.AAA.GC.UA.......CA....GG.....GGCUACC...UCCGCAACAGCG...........................................................................
Bsp-13-1 GAC......G.C.AAA.GC.UA.......GA....GG.....GGCUACC...UCCGCACGAGCG...........................................................................
Bba-1-3 GAC......G.C.AAA.GC.CG.......A.....GG.....AUCUAAG...GCAAGUUUCUAGCUU........................................................................
Bme-3-1 GAC......G.C.AAA.AC.CU.......C.....GG.....GUCUAAG...GUCACAGG...............................................................................
Bsp-13-2 GAC......G.C.AAA.AC.CA.......C.....GG.....GUCUAAA...GUCUUUG................................................................................
Bbr-1-2 GAC......G.C.AAA.AC.CA.......C.....GG.....GUCUACA...GUCUUUG................................................................................
Bsp-12-2 GAC......G.C.AAA.AC.CA.......C.....GG.....GUCUACA...GUCUUUG................................................................................
Gsp-3-2 GGC......G.C.AAA.GC.UA.......AA....GG.....GGCUACG...GCGAAAGAC..............................................................................
Gsp-1-2 GGC......G.C.AAA.GC.UA.......AA....GG.....GGCUACG...GCGAAAGAC..............................................................................
Tco-1-3 GAC......G.C.AAA.GC.CA.......C.....GG.....GUCUAAA...GCGUGGGACUAUGACGUCCGGAUCAC.............................................................
Bsp-1-1 GAC......G.C.AAA.GC.CA.......C.....GG.....GCCUAAG...GAGGAUUC...............................................................................
Bsp-8-5 GGC......G.C.AAA.GC.CU.......C.....AG.....GUCUAAG...GCCAUGUAUG.............................................................................
Bme-3-2 GAC......G.C.AAA.AC.UA.......C.....AG.....AUCUACG...GUUUUUAC...............................................................................
Psp-5-1 GGC......A.C.AAA.GU.CU.......C.....AG.....AUCUAAG...GUAGGAAU...............................................................................
Ppe-1-2 GGC......A.C.AAA.GU.CC.......C.....AG.....AUCUAAG...GUAGAGAU...............................................................................
Psp-1-2 GGC......A.C.AAA.GU.CC.......C.....AG.....AUCUAAG...GUAGAGAU...............................................................................
Pte-1-2 GGC......A.C.AAA.GU.CC.......C.....AG.....AUCUAAG...GUAGAGAU...............................................................................
Esp-1-2 GAC......G.C.AAA.GC.UA.......CA....GG.....GCCUGU......AAAAU................................................................................
Bce-12-1 GCC......G.C.AAA.GC.UU................................AUUUUGUGC............................................................................
Pel-1-5 GAC......G.C.AAA.GC.UA.......UA....GG.....GACUAAG...GUGUAUC................................................................................
Pal-1-3 GAC......G.C.AAA.AC.UA.......UA....GG.....GGCUACG...GCGAAUUUC..............................................................................
Bsp-10-1 GAC......G.C.AAA.GU.CAA......C.....AG.....AUCUAAG...AUUAUGUAAAAGAGAUAUAAAAAGUUCUUUUACCA....................................................
Osc-1-2 GAC......G.C.AAA.GC.CA.......AA....GG.....GCCUAA....UACAUCACUG.............................................................................
Bce-1-3 GAC......G.C.AAA.GU.CA.......U.....GG.....GUCUAAA...GCUAACGCAUU............................................................................
Tco-1-4 GAC......G.C.AAA.GC.UA.......C.....GG.....GUCUAAG...GCGGAAU................................................................................
Btu-1-1 GAC......G.C.AAA.GC.CA.......C.....GG.....GUCUAAG...GGCACAUGUG.............................................................................
Osc-1-3 GAC......G.C.AAA.GC.UA.......A.....GG.....GUCUAAG...GUUGAAAA...............................................................................
Lmo-2-1 GAC......G.C.AAA.GC.CG.......A.....GG.....GUCUAAG...AUGCAAACGC.............................................................................
Bcy-1-1 GCU......G.C.AAA.AC.UG.......UA....G......GGCUUAAG..GUCAAGAGAAG............................................................................
Bwe-1-1 GAC......G.C.AAA.AC.UA.......CA....GG.....AGCUAAG...GUCGAAGG...............................................................................
Bth-6-1 GGC......G.C.AAA.AC.UA.......UA....GG.....GGCUAAG...GUCGAGAG...............................................................................
Bce-39-1 GGC......G.C.AAA.AC.UA.......UA....GG.....GGCUAAG...GUCGAGAG...............................................................................
Bce-38-1 GGC......G.C.AAA.AC.UA.......UA....GG.....GGCUAAG...GUCGAAAG...............................................................................
Bce-42-1 GGC......G.C.AAA.AC.UA.......AA....GG.....GGCUAAG...GUCGAAAG...............................................................................
Bth-9-1 GAC......G.C.AAA.AC.UA.......CA....GG.....AGCUAAG...GUCGAAAG...............................................................................
Bce-6-1 GAC......G.C.AAA.AC.UA.......CA....GG.....AGCUAAG...GUCGAAAG...............................................................................
Bce-13-1 GAC......G.C.AAA.AC.UA.......CA....GG.....AGCUAAG...GUCGAAAG...............................................................................
Bth-1-1 GAC......G.C.AAA.AC.UA.......CA....GG.....AGCUAAG...GUCGAAAG...............................................................................
Bce-17-1 GAC......G.C.AAA.AC.UA.......CA....GG.....AGCUAAG...GUCGAAAG...............................................................................
Bce-15-1 GAC......G.C.AAA.AC.UA.......CA....GG.....AGCUAAG...GUCGAAAG...............................................................................
Bth-14-1 GAC......G.C.AAA.AC.UA.......CA....GG.....AGCUAAG...GUCGAAAG...............................................................................
Bsp-11-1 GAC......G.C.AAA.AC.UA.......CA....GG.....AGCUAAG...GUCGAAAG...............................................................................
Bce-4-1 GAC......G.C.AAA.AC.UA.......CA....GG.....AGCUAAG...GUCGAAAG...............................................................................
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Bce-26-1 GAC......G.C.AAA.AC.UA.......CA....GG.....AGCUAAG...GUCGAAAG...............................................................................
Bth-11-1 GAC......G.C.AAA.AC.UA.......CA....GG.....AGCUAAG...GUCGAAAG...............................................................................
Bce-11-1 GAC......G.C.AAA.AC.UA.......CA....GG.....AGCUAAG...GUCGAAAG...............................................................................
Bth-4-1 GAC......G.C.AAA.AC.UA.......CA....GG.....AGCUAAG...GUCGAAAG...............................................................................
Bth-3-1 GAC......G.C.AAA.AC.UA.......CA....GG.....AGCUAAG...GUCGAAAG...............................................................................
Bce-30-1 GAC......G.C.AAA.AC.UA.......CA....GG.....AGCUAAG...GUCGAAAG...............................................................................
Bce-36-1 GAC......G.C.AAA.AC.UA.......CA....GG.....GGCUAAG...GUCGAAAG...............................................................................
Bth-21-1 GAC......G.C.AAA.AC.UA.......CA....GG.....AGCUAAG...GCCGAGAG...............................................................................
Bce-29-1 GAC......G.C.AAA.AC.UA.......CA....GG.....AGCUAAG...GCCGAGAG...............................................................................
Bce-18-1 GAC......G.C.AAA.AC.UA.......CA....GG.....AGCUAAG...GCCGAGAG...............................................................................
Bth-10-2 GAC......G.C.AAA.AC.UA.......CA....GG.....AGCUAAG...GCCGAAAG...............................................................................
Bce-33-2 GAC......G.C.AAA.AC.UA.......CA....GG.....AGCUAAG...GCCGAAAG...............................................................................
Bce-16-2 GAC......G.C.AAA.AC.UA.......CA....GG.....AGCUAAG...GCCGAAAG...............................................................................
Bce-27-1 GAC......G.C.AAA.AC.UA.......CA....GG.....AGCUAAG...GCCGAAAG...............................................................................
Bth-13-1 GAC......G.C.AAA.AC.UA.......CA....GG.....AGCUAAG...GCCGAAAG...............................................................................
Bce-14-1 GAC......G.C.AAA.AC.UA.......CA....GG.....AGCUAAG...GCCGAAAG...............................................................................
Bce-47-1 GAC......G.C.AAA.AC.UA.......CA....GG.....AGCUAAG...GCCGAAAG...............................................................................
Ban-5-1 GAC......G.C.AAA.AC.UA.......CA....GG.....AGCUAAG...GCCGAAAG...............................................................................
Bce-28-2 GAC......G.C.AAA.AC.UA.......CA....GG.....AGCUAAG...GCCGAAAG...............................................................................
Bce-25-1 GAC......G.C.AAA.AC.UA.......CA....GG.....AGCUAAG...GCCGAAAG...............................................................................
Bce-2-1 GAC......G.C.AAA.AC.UA.......CA....GG.....AGCUAAG...GCCGAAAG...............................................................................
Bce-44-1 GAC......G.C.AAA.AC.UA.......CA....GG.....AGCUAAG...GCCGAAAG...............................................................................
Bth-7-1 GUC......G.C.AAA.AC.UA.......CA....GG.....AGCUAAG...GCCGAAAG...............................................................................
Bth-15-1 GAC......G.C.AAA.AC.UA.......CA....GG.....AGCUAAG...GCCGAAAG...............................................................................
Bth-22-1 GAC......G.C.AAA.AC.UA.......CA....GG.....AGCUAAG...GCCGAAAG...............................................................................
Bce-7-1 GAC......G.C.AAA.AC.UA.......CA....GG.....AGCUAAG...GCCGAAAG...............................................................................
Bce-21-1 GGC......G.C.AAA.AC.UA.......CA....GG.....GGCUAAG...GUCAAAUG...............................................................................
Bmy-1-1 GGC......G.C.AAA.AC.UA.......CA....GG.....GGCUAAG...GUCAAAUG...............................................................................
Bce-8-2 GAC......G.C.AAA.AC.UA.......CA....GG.....GGCUAAG...GUCAAACG...............................................................................
Bce-32-1 GAC......G.C.AAA.AC.UA.......CA....GG.....AGCUAAG...GUCGAAAG...............................................................................
Bce-12-2 GAC......G.C.AAA.AC.UA.......CA....GG.....GGCUAA....GGUCGAAGG..............................................................................
Bsp-9-5 GGC......G.C.AAA.AC.UA.......UA....GG.....GGCUACA...GUCUGAUCG..............................................................................
Pal-1-4 GAC......G.C.AAA.GC.CU.......C.....GG.....GCCUAAC...GUCUAUUGG..............................................................................
Psp-5-2 GAC......G.C.AAA.GC.CA.......C.....GG.....GUCUGCG...GCCGUAAG...............................................................................
Bsp-3-1 GAC......G.C.AAA.GC.UG.......C.....GG.....GCCUAAA...GCAGGUUUCU.............................................................................
Bsp-8-6 GAC......G.C.AAA.GC.CA.......C.....GG.....GCCUAAA...ACAAGUUAUUU............................................................................
Bsm-1-1 GAC......G.C.AAA.GC.CA.......C.....GG.....GCCUAAA...ACAAUCUAUAGAUU.........................................................................
Bsp-3-2 GAC......G.C.AAA.GC.CA.......C.....GG.....GCCUAAA...ACAGCUUAAUU............................................................................
Bsp-2-4 GAC......G.C.AAA.GC.CA.......C.....GG.....GCCUAAA...GCAAACUUUUUU...........................................................................
Bce-1-4 GAC......G.C.AAA.GC.CA.......C.....GG.....GUCUAAGC....AUA..................................................................................
Bsp-9-6 GAC......G.C.AAA.AC.CA.......C.....AG.....AUCUAAA...GAUUGCUAGAGCAA.........................................................................
Pdo-1-2 GAC......G.C.AAA.AC.CA.......C.....AG.....AUCUACG...GAUUGGUAAACAA..........................................................................
Bco-3-4 GAC......G.C.AAA.GU.CA.......C.....AG.....GUCUAAG...GCAUGUA................................................................................
Bsp-6-1 GAC......G.C.AAA.GC.UA.......C.....GG.....GUCUAAG...GCUGAAAA...............................................................................
Bsp-3-3 GAC......G.C.AAA.GU.CA.......C.....GG.....GUCUAAG...GUAUUGGAUGAU...........................................................................
Bsp-9-7 GAC......G.C.AAA.GU.CA.......C.....AG.....GUCUAAG...GCAAGAGAAAACUU.........................................................................
Bsp-8-7 GAC......G.C.AAA.GU.CA.......C.....AG.....GUCUACC...GCGCCUAUUGAGAGUAAAGUCGGAUGAGGC.........................................................
Osc-1-4 GAC......G.C.AAA.GU.CA.......C.....AG.....AUCCAA....GCUUUUG................................................................................
Bce-36-2 GUC......G.C.AAA.GC.UU.......U.....GA.....GUCUAAG...GUAAUGAAUCUUAUU........................................................................
Bth-14-2 GCC......G.C.AAA.GC.UU.......A.....GA.....GUCUACG...GUAAUACAUAUUGGUU.......................................................................
Bce-4-2 GCC......G.C.AAA.GC.UU.......A.....GA.....GUCUACG...GUAAUACAUAUUGGUU.......................................................................
Bce-43-2 GCC......G.C.AAA.GC.UU.......A.....GA.....GUCUACG...GUAAUACAUAUUGGUU.......................................................................
Bth-11-2 GCC......G.C.AAA.GC.UU.......A.....GA.....GUCUACG...GUAAUACAUAUUGGUU.......................................................................
Bth-22-2 GCC......G.C.AAA.GC.UU.......A.....GA.....GUCUACG...GUAAUACAUAUUGGUU.......................................................................
Bce-44-2 GCC......G.C.AAA.GC.UU.......A.....GA.....GUCUACG...GUAAUACAUAUUGGUU.......................................................................
Bth-6-2 GCC......G.C.AAA.GC.UU.......A.....GA.....GUCUACG...GUAACACAUAUUGGUU.......................................................................
Bth-2-2 GCC......G.C.AAA.GC.UU.......A.....GA.....GUCUACG...GUAAUACAUAUUGGUU.......................................................................
Bce-15-2 GCC......G.C.AAA.GC.UU.......A.....GA.....GUCUACG...GUAAUACAUAUUGGUU.......................................................................
Bth-19-2 GCC......G.C.AAA.GC.UU.......A.....GA.....GUCUACG...GUAAUACAUAUUGGUU.......................................................................
Bth-1-2 GCC......G.C.AAA.GC.UU.......A.....GA.....GUCUACG...GUAAUACAUAUUGGUU.......................................................................
Bce-30-2 GCC......G.C.AAA.GC.UU.......A.....GA.....GUCUACG...GUAAUACAUAUUGGUU.......................................................................
Bce-6-2 GCC......G.C.AAA.GC.UU.......A.....GA.....GUCUACG...GUAAUACAUAUUGGUU.......................................................................
Bce-13-2 GCC......G.C.AAA.GC.UU.......A.....GA.....GUCUACG...GUAAUACAUAUUGGUU.......................................................................
Bth-4-2 GCC......G.C.AAA.GC.UU.......A.....GA.....GUCUACG...GUAAUACAUAUUGGUU.......................................................................
Bth-3-2 GCC......G.C.AAA.GC.UU.......A.....GA.....GUCUACG...GUAAUACAUAUUGGUU.......................................................................
Bce-32-2 GCC......G.C.AAA.GC.UU.......A.....GA.....GUCUACG...GUAAUACAUAUUGGUU.......................................................................
Bwe-1-2 GCC......G.C.AAA.GC.UU.......A.....GA.....GUCUACG...GUAAUAUAUUGGUU.........................................................................
Bce-11-2 GCC......G.C.AAA.GC.UU.......A.....GA.....GUCUACG...GUAAUAUAUUGGUU.........................................................................
Bce-8-3 GCC......G.C.AAA.GC.UU.......A.....GA.....GUCUACG...GUAAUAUAUAUUGGUU.......................................................................
Bce-21-2 GCC......G.C.AAA.GC.UU.......A.....GA.....GUCUACG...GUAAUAUAUAUUGGUU.......................................................................
Bce-29-2 GUC......G.C.AAA.GC.UA.......A.....GA.....GUCUAAG...GUAAUACAUAUU...........................................................................
Bth-12-3 GUC......G.C.AAA.GC.UA.......A.....GA.....GUCUAAG...GUAAUGAAAAUU...........................................................................
Bth-16-3 GUC......G.C.AAA.GC.UA.......A.....GA.....GUCUAAG...GUAAUGAAAGUU...........................................................................
Bth-4-3 GUC......G.C.AAA.GC.UA.......A.....GA.....GUCUAAA...GUAAUGAAAAUU...........................................................................
Bce-18-2 GUC......G.C.AAA.GC.UA.......A.....GA.....GUCUAAG...GUAAUGAAAAUU...........................................................................
Bth-21-2 GUC......G.C.AAA.GC.UA.......A.....GA.....GUCUAAG...GUAAUGAAAAUU...........................................................................
Bth-9-3 GUC......G.C.AAA.GC.UA.......A.....GA.....GUCUAAG...GUAAUGAAAAUU...........................................................................
Bth-20-3 GUC......G.C.AAA.GC.UA.......A.....GA.....GUCUAAG...GUAAUGAAAAUU...........................................................................
Bce-19-3 GUC......G.C.AAA.GC.UA.......A.....GA.....GUCUAAG...GUAAUGAAAAUU...........................................................................
Bth-3-3 GUC......G.C.AAA.GC.UA.......A.....GA.....GUCUAAG...GUAAUAAAAAUU...........................................................................
Bce-48-3 GUC......G.C.AAA.GC.UA.......A.....GA.....GUCUAAG...GUAAUGAAAAUU...........................................................................
Bth-19-3 GUC......G.C.AAA.GC.UA.......A.....GA.....GUCUAAA...GUAAUGAAAAUU...........................................................................
Pel-1-6 GAC......G.C.AAA.GC.UC.......C.....GG.....GUCUAAG...GCAUAAGUUAU............................................................................
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Baz-1-1 GAC......G.C.AAA.GC.CA.......C.....AG.....AUCUAAGG....CAUAACU..............................................................................
Pmu-1-7 GAC......G.C.AAA.GC.UA.......CA....GG.....GGCUACA...GCGACAAGGUGC...........................................................................
Pmu-2-8 GAC......G.C.AAA.GC.UA.......CA....GG.....GGCUACA...GCGACAAGGUGC...........................................................................
Bli-1-1 GAC......G.C.AAA.GC.CA.......U.....G......GCCUAAG...GUGCUGACGGU............................................................................
Bsp-6-2 GAC......G.C.AAA.GC.CA.......U.....G......UCCUAAG...GUAAAUGUUUCUUUUUUU.....................................................................
Bsp-7-1 GAC......G.C.AAA.GC.CA.......U.....G......UCCUAAG...GUAAAAGUUGCUUUUUU......................................................................
Bpu-2-1 GAC......G.C.AAA.GC.CA.......U.....G......UCCUAAG...GUAAAUGUUGCUUUUUU......................................................................
Bpu-1-1 GAC......G.C.AAA.GC.CA.......U.....G......UCCUAAG...GUAAAUGUUGCUUUUUU......................................................................
Axy-1-1 GAC......G.C.AAA.AC.GA.............GG.....GCCUAAC...GUGACAUGUAUGGUC........................................................................
Oih-1-1 GAC......G.C.AAA.GU.CA.......C.....AG.....AUCUAA....GGUAUUUUUA.............................................................................
Bce-1-5 GGC......G.C.AAA.AC.UA.......C.....GG.....AUCUAAG...GGCUAAAUGUUUAAUG.......................................................................
Pla-1-1 GAC......G.C.AAA.GC.CA.......CA....GG.....GCCUUCUU..GAUGAACCG..............................................................................
Pel-1-7 GAC......G.C.AAA.GC.UA.......CA....GG.....GCCUUCC...UUAGUUUAGUAACU.........................................................................
Pte-1-3 GAC......G.C.AAA.GC.UA.......UA....GG.....GCC.......UUCUUUUUAAG............................................................................
Ppo-3-1 GAC......G.C.AAA.GC.UA.......UA....GG.....GCCUUC......UAUUG................................................................................
Psp-3-2 GAC......G.C.AAA.GC.UA.......UA....GG.....GCCUUCC...UGCUUGCUUUCAAG.........................................................................
Ppo-1-1 GAC......G.C.AAA.AC.UA.......UA....GG.....GCC.......UUCCUAUCCGG............................................................................
Ppe-1-3 GAC......G.C.AAA.GC.UA.......UA....GG.....GCC.......UUCCUCCAACGG...........................................................................
Psp-1-3 GAC......G.C.AAA.GC.UA.......UA....GG.....GCC.......UUCCUCCAGCGG...........................................................................
Ppe-1-4 UAC......G.C.AAA.GC.UA.......AA....GG.....GCC.......UUCCGUGGGG.............................................................................
Psp-1-4 UAC......G.C.AAA.GC.UA.......AA....GG.....GCC.......UUCCGUAGGG.............................................................................
Ppo-1-2 UAC......G.C.AAA.GC.UA.......AA....GG.....GCC.......UUCCACAAGG.............................................................................
Ppo-3-2 UAC......G.C.AAA.GC.UA.......AA....GG.....GCC.......UUCCCGUAAGG............................................................................
Pte-1-4 UAC......G.C.AAA.GC.UA.......AA....GG.....GCC.......UUCCGUGAGG.............................................................................
Bsp-9-8 GAC......G.C.AAA.AC.UA.......UA....GG.....GGCUAAA...AUCAACAG...............................................................................
Sin-1-1 GUC......G.C.AAA.GC.CA.......C.....GG.....GCCUAAG...GCAAUGA................................................................................
Bsp-2-5 GAC......G.C.AAA.GU.CA.......C.....AG.....AUCUAAG...GUCUAAAGGAUAUAAAUGC....................................................................
Osp-1-2 GAC......G.C.AAA.GU.CA.......C.....GG.....GUCUAAA...GUAUUAA................................................................................
Bbr-1-3 GAC......G.C.AAA.GC.CA.......C.....GG.....GCCUAA....UGUACACGUUA............................................................................
Bsp-12-3 GAC......G.C.AAA.GC.CA.......C.....GG.....GCCUAAU...GUACACGCU..............................................................................
Bce-1-6 GAC......G.C.AAA.AC.UA.......AA....GG.....GGCUAAA...ACGUUGA................................................................................
Baz-1-2 GGC......G.C.AAA.GC.UA.......UA....GG.....GACUAAC...GUUGUUUUACA............................................................................
Bba-1-4 GGC......G.C.AAA.GC.UA.......UA....GG.....GGCUAAG...GUUUAUCA...............................................................................
Bba-1-5 UAC......G.C.AAA.AC.UA.......UA....GG.....GGCUAAG...GUCUAUGG...............................................................................
Bce-1-7 GAC......G.C.AAA.GC.UA.......UA....GG.....GGCUUC....CUUCAUCUAGA............................................................................
Pla-1-2 GAC......G.C.AAA.GC.UA.......UA....GG.....GGCUAAUG..CGAAUCUGCUAAGAUAC......................................................................
Pla-1-3 GAC......G.C.AAA.GC.UA.......UA....GG.....GGCUAAU...GCGGGACCUACUGCAACC.....................................................................
Bsp-3-4 GAC......G.C.AAA.GC.CA.......C.....GA.....GUCUAAG...GUCAUAG................................................................................
Baz-1-3 GAC......G.C.AAA.GC.CA.......C.....GG.....GCCUAAC...GUUAUUACA..............................................................................
Bsp-8-8 GAC......G.C.AAA.GC.CG.......C.....GA.....GUCUAAG...GCGUAA.................................................................................
Pmu-2-9 GAC......G.C.AAA.GC.CU.......C.....GG.....GCCUAAG...GAAUGAAGCUUCUCAU.......................................................................
Pmu-1-8 GAC......G.C.AAA.GC.CU.......C.....GG.....GCCUAAG...GAAUGAACCUUCUCAU.......................................................................
Pmu-3-8 GAC......G.C.AAA.GC.CU.......C.....GG.....GCCUAAG...GAAUGAACCUUCUCAU.......................................................................
Bme-4-3 GAC......G.C.AAA.GC.CA.......C.....GA.....GUCUAAG...GCACUUAGCUUAGGU........................................................................
Lfu-1-2 GAC......G.C.AAA.GC.UA.......C.....AG.....GUCUAAG...GCAAUAAAU..............................................................................
Lsp-1-1 GAU......G.C.AAA.GC.UA.......C.....AG.....GUCUAAGG...GAAUAUUU..............................................................................
Bsp-4-1 GAU......G.C.AAA.GC.UA.......C.....AG.....GUCUAAGG...GAAUAAGU..............................................................................
Bme-1-1 GAC......G.C.AAA.GC.CU.......C.....AG.....GUCUAAGG..UUGUUUUCUCGAUAU........................................................................
Bme-3-3 GAC......G.C.AAA.GC.UU.......C.....AG.....GUCUAAGG..UAAUGUUUACAACAU........................................................................
Bme-2-1 GAC......G.C.AAA.GC.UU.......C.....AG.....GUCUAAG...GCCAUUUUUG.............................................................................
Cth-1-2 GAC......G.C.AAA.GC.UA.......CA....GG.....GGCUAAG...GUCCGCCAGG.............................................................................
Bsp-1-2 GAC......G.C.AAA.GC.UA.......GA....GG.....GGCUACU...GUCAUUUG...............................................................................
Pmu-2-10 GAC......G.C.AAA.GC.UA.......CA....GG.....GGCUACA...GUCUUUAGG..............................................................................
Pmu-1-9 GAC......G.C.AAA.GC.UA.......CA....GG.....GGCUACA...GUCUUUAGG..............................................................................
Pmu-3-9 GAC......G.C.AAA.GC.UA.......CA....GG.....GGCUACA...GUCUUUAGG..............................................................................
Bba-1-6 GAC......G.C.AAA.GC.UA.......UA....GG.....GGCUAAC...AUCUUUUCAUG............................................................................
Bsp-2-6 GAC......G.C.AAA.GC.UA.......UA....GG.....GGCUAAG...AUCGUAUUCAUUGAUG.......................................................................
Bba-1-7 GAC......G.C.AAA.AC.UA.......UA....GG.....GGCUAA....UGUUUACCAA.............................................................................
Bsp-1-3 GAC......G.C.AAA.AC.UA.......UA....GG.....GGCUAAG...UCCAAUAGAUCAUGUUUAAAUAGGAGGAUGAAAAGGACCAAGAAGUUCGAGGCGGCACAGCUUUGAGUACCGGAACGUAUGUAUUUA
Bsp-8-9 GAC......G.C.AAA.AC.UA.......UA....GG.....GGCUAAA...GCCAAAAG...............................................................................
Bco-2-2 GAC......G.C.AAA.GC.UA.......AA....GG.....GACUAAA...GUCAGAUG...............................................................................
Bco-1-2 GAC......G.C.AAA.GC.UA.......AA....GG.....GACUAAA...GUCAGACG...............................................................................
Baz-1-4 GAC......G.C.AAA.GC.UA.......UA....GG.....GACUAAU...CCGUUAUGUAU............................................................................
Baz-1-5 GAC......G.C.AAA.GC.UA.......UA....GG.....GACUUAU...CCAUUAA................................................................................
Bsp-3-5 GAC......G.C.AAA.GC.UA.......C.....GA.....GUCUAAA...AUCCUCCAGG.............................................................................
Bsp-9-9 GGC......A.C.AAA.GC.CG.......C.....GG.....GUCUAAG...GUGACAGUAGUC...........................................................................
Bsp-1-4 GAC......G.C.AAA.AU.CA.......C.....AG.....GUCUAAG...GUAAAUGUAUU............................................................................
Bsp-2-7 GAC......G.C.AAA.GC.CA.......C.....AG.....GUCUAA....GGAAA..................................................................................
Bsp-10-2 GAC......G.C.AAA.AC.UA.......AA....GG.....GACUUAAG..UUUGCUUUCAAUCGAGCA.....................................................................
Aac-2-2 GGC......G.C.AAA.GC.CA.......C.....GG.....GUCUACG...GACGAAAG...............................................................................
Aac-1-5 GGC......G.C.AAA.GC.CA.......C.....GG.....GUCUACG...GACGAAAG...............................................................................
Bse-1-2 GAC......G.C.AAA.GC.CA........A....GG.....GUCU......UCAUCAUGAU.............................................................................
Bsp-12-4 GAC......G.C.AAA.GC.CA.......C.....GG.....GUCUAAG...GACGGAAGUCAAAUGACUUUCGCA...............................................................
Bbr-1-4 GAC......G.C.AAA.GC.CA.......C.....GG.....GUCUAA....GGACGAAGGUCAAAUGACUUUCGCA..............................................................
Bsp-13-3 GAC......G.C.AAA.GC.CA.......C.....GG.....GUCUAAG...GCAAGCAGAGCGCAUCUUCUGCU................................................................
Pde-1-4 GAC......G.C.AAA.GC.CU.......C.....GG.....GCCUAAC...UCUCCUUCAUGGA..........................................................................
Pde-1-5 GAC......G.C.AAA.GC.CA.......C.....GG.....GUCUAAU...GCAUGCACGCAU...........................................................................
Pal-1-5 GAC......G.C.AAA.GC.CA.......C.....GG.....GUCUAA....UGCAUUUACACAAUG........................................................................
Pal-1-6 GAC......G.C.AAA.GC.CA.......C.....GG.....GUCUAA....UGCAUUUCACGAUG.........................................................................
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alignment positions 344 · · · 523

Bce-1-1 ............................................................................................AA..UUCCUU...U..CAG.UAC..A...UUAG.A.U.......GAAAAUG.............AGUAUAAUUAAUUAUUAAAUAGAA
Bce-8-1 ............................................................................................GA...UAAUC......GAA.UGC..C...UA.....A.UG....GUCAUUUAUUGUAUCGAAAGGAUUAUCAAUUGGAUAAAGAUAAA
Bce-28-1 .....................................................................................AAGAA..CA...CCGCU...U..AGU.UAU..A...UAAAAG.........GAUAUAGCGAGGCUAUUU..UAGAUGGUGUAGCGAAGGGACCAC
Bth-10-1 ............................................................................................CA...CCGCU...U..AGU.UAU..A...UAAAAG.........GAUAUAGCGAGGCUAUUU..UAGACGGUGUAGCGAAGGGACCAC
Bce-33-1 ............................................................................................CA...CCGCU...U..AGU.UAU..A...UAAAAG.........GAUAUAGCGAGGCUAUUU..UAGACGGUGUAGCGAAGGGACCAC
Bce-16-1 ............................................................................................CA...CCGCU...U..AGU.UAU..A...UAAAAG.........GAUAUAGCGAGGCUAUUU..UAGAUGGUGUAGCGAAGGGACCAC
Pel-1-1 ............................................................................................GC...CAGCC......AGUUUAC..C...GAAG.G.C.AC....GGAGACGCGCGAUGAUA...GAUGCGGACUCCCGUACCGUCAAC
Bha-1-1 ............................................................................................GA...UAGUC...G..AGU.UGU..C...AAAA.A.G.G.....AUCACAAACGUUUAAUUGG.CUAUCCUCAUUCACGUCUGGGGUA
Esp-1-1 .....................................................................................GAUACC.GA...UCGCC...A..GUC.UGC..AAUA...............GCCGCAGCCGCUCUCUGAUAACUAUCAGGAGGGUUUUUUUAUGG
Pel-1-2 .....................................................................................AGAAC..GA...UCGCC...A..GGU.UGC..C...AC...U.G.U.....UGUGACAUUCCGUCACUUCAACGCCAACCAUAGAAGCCGCGCGC
Bco-3-1 .....................................................................................GAUCU..GC...CAGAC......AGC.UGC..AA..UUAC...U.AC....UCCAUAAGUCCCCAUUA...CCUUUAACUUUUCUUAAUGUUCCA
Pcu-1-1 .....................................................................................UGAAA..GA...UCGCC...A..GGU.UGC..C...CA...U.UA......CUGUGGUAACAAACAAUAGUAAUCUACUAUUGUUUUUAUUUUUG
Ppe-1-1 .....................................................................................GCCAU..GA...UUGCC...A..GGU.UGC..C...GAAG...G.AA....ACCGGGCGAAGUCUGCUGCCUGUUCCUGUGCUUUUUAUAUGGGA
Pte-1-1 .....................................................................................GCCAU..GA...UUGCC...A..GGU.UGC..C...GAAG...G.AA....ACCGGGCGAAGUCUGCUGUCUGUUCCUGUGCUUUUUAUAUGGGA
Psp-1-1 .....................................................................................GCCAU..GA...UUGCC...A..GGU.UGC..C...GAAG...G.AA....ACCGGGCGAAGUCUGCUGCCUGUUCCUGUACUUUUUAUAGGGGA
Bsp-8-1 ............................................................................................GC...CAGCC......AGC.UGC..CAUC.AC..U.U.......GUAAAGGAGAUGUCAA....ACCUUGAAAAGAAAUUGGACCACA
Bse-1-1 .....................................................................................CCCAC..GG...UCGCC...G..GGC.UAC..C...AAAGAU.U.G.....AGGAAGUCAUUCUUUGGAAUGGCUUUUUUUAUUGUUUGUUCAGA
Psp-3-1 .....................................................................................GCCAU..GA...UCGUU...C..GAC.UGC..C...A....U.GAU.....UGUUUUAUCGGGCAGUCUUUUUGUGGUUUUUCAGGCAGUUUUUC
Tco-1-1 .....................................................................................CGGAU..GC...CAGCC......AGC.UGC..C...GAA..C.A.AG....GAAGGAGGUCGCGUGGGGAUGGAUUCCGCUUUUUCGGAGCGAAC
Pmu-1-1 .....................................................................................UGGAA..GG...CAGCC......GGU.UGC..C...A....C.A.AG....GAAUCAUAGCUCAAUGCCUAUGAACCUUGUCCGGGGUUCUUUUU
Pmu-3-1 .....................................................................................UGGAA..GG...CAGCC......GGU.UGC..C...A....C.A.AG....GAAUCAUAGCUCAAUGCCUAUGAACCUUGUCCGGGGUUCUUUUU
Pmu-2-1 .....................................................................................UGGAA..GG...CAGCC......GGU.UGC..C...A....C.A.AG....GAAUCAUAGCUCAAUGCCUAUGAACCUUGUCCGGGGUUCUUUUU
Svi-1-1 .....................................................................................UCGAU..GA...UGGCC...G..GGC.UCC..C...GUAU.U.........UGUCUGAUGAACUUUGAACAGCAAACGUACAGAUGAGUCUAUUU
Ahe-1-1 .....................................................................................UCUACU.GU...CAGCC......AGU.UGC..CACGUC.............CACCCAUGUCCCGCCUUAAGGUUUUACAAGGGGGCUUGGGUGAU
Ahe-1-2 .....................................................................................ACUAC..GA...CAGCU...G..GAC.UGC..C...UAG..A.C.......GCUGCUACUGACACGGAGGGGUAUGGGGUGACACUCGUGUCUAG
Pal-1-1 .....................................................................................CCUAU..GA...CAGUC...C..GGC.UGC..AACUAA.............CGAUCGCGUUAUUGCAGCCGGACUUUUUUUAUUUAUGUGAGGUU
Pde-1-1 .....................................................................................CCCAU..GA...UCGUC...C..GGC.UGC..A........U.U.U.....AACAAUCGUUAAAUUGCAGCCGGAUUUUUUAUUUUUCAUAGGGC
Ahe-1-3 .....................................................................................GU.....GC...CAGCC......AGC.UGC..C...CG...C.U.U.....GGGCCCAAUGACCACCAGACAAAGCUAUUAUGGGAGGAAUUCAG
Aac-1-1 .....................................................................................GU.....GC...CAGCC......AGC.UGC..C...U....G.G.CC....AUAGCCCUCCGACCUGUCUAAAUUUCAAGGUGUAGGAGGAUUCU
Aac-1-2 .....................................................................................GU.....GC...CAGCC......AGC.UGC..C...U......G.ACU...GAGGCCCUUUCGACCGAGCCAAAUGACGAAAUGGUAGGAGGAAU
Bsp-9-1 .....................................................................................UAUAUU.GG...CAGCC...G..GGU.UAC...........C.U.GUA...GGAGAAAGUGCGCACUUUUUUAGCGGUCUCUUUUGGGAUCGCUA
Gth-1-1 .....................................................................................GUUAU..GA...UAGCA...A..GAU.UGCA.C...AA...U.U.......UUUUACAACAAGAGGAUUU.CCUUUUGCUAUUUGCCUUAUUAUU
Ahe-1-4 .....................................................................................UCUAA..GA...UGGCC...G..GGC.UGC..CAAG.C...C.G.......UCAGCUGAGCACUGAAAUCGGCAGGUAUCACACCAAGGCAGCCU
Psp-4-1 .....................................................................................GCGAU..GG...CUGCC...A..GAC.CGC..C...GGAC.G.........CAGGACAUAGUGCCUUAAACAGCUAUCCGCCCGUCCAUGGCCGG
Pmu-3-2 .....................................................................................AUCAU..GG...CAGCC...G..GGC.UGCA.U...UCAC.C.........CACAACAACAAAGAGCA...AAGGGGACAUCAAGAUUAUGGUGA
Pmu-1-2 .....................................................................................GAUCAU.GG...CAGCC...G..GGC.UGCA.U...UCAC...........CCACAACAACAAAGAGCAAAGGGGACAUCAAGAUUAUGGUGAAU
Bsp-9-2 .....................................................................................ACAAU..GC...CAGCC......AGU.UGC..A...GAACAA...U.....GGACCCUUUAGAUUUUG...AUAGGGCUUUUUUUGUGCCUAUCG
Pcu-1-2 .....................................................................................GCAUUU.GG...CAGCCU.....GGU.UAC..C...GAA..U.U.CG....CUCUCUUGCACAUGCUCGGAGCGGCUUCUUUAAUGAUGCGGCUU
Pcu-1-3 ............................................................................................GA...UCGCC...A..GAC.UGC..C...GAAG.C.A.......GCAGCUGUCUUAUACUGCCCACUCUUCCAUACGGCUCUGCCGGA
Bsp-9-3 .....................................................................................GAUAU..GC...CAGCC......AGU.UGCA......CAC.A.C.......CACGGUAUUGCGCCCUCUUUGAGUGCGUUUUUUAUUUGCACAGG
Tco-1-2 .....................................................................................GCUAU..GA...UCGCC...U..GGU.UAC..C...GG...G.A.UU....CGGAUGUACCUGUCGCUGCAUGUAACGGUAGACCAUCCCUGCUA
Ahe-1-5 .....................................................................................CCCAU..GA...UGGCC...G..AGU.UGC.....................ACCCAAAUCCCUGCGGCACCGUUGCUAGGGAUUUUUUAUUUUUU
Bco-3-2 .....................................................................................GCAAU..GC...UAGCC......AGC.UGC..C...GAAAAU.C.......GAGGAGGAGAAUCAUGAA..GUUCUAUACACCUGAGGAAAUCAG
Pel-1-3 .....................................................................................GCUAU..GC...CAGCC......AGC.UAC..C........U.G.UCA...UCAAGGAUAAGAACAAGGUGACGACAUAGUUCUGUCUCCUUUUU
Bco-3-3 .....................................................................................GACAU..GC...CAGCC......AGU.UGC..A...GUC....UA......UUGUAGUAGAUUUCAACCGUCCUUUUAGUAAGGUCGGUUUUUUU
Afl-1-1 .....................................................................................GAUAU..GC...CAGCC......AGU.UGC..C...C....U.UCU.....UAUAAGGAAAUGAUAAGAAGGUUUUACUGUCGAACGAUAGCUGC
Bme-4-1 .....................................................................................GACAU..GC...CAGCC......AGU.UGC..ACUUC......G.......UCUUAAAUUUCGUUUCGAUUCUUUACGAAGUUUUUUAGAUGAAC
Gth-1-2 .....................................................................................GACAU..GC...CAGCC......AGU.UGC.....................CCUUCCGUGAAAAAUCAUUGCGAUUUUUCAAGAAGGUUUUUAAG
Bco-1-1 .....................................................................................AUCAU..GC...CAGCC......AGU.UGU..U...AACG.C...GUAG..UGAAAAAUCGAAGCUUGGCCUUUGUUUUCAUUUGCAAGUUCCCC
Bco-2-1 .....................................................................................ACCAU..GC...CAGCC......AGU.UGC..U...AACG.C...GUAG..UGAAAAGCCGAAGUUUGGCCUUUGUUUUCAUUUGCAAGUUCCCC
Bsp-2-1 .....................................................................................CCGAA..GU...CAGCC......AGU.UAC..C...GAAUCU.G.......UAGAAGGGCUUACGAGAAUACCAAAGUUAGCUAGUUGCCGAAUU
Pmu-1-3 .....................................................................................UCCAC..GG...CUGCC...G..GGC.UGC..C...GUUA.G.........UCUAACCCAAGCGGCUGUACUGUCUGCAGGGGCAGUCCAUGCGU
Pmu-3-3 .....................................................................................UCCAC..GG...CUGCC...G..GGC.UGC..C...GUUA.G.........UCUAACCCAAGCGGCUGUACUGUCUGCAGGGGCAGUCCAUGCGU
Pmu-2-4 .....................................................................................CCCAU..GG...CAGCC...G..GGC.CGC..C...AAUAG..........ACUUCUCUGCUGCUUGGGAGAAUGUUUCUGUUGGGACACGUACA
Bsp-8-2 .....................................................................................GCUAU..GG...CAGCC...G..GGC.UGC..UUGC.......U.AU....UUUUUUAGCAUGACACCUUGCCAGAUUACUAGAAAGGUGAAGAA
Pan-1-1 .....................................................................................UAAAA..GG...CAGCC...G..GGU.CAC..C...AAAG.U.........GGUAGAUUUGAUAAAAAUCCACCUUUUUAAAGGUGGAUUUUUAU
Bsp-9-4 .....................................................................................AUUAU..GG...UGGCU...G..GAU.UAC..C...GGAUAG.U.AU....UGAAAAGCUAUUCAGUG...UGAAUGGCUUUUUGUUGUAUAAAA
Aac-2-1 .....................................................................................CCUAG..GA...UCGCC...G..GGC.UGC..C...G....C.U.UA....AGAAGAUAGAUAGGGUGGCAGCUUGCGUAGGCGAGCUGCCCAAA
Aac-1-3 .....................................................................................CCUAG..GA...UCGCC...G..GGC.UGC..C...G....C.U.UA....AGAAGAUAGGUAGGGUGGCAGCUUGCGCAGGCGAGCUGCCCAAA
Aac-3-1 .....................................................................................CCUAA..GA...CCGCC...G..GGC.UGC..C...G....C.UUU.....CACGAAUGGGAACAUGGGGCAGCUUGCUGGGGCGAGCUGUUCCU
Aac-1-4 .....................................................................................CCUAA..GA...CCGCC...G..GGC.UGC..C...G....C.UUU.....CACGAAUGAGAACAUGGGGCAGCUUGCUGGAGCGAGCUGCUCCU
Pdo-1-1 .....................................................................................CGCAA..GG...UCGUC...A..GGU.UGC..C...AG...G.G.U.....CUCGUUCUUUGAGCCACGGCUUACAGAACGGGAGGGUAUGGGAA
Pan-1-2 .....................................................................................CGCAA..GG...UUGCC...A..GGU.UGC..CUGGG....U.........CUCGUUCUAUGAGCCACGGCUGACAGAACGGGAGGAUACGGGGA
Lfu-1-1 .....................................................................................UGCAA..GA...UUGUC...A..GGU.UGC..C...AG...G.U.U.....CUGUUCUAGGGGCCGUGGCGAGUAGAAUGGAGUUAGUUCGUAUG
Psp-2-1 ............................................................................................GA...CAGCC...G..GGU.UAC..C...GAA....G.UU....GGAUGAGUGGAAGUGGAGGCUGCUGUUUUGUAAGCGGUCUUUUA
Bsp-8-3 .....................................................................................UU.....GG...CUGCC...A..GGC.UGC..C...GG.....GCU.....CCUUUUUAUGGAUGUCAUG.GCAUCAUACAAAGGAGAGUAUACA
Pmu-2-5 .....................................................................................GCAAU..GA...CCGCU...G..GGU.UAC..C...GAAA.A.........GAUACCGUACUUUCCGGUGAUAGGUUCAGAUCGACGGCUGCUCU
Pmu-1-4 .....................................................................................GCAAU..GA...CCGCU...G..GGU.UAC..C...GAAA.A.........GAUACCGUACUUUCCGGUGAUAGGCUCAGAUCGACGGCUGCUCU
Pmu-3-4 .....................................................................................GCAAU..GA...CCGCU...G..GGU.UAC..C...GAAA.A.........GAUACCGUACUUUCCGGUGAUAGGUUCAGAUCGACGGCUGCUCU
Osc-1-1 .....................................................................................CCAAC..GA...UCGCC...U..GGC.UAC..C...AAAAAU.A.G.....UAUUGUAUUUUGGCUGUUCACUUAUACGAACAGUCAUUUUUAUA
Bsp-2-2 .....................................................................................AUUAU..GA...CGGCU...G..GGC.UGC..C...UGAAA..........UAAUUGGGCUGGAGGGAGAGGAAUGGUAGGGGGAGUAAUACUUA
Pmu-2-6 .....................................................................................ACUAU..GA...CAGCC...U..GGC.CGC..C...G....A.A.UG....GACUCACGAACAACACGGCGGAUCCCUCUUUGCGAAUGGAGUCG
Pmu-1-5 .....................................................................................ACUAU..GA...CAGCC...U..GGC.CGC..C...G....A.A.UG....GACUCACGAACAACACGGCGGAUCCCUCUUUGCGAAUGGAGUCG
Pmu-3-5 .....................................................................................ACUAU..GA...CAGCC...U..GGC.CGC..C...G....A.A.UG....GACUCACGAACAACACGGCGGAUCCCUCUUUGCGAAUGGAGUCG
Pel-1-4 .....................................................................................ACUAC..GA...CAGCC...U..GGC.CGC..C...GAAA.A.G.......AUGCGGAAUCAGCCGGCUGUUUCUUCGGUUACGGGGGAGGCGGC
Ahe-1-6 .....................................................................................GUCAU..GC...CAGCC......AGC.UGC..C...G....U.GGU.....UCGGUUUGGGACAACCUCCGUCACGGUUGUCCCUUUUUCAUUUG
Pde-1-2 .....................................................................................GCUCA..GC...CAGCC......AGC.UAC..C...A....A...UAU...UGAAGCAAGCGCCGAACUGCGCCGAUCAACUCUACCAAUCCGGA
Bsp-2-3 .....................................................................................AA.....GU...CAGCC......AGC.UAC..CAUCAA.............ACUCAAAGGAGAAUAUUUGAUGUCAAAGAACUACUUUCUUACAC
Bsp-8-4 .....................................................................................ACAAU..GC...CAGCC......AGC.UGC..C...A....U.C.A.....AACAGAAAAGGGGACUAUUUGAUGUCAAAAAUGAAGUGGGACAC
Bba-1-1 .....................................................................................GACCU..GC...CAGCC......AGC.UAC..CAUCAA.............AUGAAAAAGGGGAAUUUUUUGAUGUCAAAAAGUAUUUGGACCAC
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Bba-1-2 .....................................................................................GACUU..GC...CAGCC......AGC.UAC..CAUCAA.............AUGAAAAAGGGGAAUUUUUUGAUGUCAAAAAGUAUUUGGACCAC
Bme-4-2 .....................................................................................CCUAU..GC...CAGCC......AGC.UGU..CAUUA..............CCAAAAAUAAUUUCACACACAAAAGGAGGAAGUUGGUAAUGUUA
Gsp-3-1 .....................................................................................CCUAU..GC...CAGCC......AGC.UGC..C...A....U.U.AC....CAAAAAAUAAAGGAGGAAUUGGUAAUGUUGAAGAAAGGAUGGCC
Gth-2-1 .....................................................................................CCUAU..GC...CAGCC......AGC.UGC..C...A....U.U.AC....CAAAAAAUAAAGGAGGAAUUGGUAAUGUUGAAGAAAGGAUGGCC
Gsp-1-1 .....................................................................................CCUAU..GC...CAGCC......AGC.UGC..CAUUAC.............CAAAAAAUAAAAGGAGGAAUUGGUAAUGUUAAAGAAAGGAUGGC
Afl-1-2 .....................................................................................CCUAU..GC...CAGCC......AGC.UGC..CA..U....U..A......CCAAAAAAAACAUACAUAUGAAAUGGAGGAAAGGGUAAUGUUUA
Cth-1-1 .....................................................................................ACUAU..GC...CAGCC......AGC.UGC..CGUUUA.............GGUAACAUAUCCUUAUACGGAUAUGUUUUUUAAUGGGAGAGGCU
Pal-1-2 .....................................................................................CCAU...GC...CUGCC......AGA.CGC..C...GAUU...........AAUAGAACCCCAUCUCUAUUAGUCGUAUUCGUUGUUUCUGUAUG
Pde-1-3 .....................................................................................UCUAU..GC...CAGCC......AGU.UGC..CGGCGAAUA..........GACACCACACUCUAUUCGUCGUAUGCGUUAUUUUUGUAUUGUUC
Sne-1-1 .....................................................................................AACAAU.GA...UCGCC...U..GGU.UAC..C....AAG.U.U.UA....UGGAUUAAUAUAUUCCUUUGGCUAUUCUAUAUUAUAUAGAAUAG
Bce-1-2 .....................................................................................AAUAU..GG...CAGCC......GGU.UGC..A...C....A.A.UA....AUGGGUAAAACCCUCUAUUUUGCACUGGAGUAAAAUAGAGGGUU
Ssp-1-1 .....................................................................................CCUAA..GA...CAGCC......GGU.UAU..C...GAAAA..........AAGGUGGUGAUGAUCAGUGACGAAUAGCUGUUUGUUGAAUACGC
Pmu-3-6 .....................................................................................CGCAU..GA...CAGCC...G..GGC.UGC..U...GCA............GACAGCGAUGGAAGGACCAUAACUGGAGCUGCCUAAUAUCAUAG
Pmu-1-6 .....................................................................................CGCAU..GA...CAGCC...G..GGC.UGC..U...GCA............GACAGCGAUGGAAGGACCAUAACUGGAGCUGCCUAAUCAUAGGU
Pmu-2-7 .....................................................................................CGCAU..GA...CAGCC...G..GGC.UGC..U...GCA............GACAGCGAUGGAAGGACCAUAACUGGAGCUGCCUAAUCAUAGGU
Osp-1-1 .....................................................................................ACUAG..GA...UUGCC...A..GAC.UGC..C...GAAAUG.G..G....UUGACUUAUAAUGGUUCAUGUUUUCAUGAAGGCCAUCAGUCCAC
Ean-1-1 .....................................................................................GCUAU..GC...UUGCC......AGU.UAC..C...GAA..A.U.UC....AAAAAAAGGAGACUAUACAACAUGAAAAAAAUGAAUUAUGUAGU
Bsp-12-1 .....................................................................................GACAC..GC...UUGCC......AGC.UAC..C...GAAG.U.........AUUGAUGUAGGACGAGACCAAUGAUCCUAUAUCAUUGGUCUUUU
Bbr-1-1 .....................................................................................GACAC..GC...UUGCC......AGC.UAC..C...GAAG.U.........AUUGAUGUAGGACGCGACCAAUGAUCCUAUAUCAUUGGUCUUUU
Bsp-13-1 .....................................................................................GGCAU..GC...CAGCC......AGC.UAC..C...GAAA...U.......AUUGAUGUAGGACAAGACCAAUGAUCCUAUAUCAUUGGUCUUUU
Bba-1-3 .....................................................................................GCUAU..GG...UGGCC...G..GGC.UGC..C...UGGAA..........UACGAUAUGUAUUUUAGGAGUGAGAAAAAUGGUUAUUACAGAAA
Bme-3-1 .....................................................................................ACUAG..GA...CGGCC...G..GGU.UUC..C...U....GAU.AC....AUCAGGAGGUAAAGAAAAAAAUGAACAAUCAGCGUGUUGUUACU
Bsp-13-2 .....................................................................................ACCAU..GA...CAGCC...G..GGU.UGC..C...A....UAC..A....UCAUGAGCAUAGCAGGAAGAUGAUGGUGACUUUGGGCUGUUUCC
Bbr-1-2 .....................................................................................ACCAU..GA...UAGCC...G..GGU.UGC..C...AUCA.U.........CUUGGAACAAUUUUUUUGAUGUUGGUAGCUUCGGUUGUUCCAUU
Bsp-12-2 .....................................................................................ACCAU..GA...UAGCC...G..GGU.UGC..C...AUCA.U.........CUUGAGACUAUUUUUUCGAUGUUGGUAGCUUCGGUUGUUCCAUU
Gsp-3-2 .....................................................................................GCUAU..GC...CAGCC......AGC.UGC..C...GAA..C.G.UA....UCUUCAAUCCAUCAUUGAUGAAGGGAGAAGAAAAGCAUGAAGCG
Gsp-1-2 .....................................................................................GCUAU..GC...CAGCC......AGC.UGC..C...GAA..C.G.UA....UCUUCAAUCCAUCAUUGAUGAAGGGAGAAGAAAAGCAUGAAGCG
Tco-1-3 .....................................................................................GCCAU..GA...CAGCC...G..GGC.UGCU.C...UAAA.U.G.......GUGGUGAUGAAGGAUGGGACAUGCCGUUGAUCAUGCCUUUUUUU
Bsp-1-1 .....................................................................................UCUAA..GG...UGGCC...G..GGU.UGC..UAUAGA.............AUGGAAGGGUACCUUUAUUUGAUGACGAAAAAAUGGGAGAGUCU
Bsp-8-5 .....................................................................................GUUAA..GA...CGGCU...G..GGC.UGC..C...GC...A.A.U.....AGGGGAAACGGUUAUGGGUAUGAGUAAUGAAGUAGAAAAAGAGU
Bme-3-2 .....................................................................................ACUAU..GA...UGGCU...G..AGU.UUC..CU..UUAC...........UAAAGGAGCAGACUUGAUGGAAAAGCUGAACAAAGUAUUUGAUA
Psp-5-1 .....................................................................................ACUAA..GA...UGGCU...G..GAC.UGC..C...U....G.G.GG....ACAAAACCAAAAAAAUGAUCUUAGGAGGAGAUUGUUGUUGAAGA
Ppe-1-2 .....................................................................................ACUAG..GA...UGGCU......GGU.CGC..CCGGGACAAG.C.......CCAAAUAAUGAUCU......UAGGAGGGGAUUGUUGUUGAAAAA
Psp-1-2 .....................................................................................ACUAG..GA...UGGCU...G..GUC.UAC..CCGGGA.............CAAGCCCAAAUAAUGAUCUUAGGAGGGGAUUGCUGUUGGAAAAG
Pte-1-2 .....................................................................................ACUAG..GA...UGGCU...G..GUC.UGC..CCGGGA.............CAAGCCCCAAUAAUGAUCUUAGGAGGGGAUUGUUGUUGAAAAAG
Esp-1-2 ............................................................................................GG...CAGCC......AGU.UUC..C...AAAG.G.........AGGUUCGUCUCGUGAAGAAAUUCUUCGCAGGGAUGUUGGUAUUG
Bce-12-1 ............................................................................................AA...UAGAA...A..GGU.UGG..A...AAAA.U....A....GAAAAAGAUAGUAAUAGCU.AUCAAGCAUAUGUAAGUAAAAUAG
Pel-1-5 .....................................................................................ACGAU..GU...CAGCC......AGC.UGC..C...GAAG.G.A.CA....AGAGGAAUAGUCGAACACGGCCUCCCUUUUGGCGCUUGGGAUGG
Pal-1-3 .....................................................................................GCUAA..GC...CAGCC......AGU.UAC..CGGGU....A.U.A.....GAGGAAUAGCGGCAGCGAAAAUGCACGUUACGAUCCCUUCUUAU
Bsp-10-1 .....................................................................................AUUAA..GA...UGGCU...G..GGC.UGC..C...UGAAA..........UACCAAAGUAUUUUAGGAGGGAAAUAGGGAUGGAAAACGUAACA
Osc-1-2 .....................................................................................UAAU...GG...CAGCC...U..AGC.UAC..C...GAAG.A.........AAACUGGGACUUUAGUGCAUGGAGACCAAGUUCUUAUGGAUCUC
Bce-1-3 .....................................................................................GCAAA..GA...CCGCC...A..GAC.UAC..CAAGAC.............ACUUUUUGGCUAUUCUUUUUUUAGGAUAGUUUUUUUUUGUAAAA
Tco-1-4 .....................................................................................GCUAU..GA...CAGCC...G..GGC.UGC..C...GGAG...U.UU....GUGCAAUCUGUGACGCAGACUGCCUUCAUGAGCUUGGAGGCAGU
Btu-1-1 .....................................................................................CCUAU..GA...UCGCC...G..GGU.UGC..CACUC..............GAACAGGAUAAGGCGCCCUGCAGGAAAAGGGCGCUUUUUACAUC
Osc-1-3 .....................................................................................ACUAU..GA...UCGCC...U..GGU.UGC..CAAGAG.............GGAUUGUAUGCACAAUAUUUCAUUGGCUAUUCUUCAUGUUAAAG
Lmo-2-1 .....................................................................................AUUAU..GA...CAGCC...U..AGC.UGC..CGUGAA.............AGAUUGCGUACUAAACCUGCCCUUUUGUGGCAGGUUUUUUUCUC
Bcy-1-1 .....................................................................................GCGAA..GC...UAGUC......AGU.UAC..C...GAAUA..........GAUUGGAUUGGUUUUGAC..CAAUUUUUGAUAUUGGUCUUUUUU
Bwe-1-1 .....................................................................................GCUAA..GC...UAGCC......AGU.UAC..C...GGACGG.A.......UAGGGUUGGUCUUG......GCCAAUGCUUUUUCAUUGGUCUUU
Bth-6-1 .....................................................................................GCUAU..GC...UAGCC......AGU.UAC..C...GGACGG.A.......UAGGGUUGGUCUUGACCAAUGCUUUUUACAUUGGUCUUUUUUUA
Bce-39-1 .....................................................................................GCUAU..GC...UAGCC......AGU.UAC..C...GGACGG.A.......UAGGGUUGGUCUUGACCAAUGCUUUUUACAUUGGUCUUUUUUUA
Bce-38-1 .....................................................................................GCUAU..GC...UAGCC......AGU.UAC..C...GGACGG.A.......UAGGGUUGGUCUUGACCAAUGCUUUUUACAUUGGUCUUUUUUUA
Bce-42-1 .....................................................................................GCUAU..GC...UAGCC......AGU.UAC..C...GGACGG.A.......UAGGGUUGGUCUUGACCAAUGCUUUUUACAUUGGUCUUUUUUUA
Bth-9-1 .....................................................................................GCUAC..GC...UAGCC......AGU.UAC..C...GGACGG.A.......UAGGGUUGGUCUUGGCCAAUGCUUUUACAUUGGCUUUUUUUUAU
Bce-6-1 .....................................................................................GCUAC..GC...UAGCC......AGU.UAC..C...GGACGG.A.......UAGGGUUGGUCUUGGCCAAUGCUUUUACAUUGGCUUUUUUUUAU
Bce-13-1 .....................................................................................GCUAC..GC...UAGCC......AGU.UAC..C...GGACGG.A.......UAGGGUUGGUCUUGGCCAAUGCUUUUACAUUGGCUUUUUUUUAU
Bth-1-1 .....................................................................................GCUAC..GC...UAGCC......AGU.UAC..C...GGACGG.A.......UAGGGUUGGUCUUGGCCAAUGCUUUUACAUUGGCUUUUUUUUAU
Bce-17-1 .....................................................................................GCUAC..GC...UAGCC......AGU.UAC..C...GGACGG.A.......UAGGGUUGGUCUUGGCCAAUGCUUUUACAUUGGCUUUUUUUUAU
Bce-15-1 .....................................................................................GCUAC..GC...UAGCC......AGU.UAC..C...GGACGG.A.......UAGGGUUGGUCUUGGCCAAUGCUUUUACAUUGGCUUUUUUUUAU
Bth-14-1 .....................................................................................GCUAC..GC...UAGCC......AGU.UAC..C...GGACGG.A.......UAGGGUUGGUCUUGGCCAAUGCUUUUACAUUGGCUUUUUUUUAU
Bsp-11-1 .....................................................................................GCUAC..GC...UAGCC......AGU.UAC..C...GGACGG.A.......UAGGGUUGGUCUUUGCCAAUGCUUUUACAUUGGCUUUUUUUUAU
Bce-4-1 .....................................................................................GCUAC..GC...UAGCC......AGU.UAC..C...GGACGG.A.......UAGGGUUGGUCUUUGCCAAUGCUUUUACAUUGGCUUUUUUUUAU
Bce-26-1 .....................................................................................GCUAC..GC...UAGCC......AGU.UAC..C...GGACGG.A.......UAGGGUUGGUCUUUGCCAAUGCUUUUACAUUGGCUUUUUUUUAU
Bth-11-1 .....................................................................................GCUAU..GC...UAGCC......AGU.UAC..C...GGACGG.A.......UAGGGUUGGUCUUUGCCAAUGCUUUUACAUUGGCUUUUUUUUAU
Bce-11-1 .....................................................................................GCUAU..GC...UAGCC......AGU.UAC..C...GGACGG.A.......UAGGGUUGGUCUUGGCCAAUGCUUUUACAUUGGUCUUUUUUUAU
Bth-4-1 .....................................................................................GCUAU..GC...UAGCC......AGU.UAC..C...GGACGG.A.......UAGGGUUGGUCUUGGCCAAUGCGUUUACAUUGGCUUUUUUUUAU
Bth-3-1 .....................................................................................GCUAU..GC...UAGCC......AGU.UAC..C...GGACGG.A.......UAGGGUUGGUCUUGGCCAAUGCUUUUACAUUGGCUUUUUUUUUA
Bce-30-1 .....................................................................................GCUAU..GC...UAGCC......AGU.UAC..C...GGACGG.A.......UAGGGUUGGUCUUGGCCAAUGCUUUUACAUUGGCUUUUUUUUAU
Bce-36-1 .....................................................................................GCUAU..GC...UAGCC......AGU.UAC..C...GGACGG.A.......UAGGGUUGGUCUUGACCAAUGCUUUUUCAUUGGUCUUUUUUUUA
Bth-21-1 .....................................................................................GCUAC..GC...UAGCC......AGU.UAC..C...GGACGG.A.......UAGGGUUGGUCUUG......ACCAAUGCUUUUUCAUUGGUCUUU
Bce-29-1 .....................................................................................GCUAC..GC...UAGCC......AGU.UAC..C...GGACGG.A.......UAGGGUUGGUCUUG......ACCAAUGCUUUUUCAUUGGUCUUU
Bce-18-1 .....................................................................................GCUAC..GC...UAGCC......AGU.UAC..C...GGACGG.A.......UAGGGUUGGUCUUG......ACCAAUGCUUUUUCAUUGGUCUUU
Bth-10-2 .....................................................................................GCUAC..GC...UAGCC......AGU.UAC..C...GGACGG.A.......UAGGGUUGGUCUUGACCAAUGCUUUUUCAUUGGUCUUUUUUUAU
Bce-33-2 .....................................................................................GCUAC..GC...UAGCC......AGU.UAC..C...GGACGG.A.......UAGGGUUGGUCUUGACCAAUGCUUUUUCAUUGGUCUUUUUUUAU
Bce-16-2 .....................................................................................GCUAC..GC...UAGCC......AGU.UAC..C...GGACGG.A.......UAGGGUUGGUCUUGACCAAUGCUUUUUCAUUGGUCUUUUUUUUA
Bce-27-1 .....................................................................................GCUAC..GC...UAGCC......AGU.UAC..C...GGACGG.A.......UAGGGUUGGUCUUGACCAAUGCUUUUUCAUUGGUCUUUUUUUAU
Bth-13-1 .....................................................................................GCUAC..GC...UAGCC......AGU.UAC..C...GGACGG.A.......UAGGGUUGGUCUUGACCAAUGCUUUUUCAUUGGUCUUUUUUUAU
Bce-14-1 .....................................................................................GCUAC..GC...UAGCC......AGU.UAC..C...GGACGG.A.......UAGGGUUGGUCUUGACCAAUGCUUUUUCAUUGGUCUUUUUUUAU
Bce-47-1 .....................................................................................GCUAC..GC...UAGCC......AGU.UAC..C...GGACGG.A.......UAGGGUUGGUCUUGACCAAUGCUUUUUCAUUGGUCUUUUUUUAU
Ban-5-1 .....................................................................................GCUAC..GC...UAGCC......AGU.UAC..C...GGACGG.A.......UAGGGUUGGUCUUGACCAAUGCUUUUUCAUUGGUCUUUUUUUAU
Bce-28-2 .....................................................................................GCUAC..GC...UAGCC......AGU.UAC..C...GGACGG.A.......UAGGGUUGGUCUUGACCAAUGCUUUUUCAUUGGUCUUUUUUUAU
Bce-25-1 .....................................................................................GCUAC..GC...UAGCC......AGU.UAC..C...GGACGG.A.......UAGGGUUGGUCUUGACCAAUGCUUUUUCAUUGGUCUUUUUUUAU
Bce-2-1 .....................................................................................GCUAC..GC...UAGCC......AGU.UAC..C...GGACGG.A.......UAGGGUUGGUCUUGACCAAUGCUUUUUCAUUGGUCUUUUUUUAU
Bce-44-1 .....................................................................................GCUAC..GC...UAGCC......AGU.UAC..C...GGACGG.A.......UAGGGUUGGUCUUGACCAAUGCUUUUUCAUUGGUCUUUUUUUAU
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Bth-7-1 .....................................................................................GCUAC..GC...UAGCC......AGU.UAC..C...GGACGG.A.......UAGGGUUGGUCUUGACCAAUGCUUUUUCAUUGGUCUUUUUUUAU
Bth-15-1 .....................................................................................GCUAU..GC...UAGCC......AGU.UAC..C...GGACGG.A.......UAGGGUUGGUCUUG......ACCAAUGCUUUUUCAUUGGUCUUU
Bth-22-1 .....................................................................................GCUAU..GC...UAGCC......AGU.UAC..C...GGACGG.A.......UAGGGUUGGUCUUG......ACCAAUGCUUUUUCAUUGGUCUUU
Bce-7-1 .....................................................................................GCUAU..GC...UAGCC......AGU.UAC..C...GGACGG.A.......UAGGGUUGGUCUUG......ACCAAUGCUCUUUUCAUUGGUCUU
Bce-21-1 .....................................................................................ACUAU..GC...UAGCC......AGU.UAC..C...GGACGG.A.......UAGGGUUGGUUUUGACCAAUGCUUUUUCAUUGGUCUUUUUUUUA
Bmy-1-1 .....................................................................................ACUAU..GC...UAGCC......AGU.UAC..C...GGACGG.A.......UAGGGUUGGUUUUGACCAAUGCUUUUUCAUUGGUCUUUUUUUUA
Bce-8-2 .....................................................................................ACUAU..GC...UAGCC......AGU.UAC..C...GGACGG.A.......UAGGGUUGGUCUUGACCAAUGCUCUUUUCAUUGGUCUUUUUUUU
Bce-32-1 .....................................................................................GCUAU..GC...UAGCC......AGU.UAC..C...GGACGG.A.......UAGGGUUGGUCUUGACCAAUGCUCUUUUCAUUGGUCUUUUUUUU
Bce-12-2 .....................................................................................GCUAA..GC...UAGCC......AGU.UAC..C...GGACGG.A.......UAGGGUUGGUCUUGGCCAAUGCUUAUUACAUUGGUCUUUUUUUA
Bsp-9-5 .....................................................................................ACGAU..GC...CAGCC......AGU.UGC..C...GA.....A.U.....UCUUCUUCUUAUUAUUUCU.CCCUCUGCUAAACCCCAUAGCAUU
Pal-1-4 .....................................................................................AUUAU..GG...CAGCC...G..GGC.UGC..C...A....U.U.CG....AGUUGCGGUAACCAAACAACGGUUAUUUGGUGACAAGGCUAUUC
Psp-5-2 .....................................................................................GCUAU..GA...UCGCC...G..GGU.UAC..C...CUAAA..........AGGCUGGCUUCCGGAGAAAAGGCACGUUUAGGGUACGUGUCUUU
Bsp-3-1 .....................................................................................GCCAU..GG...CAGCC...G..GGC.UGC...ACAGAA............GAAUAACUAUUUUCGUUUGCCUUUUUUUAUUGGAAAGGAUGUUU
Bsp-8-6 .....................................................................................GUCAU..GG...CAGCC...G..GGC.CGC..CA..A....G.AAU.....AUCAUUCUUGUAAACUUUUAUAAAUCAUACACCCUUUCUAAUUU
Bsm-1-1 .....................................................................................GUCAU..GG...UAGCC...G..GGC.UGC..CAAGA....U.U.......UAUUCUUGAUAAAUCUUGUUCAAAACUGAAAUUCCUUUCUUAAA
Bsp-3-2 .....................................................................................GUCAU..GG...CAGCC...G..GGU.UGC..ACAAGUA............UAUAACCUAUACACUACCUUUCUAGUUUGCCUGUAUUUUUACUC
Bsp-2-4 .....................................................................................GCCAU..GG...UAGCC...G..GGU.UGC..AAUUUA.............CAAAAAAUUAUUUUAACAACUUUUCAAAUUAUCCCUUUCUUAAU
Bce-1-4 ......................................................................................GUAU..GA...UAGCC...G..GGU.UAC..C...UA...G.U.A.....UAUUCUAGAGUAAACUGCUAUAACGUUAUAUGCAGUUUUUUCUA
Bsp-9-6 .....................................................................................UCCAA..GA...UGGCU...G..GGU.UAC..C...GAA..U.G.GC....UUGAAGAGGGCUAUUCUCUGAAUAGCCCUCUUUUUUAUUGACUA
Pdo-1-2 .....................................................................................UCUAC..GA...UGGCU...G..GGU.UAC..C...GAAUG..........GUUUAAGGACUAUUCCACAGCGAAUGGUCCUUUUUUUAUAGGCA
Bco-3-4 .....................................................................................GCUAG..GA...UGGCU...G..GUC.UGC..CUCUACAA.UAU.......ACUAAAAGUAUAAUU.....AGGAGGUAAGUGAAUAGUGGUUAA
Bsp-6-1 .....................................................................................GCUAC..GA...UCGCC...G..GGU.UAC..C...GAAA.A.A.GG....AUUGAGAAGUGAGAGGAAUAGCAUGACAAAUUGCUACUCCUCUU
Bsp-3-3 .....................................................................................ACUAC..GA...UGGCU...G..GGU.UGC..C...U....G.........GAAUACGAUACGUAUCCUGGGGGGAAGAAUUUUGACGGAGCAAA
Bsp-9-7 .....................................................................................GUUAG..GA...UGGCU...G..GGC.UGC..C...U....GAAAUA....CUAAUAGUAUUUUAGGAGGAGAUUUGUCAGUGGUAGAAAAAGAA
Bsp-8-7 .....................................................................................GCCAG..GA...CGGCU...G..GAU.UGC..C...UG...GAA.UA....CGAAAUGUAUUUUAGGGGGAAGAGAAGGGUUAUGAAAAAUAAUA
Osc-1-4 .....................................................................................GCUAG..GA...UGGCU...G..GAU.UAC..A........U.A.GAU...AAUAAUGGGGGAUAGGACAAUUGAAUAAGAUCUUAAAAGAAAUU
Bce-36-2 .....................................................................................ACUAG..GA...UUGUC...G..AGU.UGC......AAAUU..........GUAUUUGCAACUCGACAAUCCUUUUUUAUUUGCCCAAUUAUCAG
Bth-14-2 .....................................................................................ACUAA..GA...UCGUC...U..GGU.UGC..A...CA...U.U.U.....UUGAUGCAACCGGACGAUCUUUUUUUGUUAUAUAAAUAUAAAAA
Bce-4-2 .....................................................................................ACUAA..GA...UCGUC...U..GGU.UGC..A...CA...U.U.U.....UUGAUGCAACCGGACGAUCUUUUUUUGUUAUAUAAAUAUAAAAA
Bce-43-2 .....................................................................................ACUAA..GA...UCGUC...U..GGU.UGC..A...CA...U.U.U.....UUGAUGCAACCGGACGAUCUUUUUUUGUUAUAUAAAUAUAAAAA
Bth-11-2 .....................................................................................ACUAA..GA...UCGUC...U..GGU.UGC..A...CA...U.U.U.....UUGAUGCAACCGGACGAUCUUUUUUUGUUAUAUAAAUAUAAAAA
Bth-22-2 .....................................................................................ACUAA..GA...UCGUC...U..GGU.UGC..A...CA...U.U.U.....UUGAUGCAACCGGACGAUCUUUUUUUGUUAUAUAAAUAUAAAAA
Bce-44-2 .....................................................................................ACUAA..GA...UCGUC...U..GGU.UGC..A...CA...U.U.U.....UUGAUGCAACCAGACGGUCUUUUUUUGUUAUAUAAAUAUAAAAA
Bth-6-2 .....................................................................................ACUAA..GA...UCGUC...U..GGU.UGC..A...CA...U.U.U.....UUGAUGCAACCGGACGGUCUUUUUUUGUUAUAUAAAUAUAAAAA
Bth-2-2 .....................................................................................ACUAA..GA...UCGUC...U..GGU.UGC..A...CA...U.U.U.....UUGAUGCAACCGGACGGUCUUUUUUUGUUAUAUAAAUAUAAAAA
Bce-15-2 .....................................................................................ACUAA..GA...UCGUC...U..GGU.UGC..A...CA...U.U.U.....UUGAUGCAACCGGACGGUCUUUUUUGUUAUAUAAAUAUAAAAAA
Bth-19-2 .....................................................................................ACUAA..GA...UCGUC...U..GGU.UGC..A...CA...U.U.U.....UUGAUGCAACCGGACGGUCUUUUUUUGUUAUAUAAAUAUAAAAA
Bth-1-2 .....................................................................................ACUAA..GA...UCGUC...U..GGU.UGC..A...CA...U.U.U.....UUGAUGCAACCGGACGGUCUUUUUUUGUUAUAUAAAUAUAAAAA
Bce-30-2 .....................................................................................ACUAA..GA...UCGUC...U..GGU.UGC..A...CA...U.U.U.....UUGAUGCAACCGGACGGUCUUUUUUUGUUAUAUAAAUAUAAAAA
Bce-6-2 .....................................................................................ACUAA..GA...UCGUC...U..GGU.UGC..A...CA...U.U.U.....UUGAUGCAACCGGACGGUCUUUUUUUGUUAUAUAAAUAUAAAAA
Bce-13-2 .....................................................................................ACUAA..GA...UCGUC...U..GGU.UGC..A...CA...U.U.U.....UUGAUGCAACCGGACGGUCUUUUUUUGUUAUAUAAAUAUAAAAA
Bth-4-2 .....................................................................................ACUAA..GA...UCGUC...U..GGU.UGC..A...CA...U.U.U.....UUGAUGCAACCGGACGGUCUUUUUUUGUUAUAUAAAUAUAAAAA
Bth-3-2 .....................................................................................ACUAA..GA...UCGUC...U..GGU.UGC..A...CA...U.U.U.....UUGAUGCAACCGGACGGUCUUUUUUUGUUAUAUAAAUAUAAAAA
Bce-32-2 .....................................................................................ACUAA..GA...UCGUC...U..GGU.UGC..A....CA..U.U..U....UUGAUGCAACCGGACGGUCUUUUUUUGUUAUAUAAAUAUAAAAA
Bwe-1-2 .....................................................................................ACUAA..GA...UCGUC...U..GGU.UGCA.C...AU...U.U.UU....GAUGCAACCGGACGGUCUU.UUUUUGUUAUAUAAAUAUAAAAAA
Bce-11-2 .....................................................................................ACUAA..GA...UCGUC...U..GGU.UGCA.C...AU...U.U.UU....GAUGCAACCGGACGGUCUU.UUUUUUGUUAUAUAAAUAUAAAAA
Bce-8-3 .....................................................................................ACUAA..GA...UCGUC...U..GGU.UGC..AC.......U.U.UU....GAUGCAAUUGGAUGAUCUUUUUUAUUAUAUAAAUAUAAUAUUCA
Bce-21-2 .....................................................................................ACUAA..GA...UCGUC...U..GGU.UGC..AC.......U.U.UU....UGAUGCAAUCGGACGAUCUUUUUUAUUAUAUAAAUAUAAUAUUC
Bce-29-2 .....................................................................................ACUAU..GA...UAGUC...U..GGU.UGC..AAUU.......U.UG....AUGCUCGCACAUAUUGUU..AUGUGUGGAAAUUGAAGAGGCAAC
Bth-12-3 .....................................................................................ACUAU..GA...UAGUC...U..GGU.UGC..G...G....U.U..U....GGAUUUUCACACAUAGUUGUGUGUAUGAAAAUCGAAGAGGCAAC
Bth-16-3 .....................................................................................ACUAU..GA...UAGUC...U..GGU.UGC..A...G....U.U.UG....GAUUUUCACACAUAGUUGUGUGUAUGAAAAUCGAAAAGGCAACC
Bth-4-3 .....................................................................................ACUAU..GA...UAGUC...U..GGU.UGC..A...G....U.U.UG....GAUUUUCACACAUAGUUGUAUGUAUGAAAAUCGAAGAGGCAAUU
Bce-18-2 .....................................................................................ACUAU..GA...UAGUC...U..GGU.UGC..A...G....U.U.UG....GAUUUUCACACAUGUUGUGAUGUAUGAAAAUCGAAAAGGCAACC
Bth-21-2 .....................................................................................ACUAU..GA...UAGUC...U..GGU.UGC..A...G....U.U.UG....GAUUUUCACACAUGUUGUGAUGUAUGAAAAUCGAAAAGGCAACC
Bth-9-3 .....................................................................................ACUAU..GA...UAGUC...U..GGU.UGC..A...G....U.U.UG....GAUUUUCACACAUGUUGUGAUGUAUGAAAAUCGAAAAGGCAACC
Bth-20-3 .....................................................................................ACUAU..GA...UAGUC...U..GGU.UGC..A...G....U.U.UG....GAUUUUCACACAUGUUGUGAUGUAUGAAAAUCGAAAAGGCAACC
Bce-19-3 .....................................................................................ACUAU..GA...UAGUC...U..GGU.UGC..A...G....U.U.UG....GAUUUUCACACAUGUUGUGAUGUAUGAAAAUCCAAAAGGCAACC
Bth-3-3 .....................................................................................ACUAU..GA...UAGUC...U..GGU.UGC..A...G....U.U.UG....GAUUUUCACACAUAGUUGUGUGUAUGAAAAUCGAAGAGGCAACU
Bce-48-3 .....................................................................................ACUAU..GA...UAGUC...U..GGU.UGC..A...G....U.U.UG....GAUUUUCACACAUGUUGUGAUGUAUGAAAAUCCAAAAGGCAACC
Bth-19-3 .....................................................................................ACUAU..GA...UAGUC...U..GGU.UGC..A...G....U.U.UG....GAUUUUCACACAUAGUUGUAUGUAUGAAAAUCGAAGAGGCAACU
Pel-1-6 .....................................................................................GCGAU..GA...CGGCC...G..AGC.CGC..C...AAAGA..........GGGAUGCAGCUUAAACGUACGCUCCGUUCCGUUUAAGAUUGCGG
Baz-1-1 .....................................................................................UU.....GA...UAGCU...G..GGC.UAC..C...AAAA.G.U.......AAUAAACCAGGGGGAAAUAUGGAUACUCAAAGUACACAGUCUUC
Pmu-1-7 .....................................................................................GCUAU..GC...CAGCC......AGC.UAC..C...GAA..A.G.AU....GACGGGGUACAUAGAUGUUUCCCAUCCCUCCUUUCGGCUGAAGC
Pmu-2-8 .....................................................................................GCUAU..GC...CAGCC......AGC.UAC..C...GAA..A.G.AU....GACGGGGUACAUAGAUGUUUCCCAUCCCUCCUUUCGGCUGAAGC
Bli-1-1 .....................................................................................GCUAC..GG...UUGAC...A..GGU.UGC..C...GAAUA..........AACAGGGAGUUCGCCCGUUUUUAUUCGGGCGGGCUCUUUUCUUU
Bsp-6-2 .....................................................................................GCUAU..GG...UCGGC...A..GGC.UAC..C..................GAAUCAAAAUGGGAGUCCCUCCGUUUUAUUCGGGGUGGGCUCCU
Bsp-7-1 .....................................................................................ACUAU..GG...UCGGC...A..GGU.UAC..C..................GAAUCAAAAUGGGAGUCCCUCCGUUUUAUUCGGGGUGGGCUCCU
Bpu-2-1 .....................................................................................ACUAU..GG...UCGCC...A..GGU.UAC..C...GAA..U.CA......AAAUGGGAGUCCCUCCGUUUUAUUCGGGGUGGGCUUCUUUCCGU
Bpu-1-1 .....................................................................................ACUAA..GG...UCGCC...A..GGU.UAC..C...GAA..U.CA......AAAUGGGAGUCCCUCCGUUUUAUUCGGGGUGGGCUUCUUUCCGU
Axy-1-1 .....................................................................................ACCAU..GG...UAGCC...G..AGU.UGC..C...AAAGG..........AACCUCUUAUGAUAUAUUAGGAGGUAAACAGGAUGAUCGAGUUU
Oih-1-1 .....................................................................................CUAA...GA...UGGCU...G..GAC.UAU..C...UG...G.AUGU....AAGGUAGGGGACUAAAUCGUGGAUAAAACAUUACAUUCUGUUAA
Bce-1-5 .....................................................................................UCUAU..GA...UAGCC...G..GGU.UAC..C...UA...G.U.A.....GGCAAGAUUAUCGGAAAGGGGUUUGAUGUUUUUGGGGAACAUGA
Pla-1-1 .....................................................................................UCAAU..GG...CAGCCU.....GGC.UAC..C...GAAGG..........GAGUUUACAGUAUGCGCAACAUGGUGUUGGCUAUUGUAGGGUUU
Pel-1-7 .....................................................................................AAGAU..GG...CAGCC......AGU.UAC..C...GAAA.G.........GAGAGCUUUUUUAUGUUCAAAAAGCUAUUGGCGAUGACAUUCAU
Pte-1-3 .....................................................................................AU.....GG...CAGCCU.....GGC.CGC..C...GAAAG..........GAAGUUUUUCUAUGAGGAAAAUGAUAUUUUCCGCACUUCUUCUA
Ppo-3-1 .....................................................................................AUGAU..GG...CAGCCU.....GGC.CAC..C...GAAAG..........GAAGUUUUUUAUGGGGAAAAUGAUACUUUCCACACUUCUCCUAU
Psp-3-2 .....................................................................................CAGAU..GG...CAGCC......AGU.UAC..C...GAAAG..........AGGGGUUUUUUAUGCUGAAAAAAAGCUUUAUUCUUAUGCUGACC
Ppo-1-1 .....................................................................................AU.....GG...CAGCC......AGC.UAC..CAGA.....U.G.AA....CGAGCUUUUUAUUAUGUCUUUUUUACAUAGAUCCAUCACAAAUU
Ppe-1-3 .....................................................................................AU.....GG...CAGCC......AGC.CAC..C...GAAA.U.G.AA....CGAGCUUUUUAUUAUGUCUUUUUUACAUAGAUCAACAACAUAAU
Psp-1-3 .....................................................................................AU.....GG...UAGCC......AGC.CAC..C...GAAA.U.G.AA....CGAGCUUUUUAUUAUGUCUUUUUUACAUAAAUCUACAACAAAAU
Ppe-1-4 .....................................................................................AU.....GG...CAGCC...U..GGC.UAC..C...GAAA.G.G.A.....AGAGCAAAAGUGAGAUUCGAUUUUUUUCCUCUGUAUCGACUGAU
Psp-1-4 .....................................................................................AU.....GG...CAGCC...U..GGC.UAC..C...GAAA.G.G.A.....AGAGCAAAAGUGAGAUUCGAUUUUAUUCCUCUGUAUCGACUGAU
Ppo-1-2 .....................................................................................AU.....GG...CAGCC...U..GGC.UAC..C...GAAA.G.G.A.....AGAGCGAAAGUGAGAUUCAAUUUUAUUCCUCUGUAUCGACUGAU
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Ppo-3-2 .....................................................................................AU.....GG...CAGCC...U..GGC.UAC..C...GAAA.G.G.A.....AGAGCUAAAGUGAGAUUCAAUUUUAUUCCUCUGUAUCGACUGAU
Pte-1-4 .....................................................................................AU.....GG...CAGCC...U..GGC.UAC..C...GAAA.G.G.AA....GAGCGAGAGUGAGCCCCUAUUUUACCCCUGUGUAUCGAUUGAUA
Bsp-9-8 .....................................................................................AUGAU..GC...CAGCC......AGU.UAC..C...GAAU...A.C.....AUCCUCCGUACGAUUUAUUACAAUGUGUUGGAGGUUUUGAAUCG
Sin-1-1 .....................................................................................GCUAG..GG...UAGCC...G..GGC.UGC..C...GAACG..........AAAAAAUUCAUGGUGUUGGUACCCCGCUGUCAAUUUCGGCGCCG
Bsp-2-5 .....................................................................................ACUAG..GA...UGGCU...G..GAC.UUC..C...UAUU...........AAGUUAGUGGGGGGAGAAAUUGACUACAGAGUUGAAAGUAAAUG
Osp-1-2 .....................................................................................ACUAU..GA...CGGCU...G..GAU.UGU..C...U....G.G.AU....AAAAAAAUGGGGGACUAAUUUUGGAAAAAACAAUUGAUAAUGUA
Bbr-1-3 .....................................................................................C.GAU..GG...CAGCC...G..GGU.UGC..C...AACG.A.G.C.....AGUGUAUUUUGCUGUUUUAGUAUGACGGCUCCUUUCAUGCGAAA
Bsp-12-3 .....................................................................................ACGAU..GG...CAGCC...G..GGU.UGC..C...GAC..U.A.GC....AGUGUAUUUUGCUGUUUUAGUUUUACGGCUCCUUUCAUGCGAAG
Bce-1-6 .....................................................................................GUCAU..GC...CAGCC......AGU.UGC..C...GAA..U.A.CA....UUAUUAACCAUCAACUAAUAAAAUUAGGAGGGCUUUUUAUGGUA
Baz-1-2 .....................................................................................ACUAU..GU...CAGCC......AGU.UUC..C...GAA..U.A.......CAACAAGUUUUAUUCCGUCGAUUUGUGUGGAUUAAGGGGAGGAA
Bba-1-4 .....................................................................................ACUAU..GC...CAGCC......AGA.UAC..C...GAA..U.A.UG....AUCACCUUCCUACGAAUUAUGAAAUAUACCUUUGGAGGGAACUA
Bba-1-5 .....................................................................................ACUAU..GC...UUGCC......AGU.UAC..C...GAAU.A.CU......AAGACCUCCGUACGAUCCUUUGGAGGAGAACAUGAAUAGAAAAA
Bce-1-7 .....................................................................................AGAA...GC...CAGCC......AGU.UAC..C...GAA..U.A.UU....CUCCUAUUAUUAAAGGGGGUAAUGUAGUUUGGGCUUGGACAAAA
Pla-1-2 .....................................................................................GUGAU..GC...CAGCC......AGU.UGC..C...GAA..U.A.CG....ACGGAAGCCUCCGUCCUAUUUUGCUAUGGUAAUCUUCAUGGAUG
Pla-1-3 .....................................................................................GCAAU..GC...CAGCC......AGU.UGC..C...GAA..U.A.CA....ACGGGAAACCUCCGUUUUAUUCAUUAUUUUGAAUUGAUGAAAGG
Bsp-3-4 .....................................................................................ACUAU..GA...UAGUC...G..GGU.UGC..A...GGUG.U.........AAUUGGGAGCUAUAAUUAGAACUCAAACUCAUUGUAACCAGACA
Baz-1-3 .....................................................................................ACUAU..GG...UAGCC...G..GGU.UAC.....................CAAAGAGAUGGUUAUGUAAAAACUUUUCUAAUCCACCUUUUUGG
Bsp-8-8 .....................................................................................GCUAU..GA...UAGUC...G..GGC.UGC..C............A.....GGGUGAUAACGCGGAUAGCUUUGGAUUUUAUGCUUAGUCCUUUC
Pmu-2-9 .....................................................................................UCUAU..GG...CAGCC...G..GGC.UGC..CUUAG....U.G.......GUGUGCGCGCAACCAUCACCUGCUUGGGUGGUGGUUUUUUUGAU
Pmu-1-8 .....................................................................................UCUAU..GG...CAGCC...G..GGC.UGC..CUUAG....U.G.......GUGUGCGCGCAACCAUCACCUGCUUGGGUGGUGGUUUUUUUGAU
Pmu-3-8 .....................................................................................UCUAU..GG...CAGCC...G..GGC.UGC..CUUAG....U.G.......GUGUGCGCGCAACCAUCACCUGCUUGGGUGGUGGUUUUUUUGAU
Bme-4-3 .....................................................................................GCUAU..GA...CAGUC...G..GGU.UGC..C...AAAAA..G.......AUCGGAUUAUUUAUCAAUAAGUUAAAGGAUUCUUCCUUUAACAU
Lfu-1-2 .....................................................................................GCUAU..GG...CGGCU...G..GGU.UGC.....................AAAAGAGUGCUAGUUGUAUCAUUCUCAUUCUAGUUUUUGUUCUU
Lsp-1-1 .....................................................................................ACUUA..GA...UAGCU...A..GGU.UGC......AAAAGA...GU....GCUAGUUGUUCCGUUA....AAUUCUAGUUUAAGUUCUUUUAUG
Bsp-4-1 .....................................................................................ACUUA..GA...UGGCU...A..GGU.UGC......AAAAGA.G..U....GCUAGUUGUAUCCUUUA...AAUUCUAGUUUUAGUUCUUUUUAU
Bme-1-1 .....................................................................................ACUAU..GA...CGGCU...G..GGC.UCC..C...UG...GCA.......AGGGUGGAUGAAUAGUAAUGACAACAGAUAAAAAAUUAGCAGUA
Bme-3-3 .....................................................................................GCUAA..GA...UGGCU...G..GGU.UCC..C...UGAC.A.........AGGGUGGAUGAAUAGUGAUGAACACAGAUAAAAAUUAGCAGUAG
Bme-2-1 .....................................................................................GCUAC..GA...CAGCU...G..GGU.UCC..C...U....G.GCA.....AAGGGUGGAUGAAUCGUAAUGAAAAAAGAAAAUGUACUGUCAAU
Cth-1-2 .....................................................................................GCUAU..GC...CAGCC......AGC.UAC..C...G....G.U.UU....AUGGGGAUCAAAACCACAUCCCUCAUAGACGGGUGUGGUUUUUU
Bsp-1-2 .....................................................................................ACUAC..GC...CAGCC......AGU.UUC..C...GAACAC.G..A....AACUCCGACGAUUUAUGCAAUUCGAAGGAGGAAUGAUCCGUGAA
Pmu-2-10 .....................................................................................ACCAU..GC...CAGCC......AGU.UGC..C...G....G.U.UG....AAAGUAAGUUAUUUGUGAAACUGCAAAUAGGCUUAUCCGGCUCA
Pmu-1-9 .....................................................................................ACCAU..GC...CAGCC......AGU.UGC..C...G....G.U.UG....AAAGUAAGUUAUUUGUGAAACUGCAAAUAGGCUUAUCCGGCUCA
Pmu-3-9 .....................................................................................ACCAU..GC...CAGCC......AGU.UGC..C...G....G.U.UG....AAAGUAAGUUAUUUGUGAAACUGCAAAUAGGCUUAUCCGGCUCA
Bba-1-6 .....................................................................................AUUAU..GC...CAGCC......AGC.UAC..C...GAAG...A.......GAUAUAGUUUAUUUGCUAUGUACUAUUCUUCGGAAUAGUACUUU
Bsp-2-6 .....................................................................................AU.....GC...CAGCC......AGU.UGC..C...GAA..G.AGU.....AAGCUGCUUACUAUUCUUCGGAGUAGUUUUUUUAUUAUCUCCUA
Bba-1-7 .....................................................................................CGAU...GC...UUGCC......AGU.UAC..C...GAACAC.G..A....CCAACUCCUGCGAUUUAUGUAAACCAACAAUUGAGGAGGUUUUC
Bsp-1-3 AUACGUGAGGAACACAAAAAGCAAGCCAACGAAGGCAUUCGAUGUGUCAUUUUCACCGGACUUUUUUGAACAUCCUUUAAG....GACAU..GC...CAGCC......AGU.UGC..C...GAGUA..U.......AAGCUCGUAUCGAAAGA...AACGUAGACUAAUCGGUAUUUGAU
Bsp-8-9 .....................................................................................GCUAU..GU...CUGCC......AGU.UAC..C...GA.....U..U....CAUCUUUAUGGACGAUAGGCUAAUCGGUUUUGGUUGGUCUAUUU
Bco-2-2 .....................................................................................ACCAU..GU...CAGCC......AGU.UAC..C...G....A.U.UU....UACAUCAAAAGGACUAAUCGGUAGGGGAUUAGUCCUUUUUUCGU
Bco-1-2 .....................................................................................ACCAU..GU...CAGCC......AGU.UAC..C...G....A.U.UU....UACAUAAAAAGGGCUAAUCGGUAGGGGAUUAGUCCUUUUUUCGU
Baz-1-4 .....................................................................................GGAAU..GU...CAGCC......AGU.UAC..C...GUAA.U.U..U....UGAAGUAAAAGACUUGUUCCUUUUAUUACGGAAGCAAGUCUUUU
Baz-1-5 .....................................................................................GGAAU..GU...CAGCC......AGU.UAC..C...AAAU.U.........UAUUUAAGGCGAAACCAUGUCCCCUUUAUUUUUGGGAUAUGGUU
Bsp-3-5 .....................................................................................GUAAU..GA...CAGUC...G..GGU.UGC..C...AAGG.A.........UAAUAAAGAACGUUUAUUUGGCUAUCCCUGUCUAUUUGGGGAUA
Bsp-9-9 .....................................................................................ACUAU..GA...CAGCC...G..GGU.UGC..C...GAA..U.A.GC....AUGUAAAGCGCUAUUCCACCCGGGUAUAGCGUUUUUUAUUUUGA
Bsp-1-4 .....................................................................................GCUAA..GA...CGGCU...G..GUU.UGC..C...GAAA.G.........GAGAUAGAUUUGGAGCUAUACGGAAAAAGGAUCAUUAUUAUUUC
Bsp-2-7 .....................................................................................UCUAU..GA...CGGCU...G..GGU.UAC..CGAUGA.............AUGAAAAUGAUUCUACCCUCCUAGUUAUGUCUCUUUGGGUACGA
Bsp-10-2 .....................................................................................GACCA..GU...UAGCC......AGU.UAC..C...CGCAC..........CAACCUCCGUUGAUUUAUGAGUGAAAAGGAGGUCCUGCUAUGAA
Aac-2-2 .....................................................................................UCUAU..GG...CAGCC...G..GGC.UGC..C...GGAA...C.......CCACCGUGAAAAGGGAGUGAAUGUGCGUGAAGAAGCUCUUUAUU
Aac-1-5 .....................................................................................UCUAU..GG...CAGCC...G..GGC.UGC..C...GGAA...C.......CCACCGUGAAAAGGGAGUGAAUGUGCGUGAAGAAGCUCUUUAUU
Bse-1-2 .....................................................................................GAUAU..GA...CAGCC......GGU.UGCA..........C.C.G.....AAAGGGCUUGUUUUGUGUUGCAGACAGGCCCUUUUUGCAUUCUU
Bsp-12-4 .....................................................................................GCUAG..GA...CAGCC...G..GGU.UGC..C...A....UAC..C....GUAGUCAUGAUGGACUGUCGGUGGGCAGUCUUUUUUUUGUUGAA
Bbr-1-4 .....................................................................................GCUAG..GA...CAGCC...G..GGU.UGC..C...A....UAC..C....GUAGUCAUGAUGGGCUGUCGGUGGGCAGUCUUUUUUUUGUUGAA
Bsp-13-3 .....................................................................................GCUAC..GA...UAGCC...G..GGU.UGC..C...A....U.GCC.....GUACACGUAAGAAGGCUGUCCGGGUGGCAGUCUUUUUUGUUGCC
Pde-1-4 .....................................................................................GCUAU..GG...CGGCC...G..GGU.UGC..C...A....U.G.UU....GAAUAGGGGAUCCAUUCACGUUCUUUAUGGUGAUGAGGCUAUUG
Pde-1-5 .....................................................................................GCGAU..GA...UAGCC...G..GGU.UGC..C...CUAA.U.U.......GCGACCGUUGUUGCGUCUUUUUGGCGCCGCCUUUAGGGUGGCGC
Pal-1-5 .....................................................................................CGAU...GA...CAGCC...G..GGU.UGC..C...CUAAU..........UGCAAUAUGAGCGUCUAUUUAAGUGCGCCGCCAUUAGGGUGGCG
Pal-1-6 .....................................................................................C.GAU..GA...CAGCC...G..GGU.UGC..C...CUAAU..........UGCGACAUUACGUGUGUCUUUUUUAGUGCUGCGCUGCCAUUAGG
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Bce-1-1 UCCAAGAAAUUGAAAGUGAUGAGAGGAACUCUGGUAGUCCAAUAAUAGAUGCACAUAUUUAUGGGAAUUAUUUUAAAGAUGUGUUAAGCCCUAAGAUUCCUAAGAGAAAGUUUGAAUAUUUGACAAACAAUUAUAAAUUACCUUCUGAAGGUUAUUUCGUUGAUCCAUCAAAUAAUUUUA
Bce-8-1 AAAGGUGGAAAAAUAUAUUCACUUGAAAAUUGUAUGGUUAUAACCGCUGAAGAAAAUAGAAAAAUGGCGGGUGAUAAACAAAAAAGAAAAAUCGUUGCAUUCGAUGAUGAUGGUGAAAUAAAAUUCGAAUCGUUGAGUGCUGCACAACGCCAAUUGAAUAUAAAACGUCAGACACUCUGU
Bce-28-1 AGCAGGAAAAAGUAACACAGCUUAUUCAUAAAGAAGCAGAUCGUAUGCAGCGUCUCGUUCAUGAUUUAUUAGAUUUGGCACAAUUAGAAGGGGAACAUUUUCCGUUAAAGAAACAACCUAUCGUUUUUUCACAACUAAUUGAAGAUGUGUUAGAUACGUAUGAGAUUAAGUUUAUAGAAA
Bth-10-1 AACAGGAAAAAGUAACACAGCUUAUUCAUAAAGAAGCAGAUCGUAUGCAGCGUCUCGUUCAUGAUUUAUUAGAUUUAGCACAAUUAGAAGGUGAACAUUUUCCGUUAAAGAAACAACCUAUCGUUUUUUCACAACUCAUUGAAGAUGUGUUAGAUACGUAUGAGAUUAAGUUUAUAGAAA
Bce-33-1 AACAGGAAAAAGUAACACAGCUUAUUCAUAAAGAAGCAGAUCGUAUGCAGCGUCUCGUUCAUGAUUUAUUAGAUUUAGCACAAUUAGAAGGUGAACAUUUUCCGUUAAAGAAACAACCUAUCGUUUUUUCACAACUAAUUGAAGAUGUGUUAGAUACGUAUGAGAUUAAGUUUAUAGAAA
Bce-16-1 AGCAGGAAAAAGUAACACAGCUUAUUCAUAAAGAAGCAGAUCGUAUGCAGCGUCUCGUUCAUGAUUUAUUAGAUUUGGCACAAUUAGAAGGGGAACAUUUUCCGUUAAAGAAACAACCUAUCGUUUUUUCACAACUAAUUGAAGAUGUGUUAGAUACGUAUGAGAUUAAGUUUAUAGAAA
Pel-1-1 GGAGAGUCUUUUUGUUUUCAUAUAAAGGAGCGGGAACGGAUGGCAGAUCAGGUUCAAGGACGGAACAUCAUGACGAAGCAAGGCUUCUAUACCAAAGUGGGCAACGAUUUCGUCGGCGUCUUUUUGUCGAGCGAAGGCCCGAAAAUGUUCAUUAAUCGCGAGGUGUACGAGCUCGCCUCC
Bha-1-1 GCUUUUUAUUUAUUAGGCUUCGGUGGAAUAUGAUGAGUAUCGCAAACGAUAAGAAAAAGGAGAUGGAGAGAUGAUCGUAGUAGAUAAACGAAAAUAUAAAAUGGGAAUUAAUGAAGUCGCAAAGGAAAUACAUGUACAGGUGCACGGUUUAAUGAGAGAGGAAGAUGUAGAAGGUUAUAU
Esp-1-1 GUAUUUUCUCAGCCAAACGAAUCGUGACCAUCUGUUGUGCAUUUCUCGUAGGAUUGGCGUUUUUGACGCCGCAACAAGCGGUCGCCAAAGCGAGCAAUCCGCUCGCAAACGUCGAAUCGUACAAGAUUUAUUACGACAUGCCGACAAAGACAAAAAUCAAAAAGAUGCAACAGUAUGACC
Pel-1-2 GACGCUGCGGUUUUUUUCGUGCGUUCGGGACCGACACAGACAAACAGGAGGGGGUCCGUUUUAUGAGCAAGUGUCCGUUUCACACCAUUGCCCGUUGGUUUGGGAAAGGCGGCGGUACCGCACCGGAGGGACAUGUUUCGUUAUUGCAGCAGGACAAGCUGAACGCGGUUGAGGUCACCU
Bco-3-1 CGACAAUAUUACGUAAAUAGAUGAAAGACGAAUAUAUGUUAAAGGAAGAUCUAAUAUGGAAAAAUUUGUACAUAGCAACAUCCACCCAUUUACUAAUAUAUUUCAACCUAUAUAUAACCUAAAAGAAAUGGAAAUUGUAGGAUAUGAAUCUUUAAUGCGCACUACGAUGUAUAAAGACAU
Pcu-1-1 AAAAUAGUAUAGGAGGUCUAGUAUGCGGACAUUGAAAAGGUAUUUUGCAUUAAUUGUCACCAUGAGUCUAGUUCUCGGAUUAAUGGUACAAGCACCACUAGUAAAUGCAGCUGUGAAUGACUACGUAUCGGUAACAAAAACUGUAAAUCCAACAACGAUUACGACGGAGGAUGAAGCUGA
Ppe-1-1 AGAGGCUUUUUUUAUUUGUAGUGGAACAUCGUUUGGACAUACGGAAUAGAACGCGCGAAAUGGUUAACAACAGGAGGGAAUUUUAUGGAAACGAGCAUGAUAACGAUUAAGGAGUAUCCGUUAAGCUCUUAUCAGAAAGACAUAUGGUUCGAACAGUACAUGUACCCUGAAAAACCUAUU
Pte-1-1 ACAGGCUUCUUUUAUUUGUAGCGGGAAAUGAUUGGGCAUGCAGAGUAGAACGCAUGAAAUGAUUAACAACAGGAGGGGAUUUUAUGCAAACGAGCGUAAUAAGUGUCAAGGAGUAUCCGUUAAGUUCCUAUCAGAAAGAUAUAUGGUUCGAACAGUGCAUGUACCCUGAAAAGCCCAUUU
Psp-1-1 ACAGGCUUUUUUUAUUUGUAGUGGGAAAUCGUUUGGGCAUAUGGAGUAGAACGCAUGAAAUGCUUAACAACAGGAGGAAAUUUUAUGGAAACGAGCAUGAUAACUAUUAAGGAGUAUCCGUUAAGCUCCUAUCAGAAAGACAUAUGGUUCGAACAGUGCAUGUACCCUGAAAAACCUAUU
Bsp-8-1 CCGGAAGAAAUCAAGAGGAAGAAACAGCUGAAAAAGCGACUGCUCUACAUUUCAAUCCCUGUAGUAACCGUACUGGCCAGUGCAGUUGUAACGAUACUCGCCAACCAAAUUUAACUAGAUAAAAAGGGCCGAUAUCUUUUGGAUACCGGCCCUUUAUCAUUUAUAAGCUUAAAUGGUUCU
Bse-1-1 CAUAUCAGAUUCUUGAAAGGAGGGAACCAAGGAUGAAAAUCAAUUUGAGUGUCAAAAGGUUCAUUUUAGGACUUAUUCUGUUUAUCCUGUUCUAUUAUUUGUGGAUCCUGGUUUUCUCUGAUCAUACUGUUAUGUACCUUGCAGGGAUCAGUUUGUUAAAUACGAUUGCUCUUAUUUUUG
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Psp-3-1 AGGCAGUUUUUCAGGUAAAGAAAGAUUGGUUGAUGACAUUCAAGAUUAAAAAGAUAUUGCUUCCGAAGUAGUUUUGCUGACGCAAAACCUGGGGGUCACUCGUCCUCGAAAUGCCUCGAUAGAGGUUUUCUCAUAGAUUCAUAAUUCUAUAAUCCAAAUGACGGAGAAGGAGUGGGAAGA
Tco-1-1 AUCCGGAAAUUCAGGUGCGCAUCAGGCCGAGGACAGAAAAGGCAGGUUGUGGCCGGCGGCUGCGAAUUCGUACAAGGCGGCGGCAGGGAAAGCCGCGGGUCAGCAGGCGGCACAGCCCGGGAACGGGGAGCAGGGAAAGAAGCCGGUACCGAUGCCGCCCGCGCUGAUGGUCGGUGCGAA
Pmu-1-1 UUAUUGGACCAAUGCCCCUCACACACCAAGAAAGGUAGGACUAAAUUCAUGGGCAAACCGUAUCGCUCGCAUUUCUCUUUCUUUGUUUCCUUGAUGCUGCUCCUUCAACUGAUUCUUCCGGGAGUAAGCGCCUUUGCCGCAGAAACGAAUUCGUCCAUCCUGCCGCCAAGCAACUUGGCA
Pmu-3-1 UUAUUGGACCAAUGCCCCUCACACACCAAGAAAGGUAGGACUAAAUUCAUGGGCAAACCGUAUCGCUCGCAUUUCUCUUUCUUUGUUUCCUUGAUGCUGCUCCUUCAACUGGUUCUUCCGGGAGUAAGCGCCUUUGCCGCAGAAACGAAUUCGUCCAUCCUGCCGCCAAGCAACUUGGCA
Pmu-2-1 UUAUUGGACCAAUGCCCCUCACACACCAAGAAAGGUAGGACUAAAUUCAUGGGCAAACCGUAUCGCUCGCAUUUCUCUUUCUUUGUUUCCUUGAUGCUGCUCCUUCAACUGGUUCUUCCGGGAGUAAGCGCCUUUGCCGCAGAAACGAAUUCGUCCAUCCUGCCGCCAAGCAACUUGGCA
Svi-1-1 GUUACACGGAAUAAUAUACCUUUUUUAUCUCCUUCCGACUUCUUCUGUAAUCUUUUCUUUCUUUUGCUGCAUCUUCUGUAUCUCAGAACGGCCUUUCGGGACGGCAUAAUCGUCGCUGUACGCAGAUUGUGACUGUUUGCAAUAGGAUAUUUCCGGAGGUGCAGCCCAUUGAUCCCCACA
Ahe-1-1 GAGCCGUGAAAUAGAUAGCCGUAUCUCGCUUGGUGAUGACUGCUACCUGAAUUUGAACGGAGCUGUAUUGGUCAAGGACGGAGAAACCAAAUAUCUCACACCAAUCGCUUUUCGGUUACUGCGGUAUCUGGCCGAACGUAUCGGUGAAGUGGUCCCCAGCGAUGAUCUGAUUAUUCGGGG
Ahe-1-2 UCAAACUGCAGAAACAGAUAAUGAAUGGAUUCAGCUGAUGAUAUCCGCACGAGAGAUGGGAUUAUCUACUACCGAAAUUCGAAGCUUUGUAUUAG.....................................................................................
Pal-1-1 CCGACGGAAUUAACUUUCCGUUGAGCUAUAUAAAUAAGAAUGAGGAGGCAUGGACUCACUGUAGUUAAGGGAGGAAUAAAAUGAAAAAAUGAGGUGGCGAAUUGAAUGAAACGUAGAGUAAAGUUAGCUGUAACAUGGCUGUGCGUAUUUGCCGUGUUCUUCGGGUUUAUUCCUCACACA
Pde-1-1 GGUUCUCCGCGGUAUUUUUGGUCCGCAGAACGAUAUAAAUAAGACGUGAGGAGGCAAUUUUACUCUGCAAAGGAGGACUCAGAUGAAAAAAUGAGGAGGAAACUAUGAAACGCCGAUUCAGACUACUAGUCACAUGGUUGUGUAUGUUGAGUGUCGCAUUUGGGACGAUUCCGGGCACGC
Ahe-1-3 GAAUGGGCCGUUUUACAAAGAAAUCUAUCAUGUCUAUCGCAACUGCCGCUGUCGUUACGUUAUCCGCGACCUCCAUGGUUUAUGCAGCCGUACGCGGGGAUAUCCAUCGCGCGAAUCCUGGCCACAACAGAGGCUGGAGCUUCUCGGCCGAUGCGAAUGAAAGUGACAUGACCAAUGUUA
Aac-1-1 UGAUGGGACGAAUUUCAGGGAGAGCUUUAGCUUCCGCAUCGGUUGCAUUGGUGACCGCUAUCUCAGUGACGUCUAUCGUGUACGCAGCGACACGGCAUGAGGCUGUACCGGCCCGGUCCUUGUCUCACGGUCCAGCUGUGGUGGCUUCAAAAAUCAAAGAAGCCGAGGAUCACAAAGCUC
Aac-1-2 UUGAAUGGGCCGCUUUAACAAGAAAUCCGUUACAUCGAUGGCCGCUGGGAUUCUCCUUGCAGCGUCGGCUACGUCGGUGGUUUACGCUGCCACGCGAGGUCCUGUAGCGGUUGCGAACACCCAUCGGUCAAGUAUAUCCGCUUUGGAAGCGGAGAAUUCCGCUGCAACCGGAGAACAAAA
Bsp-9-1 UAUUUAUAGGGAUUAUAAAGGUUUAUUUUCCCAAUCACUGAAAAGAUUCCCUAAGGAUUUUUGAGUAGAAAGUUGUUAUAGUGUUGUAAUGCAUUCGUAAUAAUAUUGAAAAUUCUUUACUUGAAAAGCAAGUAUGAAAUUAAUGGGAAAAAUACAGUAGUAAAGACUAGUCCUUAAAGA
Gth-1-1 AGCGAAAGGUGAUUUUAAAUUGUUAAAAACUAUAUUAGUUGCUGACGAUUCAAUGUUUAUGAGAAAUUUAUUAAAGAAUCUCUUAACCGAUAAUGGUUACCAAGUUGUCGCUGAGGCAUCCGAUGGCAGUAGUGCUGUAUCUCUUUACAAAGAAAAGGCACCUGACAUUGUUAUACUUGA
Ahe-1-4 UCUGUGAAGAUCCAGAAGGCUGUCUGUUUGUGUUUACCAUUCUGCACAGUGCCAAAUGUCUUGAUGAAACAGACUUUCGCAACAGGAGGUCACACCAAUGGAGAACCAAAUGGUGGCAUCGGCACAAGUAGUUAAGCGAGGGUGGACUAUUGGACUAAAGCUACUGACAAUUAGCCUGGC
Psp-4-1 AUAGCUUAUUUUCUUUUUUCAGUGACAGCGAGGAGAGACGACGAGGAUGAAGGAAUGGGUUAAGAAGGCAUUGCAAUGGUUAGGUGCAAGAAAACAGCUUGUGGAGGGCAGGAGAAAGAUUGGAGUUCGGCUGCUUCUGCUGACCAGCAUCAUCACUUUAUUUAACGUAGCGGCAGGCGC
Pmu-3-2 AUUUCGUGUCGGUAGCAGAGGGAAUGACGUCGGUGGGCAAGGGGAUCGGAUUUGGGAUCAUUGCGAUCGGAGCCCUUCCGUUUCUGCUGCUGAAGAGUCUUCAGUAGGCCGUAUCCGGCAGAAACCGAAUAGGACGCAUGCUUUGGGGGUGCGGUCCAACAAGCAGCAGCUAACAGCAAG
Pmu-1-2 UUCGUGUCGGUAGCAGAGGGAAUGACGUCGGUGGGCAAGGGGAUCGGAUUUGGGAUCAUUGCGAUCGGAGCCCUUCCGUUUCUGCUGCUGAAGAGUCUUCAGUAGGCCGUAUCCGGCAGAGACCGAAUAGGACGCAUGCUUUGGGGUGCGGUCCAACAAGCAGCAGCUAACAGCAAGGAG
Bsp-9-2 AUAAAGUAUAAAAACUCUAAAGGAGAGAUUAUUGGAUGAAGAAACUGUUUUCGAUGUUAAUCGCAAGUGCUAUGUUUUUUGGAUUAGGUUCUAAUGCGUUAGCUAAUGAAAAUAAGGCUGAAGACCAGGCAAAAGCAAUGGAAAUGAUUGAAAAAACAAAUAGGGAUAUUGAUAAAAAGA
Pcu-1-2 UUUUCUUUUUUACUGGACCAGCUAUCAAGGGAGGAGCGUGUUGUAUUGUCAACGAAAGAGAUGAUCUCGCCGAAAGCGCUUGUUCAUAGCCGGACCGUUGUGGAGAAGCAUGAUUACGUGACGACGGGAAUUUCGAUUUUUGUAGAGGGGGAUCUGCUGGGAAUCGAAUUGAAUGAGUAU
Pcu-1-3 UGGGGGAGAUGGCGCAGGGAGGAACCGCAUGCCUGUUUUAGGCAUGCGGUUUUUUGUCAUUUUGGUCGAAAUGAGAGAGAGGUUAUGGGGGAUGAAGAAACGGUUAGUGAGAGGGAUCGCAGCGCUGCUGACAGCCACGAUGGUUGCCGGGCUUAUGCCUGCGCCGUCAUGGCUUGCUAU
Bsp-9-3 AUUUGUGGAUAGGGAGAGAAUGGCCAUGACAAAGGGAAUACCGUUAUCACUUCAAAAGUUAAAACAUCGCUUUUAUGCUGUGCUGCUUCCUAUCUUUCUUUUUGUAGCCAGUCUAGGUUGGUAUGAAGAAAGCCAAUCGGAUUCACCUGACCGGAUUAAUAUGGUCAUAUUGCCGACGCU
Tco-1-2 AUCGGGGAUGGUUUUUUUGUCAUACAGGAGUCCCAUACAGAAAGGAGUUGUGGAAGGACCAUGCCGUUAUCCAACACUUCCCCGUCACCGAGAAAUUCGUCGACCGGCUCGAUGGGAUACGACGUCUCGGUGCUGAUGGACUCGAAAGCCGUCGUCGAAAAAAAAGGAUUUGUAUCGACU
Ahe-1-5 AGGAUGGGACGGGGAAGUUGUGUGAACCAAAGUCCAAGGCGAUCACCCGAUGUGCAUUCCAGUGACCUUUCCUCUCGUGAUCCCUUCGCCUGGCUGUCUAGGCAGGCUCCCAUCGCCGUUUACGGUGUCGAUCCACAGGGCAGAGUCACCGUAUGGUCGCCGCCAGCCGAACGCAUAUUU
Bco-3-2 AGCACGUAAGAACCGUAACAAAAAGUUAAUGUACGUAGGCAUGUUUGUUGGCGUAUCAUUACUUGUUUUCGCCAUUACGUAUAUUCCACAUACUUUGUAACCCAUUCCGGAGCCGCUGAAGGCUCUUUUUUUUAUGUCUAAAAUAUCUCCCUCUCCUUAAAAAAUUGAGAAAAAUUGAAG
Pel-1-3 UGCUUUUCCGCUCUCUUUUGACAGGCGAACAAUCUGCUAGACAACGAAGAGGAGGAAAACGAAUGCGAGCAAGCAAGAAAAAAAUGGCUAUUUUAGGAACCGUCGCGGCUUUAUGCCUCUCUACGGUUUCGAGCGCCGGAGCUGCAAACCGUCCGACUACCAUGGCUCCUAGCGGAAUGG
Bco-3-3 AUUGUAGAUAGUGGUAUAAAAGAACUAGGUAGUUGAGAGGGUGAAUAGAGUGAAAGUAGGGAGUAAGCGAGUAUUUAUAGUAGCUAUGGCGAGUAUAGGCAUUAUCUCGUUUCUUUUAAAAAUCAUUCUUCAUCAGCUCUUUUCAAUUGAUAGUGAUUGGACCAAUUUCUUUACCUUACU
Afl-1-1 CUAUAUAUUUGUUUUUAGGCAGCUUUUAUUUUUAUUAACAUAGGAGGAUGAAAACACCAUGAAGUUAACCGUGAGAAAAAAAUUGGUGGCAACGUUUCUUUCGAUAUUGUUGUUAUUUGUUGUUGUGAGUAUGCUUACAUAUAAUCGUUUACAACAAAUCGAUGAACAGUAUUCUAAUGC
Bme-4-1 UCGUCCAAGCACCUGUCCUCUUUAGUUUACUAGACUAAAGAGGACAGUUUUUUUUGUAAGUUCAGAUUGAAAAAUCGACAUAAGUUGUAUAAUCAAGUGAAGUAAAAGAAUAGUUCAAAUGGUUUAUACAUAUGUCUGAAAAUCAAUCUGUAUUUAUGUAAAUUCAAGCAGCAAACUAGC
Gth-1-2 UAGUGCAUUGUCUACUCAACUGCCCUCUUUAGGAUUUUAGAGGGCAGUUUUUUAUAUUAAAAGGAGGUGGAUGGCGGGGCAAGACAGAAAACGCGCUGUUAUUAAUCUAUGUAACGAGUAUGUGGAAUGGACAUUCAUCAAAUUCGUUCUGUUGAAUGAUCGCAAAGUAUUACAGUCAUU
Bco-1-1 GGAGAUAGACCAGAAAGGCGGGGCGGGAAUGGGCAGGAAAAUCGAGACAUUGGAAGAUUUUAAAAGAAUCCUUUAUCUUUGGAUCAGCCCGAUUUUGAUCGCUGCCCUUGCGAUUUACAAUUUGGUCCCUCACACAGGCACCCGUACAGCUUUAUUUUAUCUGGCCACUACGCGGAUCCU
Bco-2-1 GGAGAUUGAUCAGAAAGGCGGGGCGGAAAUGGGCAGGAAAAUCGAGACAUUGGAAGAUUUUAAAAGAAUCCUUUAUCUUUGGAUCAGCCCGCUUUUGAUCGCUGCCCUUGCGAUUUACAAUUUGGCCCCUCACACAGGCACCCGUACAGCUUUAUUUUAUCUCGCCACGACGCGGAUCCU
Bsp-2-1 UGUAUAAUGGUUUACAGAGAUUACCAAAGUCAGUCAGUUACCGAAUCUGUAAAAGGUCACUCGGACUAUUCCGAAGUCAACCAUUUACUGAAUCAGUAGAAAGGCUUUUUUGGAAUACCAAAGUUUAGCCAGUUUACGAAUUUGAUUGAAGAGCUUACACGGAAUGUCGAAGUCAGCCAU
Pmu-1-3 GAUCAGCGAUCAUCAGAAUCUGCACCAUUCUACCUUGGCACAAAUCUUCUGAUCUCGUGAGAAUUUGUCCUUUUGGAGGUUACCAGCUUGAAUCAUUCCCUUGAAAAAUUAUCGGAUGAAGAUCUUCUGGAGGCCUAUCUCCUGGCUCUCGAUUUGAAACUGGAGCCCAGCUUCAUCCGC
Pmu-3-3 GAUCAGCGAUCAUCAGAAUCUGCACCAUUCUACCUUGGCACAAAUCUUCUGAUCUCGUGAGAAUUUGUCCUUUUGGAGGUUACCAGCUUGAAUCAUUCCCUUGAAAAAUUAUCGGAUGAAGAUCUUCUGGAGGCCUAUCUCCUGGCUCUCGAUUUGAAACUGGAGCCCAGCUUCAUCCGC
Pmu-2-4 UCAUAUUACUUACAUCUAAGGAGUGUACCCAAUUCAUGCGUAAGAACAAACGAGUGCUGUUUCUCUCCACGGUGGUCGCGCUGGCGCUGACCUUCACGGCCUCUCCGGUGGUCCGUGCGGACGGAGGCAAAUCUUAUAAGCUCUCAUCGGAGAGCACGGAAACACAAGCAACACAAGCAA
Bsp-8-2 AUCAUUGAAAAAAAUAGAAAAUCAUAAAUUGAAAACAACUAUUCAAGAACCAGGUGCCCCCCUGGUUGAAAAUAUACAUAUCUAUGAGAGCUUAUUCCUGAACACAUCAGACCUGGCUUACAUACUGGAUAAAGAAGGCCAAAUCCUUAAAGUAAAUGAGGCGGCCGUUAAGGCCACAGG
Pan-1-1 UAACUAACUAACUGUUAAAAAAAGGAGUUUUUUGAUGAGUAUAUUCCCUAAGUCUCUUGAAUCUAUGGAACAAGCCCUCUCAGCAUCGACUUUAAGACAACGAGUGCAUUCGGCGAAUAUUGCCAAUGUAGACACGGCCAACUAUAAAAGUAAAAAAGUCGACUUUCAAGCAGCGUUGGA
Bsp-9-4 CCCUAAAAAGAUUUUAGGUGUUUGCAAGACUUGUACAUAUUACAUUGUUUGAAGCACGCCGAAUUAAAAAAGUGGGGUAUCUAAUGGUGAGAAGAUCAUUAUAUUGUGUCUUAAUAGCUGUUGUCUUUUUGCUCUUUGCAGGAUGCGCUCAUAGAGAAAUAGAUACAUCCCCGGUUUUAA
Aac-2-1 UUGUUUUGGAGGGUUGUGAAAUGGGAAAGAAGCCCUUAGAAAAUAACCCCUUCUCGGGGGGGGGGGGGGGGGGGGGUAUAAAUAUCCUCUAAACCCAAAUGAUGAACUAUCUCUUGUCGAAUCGAUCGAGGAAGUGCUACGUACAAACGUUCUCGAGUUUGUCUAUCAACCGAUUGUGGA
Aac-1-3 UUGUUUUGGAGGGUUGUGAAAUGGGAAAGGAGCCCUUAGAAAAUAACCCCUUUUCGGGGGGGGGGGGGGGGGGUAUAAAUAUCCUCUAAACCCAAAUGAUGAGCUGUCCCUUGUCGAAUCGAUCGAGGAAGUGCUACGUACAAACGUUCUCGAGUUUGUCUAUCAACCGAUUGUGGAUCA
Aac-3-1 UUUGUGAUGUGGGAAGACGGGGGAAGAGUAAUGGAAAAAAGUAACGUAGAAAAUAAACCCUUUCCGGGGGGGGGGGGGGGGGGGGUAUAAAUAUCCUCUAACUCCAGAUAAUGAAUUCUCAUAUCUCGUUGAAGCGAUUGACCAAGCGCUUCACACCCGUGUUCUCGAGUUUGUCUAUCA
Aac-1-4 UUUGUGAUGUAGGAAGACGGGGGAAGAUCAAUGGAAAAAAGCCACUUAGAAAAUAAACCCUCUCGGGGGGGGGGGGGGGGGUAUAAAUAUCCUCUAACUCCAGAUGAUGAAUUCUCUUAUCUGGCUGAAGCGAUCGACCAAGCGCUUCACAACCAUGUUCUCGAGUUUGUCUAUCAACCG
Pdo-1-1 AAUGAAAAAACUAAUGAUGGCGGGUGUAUUGUUGUUGUUUAUGCUGACACAAACGGGUGUCAACGCUCAUGCGAUGGAGUUAGAUGUAAAAGCGACAUGGUUGUGGAAUCCGUGGAUGAUUUAUAGUGAUGAAGCGGGCACACUAGCGUUUUUAGAAAGCAAAGAAGUCAACAAAGUAUA
Pan-1-2 AAUGAAAAAACUAAUGAUGGCGGGUGUAUGGUUGUUGUUUAUGCUGACACAAAAUGGUUUUGAUGCACAAGCUGCCGAGAUGGAUGUAAAAGCCACCUGGUUAUGGAAUCCAUGGAUGAUCUACAGCGAUGAAGCGGGCACACUCGCUUUUUUGGAAAGUAAAGAUGUCAAUAAAGUCUA
Lfu-1-1 AAGAGACAAUUAAAAGUAUGGACCGCACUAAUCGUCAUCAUGAUUAGUUCAUUAGCUUUAUCAAGUGGAAAGGUUGAUGCCAUGUCUAUACAGGAAAAGGCUACAUGGCUGUGGGAUACAUCCCUUAUCAUGGAUGACCAAGAAAAAAUAUUAUUAUUUUUAGAACAUAACGAUGUCAAU
Psp-2-1 UUUUUGCCGGUAUCCAGUAAGUAAGUUCGGACAUGGGGCAGUGCUCACAUUCGUACUUUUCGGCAGAAAUGGAGGACAGCGUGUGAAAACUAUUCAGUCCCUUUUACAAAAUAAAGCCCGCCUAAUGCUGGGAUACCUGCUCUGUAUCGCUUUGGCGCUUCUUUUCGAAGCUAGCAGGCU
Bsp-8-3 AUGACAAUCAAAUUUUUUAAGACAGCUCUUUUGGCUGUACUGCUCGUGUUUGCAGCCUGCCCCGUGAAAGGAGAGGCUGCUGAUAUGAACCGCUCAACCUGGCUGUGGGAUACAGCAGCCAUAAAGGACAGGUCUGAUGAAAUCAUUCAAUUCCUGGCGGACAGGCAGGCAGAUCAGCUG
Pmu-2-5 UGCUGAAGGGUGGCUUUUUUGAUUUUGGUUCGGAUCCCCGCAAGGACCCUCUUCCGACAAUUCAGGCCGCCUCAUCCUACCCGUUAUGGAGGGCUCAUCAUGUCUGGAACUUAUAAUGUCUAUCUCGUUCUCCUCUCGUAUCUCAUCGCUUUUAUGUCGGCCUAUUCGGCCUUUGAUCUG
Pmu-1-4 UGCUGAAGGGUGGCUUUUUUGAUUUUGGUUCGGAUCCCCGCAAGGACCCUCUUCCGACAAUUCAGGCCGCCUCAUCCUACCCGUUAUGGAGGGCUCAUCAUGUCUGGAACUUAUAAUGUCUAUCUCGUUCUCCUCUCGUAUCUCAUCGCUUUUAUGUCGGCCUAUUCGGCCUUUGAUCUG
Pmu-3-4 UGCUGAAGGGUGGCUUUUUUGAUUUUGGUUCGGAUCCCCGCAAGGACCCUCUUCCGACAAUUCAGGCCGCCUCAUCCUACCCGUUAUGGAGGGCUCAUCAUGUCUGGAACUUAUAAUGUUUAUCUCGUUCUCCUCUCGUAUCUCAUCGCUUUUAUGUCGGCCUAUUCGGCCUUUGAUCUG
Osc-1-1 UUGUGAUGCUGCCCCUUUAAAUUACCUAGACAACUAACAGAAAUUGAUUGAAAUAUUGGAAGAUAGCGGCGACAUAUUAUCAUUACUAGCGUUCAAGUAGGAAGGUUAGGGUAUCCUGCUACAAGAACACUGAGGAAAAAGUCCUAGCUAGCUGCGGUUUAAAAACGAUAUCAACAUCGA
Bsp-2-2 GUCAUGAGGAAUUAGAUUUGGAAUGGGUUGAGCUAAUAAUGAAUGCUCUGGAUAUGGGGUUGUCAGAAGAGGAGAUUAGGUCAUUUUUGGAUGAAUCUACACAAAGUAUACCUCAUUAGAUAGAAAACUAAAAUGAAAAGGAAGAUUCGAAUUGAUCAUAAUGGUUAUUAAUAACAUAGA
Pmu-2-6 GCCUUUUUGCUUUGGCUGCUCCCCAACAUCCAGAACAAACAUCCAAUGCGAGAGGUGGCAACCCCAUGAUGAAGAUGGCUGCAGCAAGAUCAGCCUACAGUCUUACGGACGAGAAGUACCGUAGCCCCAGCGGCAUCCUGCUUCACAGCCGGACGGUCGUUGAGAAGGCGAAUUUCGUAU
Pmu-1-5 GCCUUUUUGCUUUGGCUGCUCCCCAACAUCCAGAACAAACAUCCAAUGCGAGAGGUGGCAACCCCAUGAUGAAGAUGGCUGCAGCAAGAUCAGCCUACAGUCUUACGGACGAGAAGUACCGCAGCCCCAGCGGCAUCCUGCUUCACAGCCGGACGGUCGUUGAGAAGGCGAAUUUCGUAU
Pmu-3-5 GCCUUUUUGCUUUGGCUGCUCCCCAACAUCCAGAACAAACAUCCAAUGCGAGAGGUGGCAACCCCAUGAUGAAGAUGGCUGCAGCAAGAUCAGCCUACAGUCUUACGGACGAGAAGUACCGCAGCCCCAGCGGCAUCCUGCUUCACAGCCGGACGGUCGUUGAGAAGGCGAAUUUCGUAU
Pel-1-4 CUUUUUGCGCCAAGGACAUCACUUAAAACCAAGGAUGGUGACGUAGCGGAUGAACACACCGGCUGUUUCCCGCAAUUUUAACAAUUCCAAAGAAAGACACCGCAGCUCCGGCACGGUUAUGCUGAACAGCCGCAUUGUAGUGGAGAAAGAGAAAUUUGUGUCCACCGGGACAUUGACGUA
Ahe-1-6 UGGACACAGGGUGGGACAAACAUGAUGAAAUACUCGUGGUUCAAAGGCAAAGCGGAGCGAAAUGGAGGUGAAUGGAAUGUCCCUAUGCUCGGCCCAUGGCAAUACAAAUUAAAGGAAAAUAAAGUUUACUGCUCGCCCGAGAUGGAUCAAAUCUAUGGUCUUCAAACUCAUGGGAAACCC
Pde-1-2 UGGAAUGGAAGAGUCGCGGAAGCAGAGACGCCAGGCUUCAGAGGAGAGAUUGCGAUGAAAUGGGACAAGCGUCUGUUGGGCCUGCUUGUAUUGGCCGCUAUCUUGUUCACGGUACCGGUCUAUCCGGUUCACGCUGAGGAUGCCAUUAUCGAUAAAUUAGUCGUGCUGCCAAGCAGUGAU
Bsp-2-3 CGGAAGAAAUAAUGCGAAAGAGAAAAAUGAAUAAAAAGCUCCUCUAUGCCUCUUUUAUCAUUUUCACCAUCAUACUGAGUACCUUUGUCACGAUCCUAACAAACCAAAUGCUUUAAAAUAAAGGCUCUGUUAAACUAAAAUGUUGAUUUCCGUUCCAGGCGCUUCGCUUUCCGCGGGGCG
Bsp-8-4 GCCUGAAGUUAUAAAACGGAGAAAAAAAAGAAACAAAAUUAUAUUGUACAUAUCAAUUUUUGUAUUUACUAUUGUUUCAAGUGUGCUGGCAACAGUUUUAAUGAGUCAGGUAUAGCAGGAAAAGACGGAGGCCAUGCGGGCAUUCCGUCUUUUUUUAGACAUAGCCCGCCAUGUACCUGU
Bba-1-1 ACCCGAAGAGGUAAUGAGAAAGAAGAAAAUGAAGAAGAACCCACUUUAUAUUUCAAUAAUGAUAGGCACAGUCAUACUUAGUGUAGCAGUGACGGUACUCGUCAACUCAAUAUAGAAUAAUCUAUUCUUAUAUGAAUCGUUCCGUUUUCCUAUUCUUUUAAAGACUAAACUACAAAAAAA
Bba-1-2 ACCCGAAGAGGUAAUGAGAAAGAAGAAAAUGAAGAAGAACCUACUUUAUAUUACAAUAAUGAUUGGCACAGUCAUACUUAGUGUAGCAGUGACGGUACUCGCCAACUCAAUAUAGAAUAAGCUAUUCUUAUAUGUGUCGUUCCGUUUUUCUAUUCUUUUAAAGAUUAAACUACAAAAGAA
Bme-4-2 AAAAAAGGAUUGCCGAUUUUACUUGCAUCAAUGCUCGUCGCAUCGCCUGCAUUCGCAGCCAAGCAUGAUGAGAAGCAGGAAACGCGAGAAAAGCAAGUGGAAAAAAGUGAGAAAGUUGUAAAGAAAGAAGAGAAGAAAAAACAAGAAAAGAAGAAACAAGAGUUAAAGAAAAAACAAGAG
Gsp-3-1 GAUUUUGGUGGCGUCGAUGCUCGUCGCCUCUCCGGCGUGGGCGGCCGCCAAGCCUGCUGGCAAAGCGCAUGAGCGCGAAACGAUGGUGAAGAAAGUGGAAGUCGUCGUCAAGAAGAAGACGGAACAAAAGGAAACAGAGGCGAAGAAAAAACAGGAAUCGUCCAAGCAACAAAAAUGGCU
Gth-2-1 GAUUUUGGUGGCGUCGAUGCUCGUCGCCUCUCCGGCGUGGGCGGCCGCCAAACCUGCGGGCAAAGCGCAUGAGCGCGAAACGAUGGUGAAGAAAGUGGAAGUCGUCGUCAAGAAGAAGACGGAACAAAAGGAAACAGAGGCGAAGAAAAAACAGGAAUCGUCCAAGCAACAAAAAUGGCU
Gsp-1-1 CGAUUUUGGUGGCGUCGAUGCUUGUCGCCUCUCCGGCGUGGGCGGCCGCCAAGCCUGCGGGCAAAGCGCAUGAGCGCGAAACGAUGGUGAAGAAAGUGGAAGUCGUCGUCAAGAAGAAGACGGAACAAAAGGAAACAGAGGCGAAGAAAAAACAGGAAUCGUCCAAGCAACAAAAAUGGC
Afl-1-2 AAAAAGGACUACCAAUUUUACUAGCAUCGAUGCUUUUUGCUUCGCCUACUUUUGCCGCAAAACAUGAUGGAGCUAAACAUGUACAGAAAAGCUAUCUCGUAGUGAAAAAAGAAGAAGCGAAGAAAAAACAGGAGUUAGCAAAGCAGAAAAAAGAAGAAUUAGCAAAACAAAAAAUGUUGA
Cth-1-1 GUCGGGGGCAUAAUGUUGGCAAUUUCCUAAUUGAGGGAGGAAUUUGGCUGGCCAAACACGAAGUAUUAAUAAAUUUACGAAGUAUUAACAAACUCACUUGAUUUUUGGCAUUGAAUUGAAUCAGUGUUCAGUUUGAAAAGUUUACCGGUGUGUACUUCAUAAAGGUAGGGAUGCACAAGA
Pal-1-2 AUUCAUGGCGAGAUGCCCCACCCUAGCUGCCUAUUAAUAAAAUCUAUUGAUAGGAAGUGAAUAACGGAUGAAGACUGGGAGAAAGCGGAGUGCCCGAAGAUUGUUCGCAAUGACGGUAAUGACCAUCAUGAUGUUCGUAUCUUCGUUGGCGCCGGCUUACGCAGGAACGACUGUUUCCGC
Pde-1-3 AUGGUAAGCAAUACCCCCUAGCUGCCUAUUAAUAUAAUCUAUUGAUAGGAAGUGAAUAACGGAUGAAGACUAGGAGAAAGCAGAGUGCCCGAAGAUUGUUCGCCAUGACGGUAAUGACCAUCAUGAUGUUCGUCUCUUCCUUGGCGCCGGCUUAUGCAGGAACGACUGUUCCCGCAGCAA
Sne-1-1 CUUUUUUAGUGUUUAAAAUUACCUGGCAUGAGUUUGGCGUCAAGAUAUAGUUAGAAAGGAUUAAGAGAUUCUUUAAGUUAUCAAUUUAGAAGCUUUGCAGUUGUUGGUAACUUACGCUUUGAUUCACUAUCAUAAACAGAAAGAAGUGUAAAAAUGAAUAAGAAAAGAAUUUCGUUCAAA
Bce-1-2 UUUUAUUAUUCAUUAUAAGGGUUACUUAAUAGAUAUUGGUUUACACAUAUUUAUAAGAAUAGGGGGAUACAUAAUGUUUACGACUAGUGAAAGGCUUUCAACUGCUAAUUUUAGAAUUAUUUAUUUUGAUAAGAAAAAUAAACUUACUAAGGAAUUACAACAAAACAUAUCAAAAAUUAU
Ssp-1-1 ACAGUUACGAGGUGAAGCUGCAUCCGAUGCAGAAUUCUCCUUAACAUAUACGCGUGAUUACGAAAUGAUUGAAUCAUUGCCCAAAAAACAGACCUUGAAGCAGUAUAUAUAAAUACCCACUCUAUGUAUGGAACGAAGAACACUCCCCCCUUCAAUAUGAUAGAUCAACGGAUUAUAAAA
Pmu-3-6 GUGCUCCUUUUUUGCUUGGAAGGAAUGCGGAUGGCCCGCCACUCCCGGAUGCUCUUCGACCAGGCCCUAACGACCGCAAAUUUUCUUUGGCAGCGCGCCAAAAGGAGACUACGGCUAUGAAUAGCGGUGAAUUACAUAGAAAUCCUCAGGUAAAGGGGAGAGGCGGCGGCCGGAAGAGAA
Pmu-1-6 GCUCCUUUUUUGCUUGGAAGGAAUGCGGGAUGGCCCGCCACUCCCGGAUGCUCUUCGACCAGGCCCUAACGACCGCAAAUUUUCUUUGGCAGCGCGCCAAAAGGAGACUACGGCUAUGAAUAGCGGUGAAUUACAUAGAAAUCCUCAGGCAAAGGGGAGAGGCGGGGGCAGGAAGAGGAA
Pmu-2-7 GCUCCUUUUUUGCUUGGAAGGAAUGCGGGAUGGCCCGCCACUCCCGGAUGCUCUUCGACCAGGCCCUAACGACCGCAAAUUUUCUUUGGCAGCGCGCCAAAAGGAGACUACGGCUAUGACUAGCGGUGAAUUACAUAGAAAUCCUCAGGCAAAGGGGAGAGGCGGGGGCAGGAAGAGGAA
Osp-1-1 CGUUCUUUGGGAGGGCUAUUUUUUAUGGGAAAAGAAGGAGAAUGUAAAGAUGGCGAAAGAAUUAUUGCAAAAAGAUGUAUUGGAAAGUCAUAUUCAUGAAUUGUUGUAUCUAUUAGGUGAGAAUCCUGAUCGUGAAGGAUUAAAGGAAACGCCGAAGCGAGUGGCAAAAAUGUAUAGGGA
Ean-1-1 AACUGCCGGUCUUGCUUGUACUUUAAUGCUCACUCCGCUCGGCUCAAUCGACGCCAAGAGUAAGACAUCGAAGUAUGACCGCAACAAGAAUGGGAUCCAUGACAGCUGGGAAAAGAAGUACAAGCUCAAAGGAAAGAAACUGGCCCAGCAAGAUACAGACCAUGAUGGGUUAAGUAACUA
Bsp-12-1 UUCGCGCUCAUAAUGUCUAUUUUUGUCUAUUUUUGUAUGUUUGUGUACUUUUAGUUUUUAAAGGAGGUGAGGCAACAGCGGAUAGCCGGUUUAAUGAAUCAUUAUUCUGUUCAUCAUGAAGGAGGUUUCAUAGGAAUGUCAUUCUGGAAGAAACUCUCGACCGUCGCGCUGACUGCUGUC
Bbr-1-1 UUUGCGCUCAUAAUGUCUAUUUUUGUCUACUUUUGUAUGUUUGUGUAUUUUUAACUUUUAAAGGAGGUGAGGCAACAGCGGAUAGCCGGUUUAAUGAAUCAUUAUUCUUUUCAUCAUGAAGGAGGUUUCAUAGGAAUGUCAUUCUGGAAGAAACUCUCGACCGUCGCGCUGACUGCUGUC
Bsp-13-1 UUUGCGCACUCAUUGUCUGUUUUUGUCCAUUUUUGUAGGUAUGAGGAAUUUUCUGUCUGUCCCGGUCAAGGAGGUGAGGCUGCGAAAAGCUGUCGGAUUGUUGGAACCUUUUCACGAAAAUACAAGGAGGCUUCAUGAGAUGUCACUUUGGAAAAAACUUUCUGCCGUCGCAUUGACCGC
Bba-1-3 GAGAAGUGGAUGUAAUCGAUCAGGAAUGGAUGGCACUAAUACUGGAAGCAAAAGACCUUGGGCUAUCAAUUGAGGAUGUUCGUGAUUUUCUUAAUCGAGACAAUUUUAAAGAAAGCUGAUGUACAUAUGAAAUUAAAAAGCAUUCCACAAAAAAUGACAUUUUUUGUGGAAUGCUUUUCU
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Bme-3-1 GGAAGUAUUGGAGCUUCGUAUAUGAGGCCGCGCAUCGUGGCUUUUAUUCCGGCGCACAAUGAAGAAAAAUCAAUUCGCGACUGCUUGGCAGGAUUAGGCGAUCAGCUUCUUCCCAAUAACGUGGAGCUCGAUGUGUUUGUGAUUGCAGAUAACUGUACGGACCGCACAAAAGAAAAAGCG
Bsp-13-2 GCAUGGGGAAUGGCCUUUUUUAUGCUCACAUGGAAGAAAGGAGGCGCCAUUUUAUCGAUCAACACUAGACUUGUACAUGAAAAAACAAAGAGAGAGAAAAAUGGAGUGGAGUAUUAUGUACAAACUGGUUGAUUCAGCACAAUCUUUGGCUCUUUUCCAUCAAAUCAAGGAAAGUGUCUG
Bbr-1-2 UCGAUGGAACGGCCUUUUUUUGUGUUUCGUUUUUUGAAAGGGGGAUGAAAGCACUCUCAUUUUUGCAACAGAAUGGAAAAACAUAACUUUUGGGACGUCAAACAUACACAACACGGUAAUCAGAAAACGAUGGAGUGGAGAAGUUAUGUACAAACAAGUAGAAACCGUACAAGAGUUAGC
Bsp-12-2 UCGAUGGAACGGCCUUUUUUUGUGUUUACAUUUUUGAAAGGAGGAUGAAAGCACUUUCAUUUUCGUAACGGAUGGAAAAACAUAACUUUUGAGACGUCAAACAUACACAACAUGGUUCAAUCAGAGAAAAUGAUGGAGUGGACGAGUUAUGUACAAACAAGUAGAAACCGUACAAGAGUU
Gsp-3-2 AAUGCUAGUUGGGUGCCUCGCUGCUGCCUUGUUGUUUUCAUCAGGAUGGGCAACAGCCGAAGCCAAGGGGAAACAACAAUCCAAGCCAAAAUGGGCCGAUAAAAACAAAGACGGCAUCCCGGAUGAUUGGGAACUGAAGUACAAACUCGGUCUAGGGAAAAACGUCGCCAACCAGGACAA
Gsp-1-2 AAUGCUAGUUGGGUGCCUCGCUGCUGCCUUGUUGUUUUCAUCAGGAUGGGCAACAGCCGAAGCCAAGGGGAAACAACAAUCCAAGCCAAAAUGGGCCGAUAAAAACAAAGACGGCAUCCCGGAUGAUUGGGAACUGAAGUACAAACUUGGUCUAGGGAAAAACGUCGCCAACCAGGACAA
Tco-1-3 CAGGUGACGCAAGUUUGAUCAUCCGGGGAGAGACGCUUGAUUUCGAUGAAAUCACGCGAAGUUUGAAUGUGGAGCCGGCGAGAUGCCUGAGAAAGGGCGGAAAGGUGUCGGUCGGCGGCAAGAAAGUGUCCAAGGAUUUCUGGAUGUACCGGGUGAAAAUGCGCGGCAACGACCCCGUCG
Bsp-1-1 AGUGAAAACUAGUUCUCCCCUUUUCUUUUUCUAUUCUAUUUGUUUAGUGAUUUACGAUCUAUUUCUUUAACACCGUUCAUUAUUUGUACUGUAAAACCUACGCAAAUCAAAACAAGACUGAAAACUAUAAAAUAUGCUGCAAACAUGUACCUUCACCUCGUUAUUGAUUUUCUAUUUCUA
Bsp-8-5 GGAUCGAAUUAUUGCUGGAAGCAAGAAAUGUUGGUUUGACCUUGGGAGAAGUAGAGAGCUUUUUUAGAAGAGAACAUGAUUUUUGGAUCAGGCAGGAAAAUAUAACAGAAACUGAUUGAAAUUUUUACUUAAGAACAACAGGAACAUACAUAGAACCAAGAAACGUCUACCCUUCCGGUA
Bme-3-2 ACGAACUAGAUAAAGAAUGGCUACAACUUAUUUACGAAGCAAAACAGCUGGGCUUAUCUAGCAAAGAAAUUAAGGAUUUUUUACAACAAAAUAAAGAACGAUAAUAAAAAACCAUUAGAACCUAGGUUCUAAUGGUUUUUUUGCUGCUACGUAUACUUUUGUUUUCUAGAGAUUUUUGUU
Psp-5-1 AGUCCGCCCAGGUUAUUUCUUAUGAUCGGUUCCCCGGAAACGUUGACCCGGAAUGGGUGAUUUUGCUCGCCAUGGCAAAGGAGGAGGGGGUCUCCAUUGAUGAGGUUCGGCGUUUUUUAGCCGGAGAUCGCCCUUAUUUAAAAGAGUGGUAUUUACAUAACAAAUAGAUGAUAAAGAAGA
Ppe-1-2 GUCCGCCCAGGUUAUUGUUCGUGAUCGGUAUCCCGGGGAAAUCGACCCUGAAUGGGUGGCUCUGCUCGCUAUGGCCAAGGAGGCGGGGAUAUCCGUCGAGGAGGUUCGACGCUUUUUGUCGGGAGAACGAUCAUCAAAUUAUGCACAAUGGCAUUUACAUAAUAAACAGCUGGAAAAGGG
Psp-1-2 UCCGCCCAGGUUAUUGUUCGUGAUCGGUCCCCUGGGGAAAUCGAUCCUGAAUGGGUGGUUCUGCUCGCUAUGGCCAAGGAGGCGGGGAUAUCCAUCGAGGAGGUUCGACGCUUUUUGUCGGGGGAACGAUCAUCAAAUUAUGCACGAUGGCAUUUACAUAAUAAAUAGCUGGAAAAGGUA
Pte-1-2 UCCGCCCAGGUUAUUGUUCGUGAUCGGUAUCCCGAGGAAGUCGACCCUGAAUGGGAGGCUCUGCUCGCUAUGGCCAAGGAGGCGGGGAUAUCCAUCGAGGAGGUUCGGCGCUUUUUGUCGGGAGAACGAUCAUCAAAUUAUGCACAAUGGCAUUUACAUAAUAAAUAGCUGGAAAAGGGA
Esp-1-2 UUGUUCGCACUGAUUGUGGUGCGACCUGCCGCCACUGAAGCGGCGAGCGCGCGUGUCGAUACACGGACGGGGAAAGUCGACGUGUACAUCUCGAACCAGGACAAAGGGUCAUUCAAGUUCGAGGUGCGACAAGGCAAGCAGGUCCGUACUUACGAUGUCUAUAAAGGGAAGAAUCAUUUC
Bce-12-1 UUUAAUGGCAUUGAAGAGUAGAACUUUUUUCAUAGUAUGUUUGUACCAGAACCUAGAAACAUUGAAUUUUAUAGGGAGGGUAACGUAUGUAUUUAAAAAGAAUAACUUCGAUUUUUUCGAUUAUAAUGAUUUUUAUGUUUACUAUAGGUCAAAGUCUUUUACCUAUAAUAGCAAAUGCAC
Pel-1-5 UCUUAUUUUUUUAUGUACAAAAACAACGGGUUGGGGGCAGUUCGGCGUGAAAAAAAUCUUGAUCGUGGACGAUUCGCUAUUCAUGCGAAUGAUACUGAGAAACGUAAUUCAGGAAUUGGGUUACGAAACGGUAGCCGAGGCGAGCAAUGGACUGGAAGCGCUGACAUUAUACUCUGAAUU
Pal-1-3 UUCGGUAAGUGGGGAUCUUUUUUAUUGCUUGUAAACUUCAUAUCGCACUCCGUAUUUGUAUAAAGGCAAAGCCAUUGAAAAAUGGUGACGCAAAGCUAUAGGGGCUACAGCGUAUCUUGCUAAGCCAGCCAGUUACCAAUCAUGAAGCAGGGCAGUGCUGAAUCGAUCAUUCAGUUGUUU
Bsp-10-1 GUUGAAAUGACAGAAAAUUUAGAUAAGGAGUGGGUAGAUCUAAUAACGAAUGCAUUAGAGAUGGGCAUUUCAUCCGCAGAAAUUAGAGAUUUCUUACAUAAUUAUCGCAAUCAUAGUUCAUUUAAACUCUAAUUUUAUGAAUAUUUACGUAUUUUCGUUCUAAAUAUCUAACAAACCCUU
Osc-1-2 CUAUUUGACGUAAUGGUAGACCUAGUGGUUGUUUUCGAAAACCCAAUUAAAUAGAGUGAGGAGGUUUAGAAAGUGGAUUAUAAGGUUUGGAUGUAUAUUUUGUUAGCUGUUGUUUUCCUACUAUUAUUGUCUUUAUAUUAUAUUUUACGAAAACCAACACAUCACCACCAUCAUGAAAAU
Bce-1-3 AUACAUAAUUACUCACAACAUAAGAGAGGGAUUACAUCAUGAAAAGCUUUUUUAAGAGAUUUACCUUUACAUGGAACGCCAAAUUAAGAACAAAAUUACUAUCAAGUUUUAUAUUAAUUUGUAUUAUUUUUAGUAUUGGGAGUGUUGUUUCGUUUACUAGUAUGAGGAAUACAAAUCAAU
Tco-1-4 UUUUUUGCGGUCCGGUGUUUGCGUCCCCGCCUGCGGGGGAGGAACAUGUCGGAUAGAACGCUUGCGAGGAAAGCAUUCGGUUGGAAGGGGGGAAUUGAUGUCAUUCUGGCGGCGGCAUCCGUCGCCUUCACGAUCUUGCCGGCGACGCCGGCUUUUGUGUCCGGUUCCGGGUGGGCCGGA
Btu-1-1 AUGACAGAGGAGGGUGAAGAAAUUGGAGAACUUUCCAAAUAAACCCUCAUCCGGGGGGGGGGGGGGGGGGGGGGGGGGGGGUAUAAAUCCCCUAAAAACCCAAAUAAAUACAAUCCCCUGUGGCGGAGUGUAGAUGAGAUCCUUCAACGCGAAACGAUUGAAGUGGUUUAUCAGCCCAUC
Osc-1-3 GAUAGUUUUUUAUUGGAAUAUUUUCAAUUGGCAAUUUCUACCAUUGUAAUAGGGUAAAAUGUAAUUUGGUGGGGGGAGAGCCUAUGAGUGAGAUUAUAAUUAUUAAAGAGAAAGACUUAGUACGUGAUAUUGUUCUAGAAAAACUUACAGAACAUAUGCCAGAUUAUUCUUGGAGAGCUA
Lmo-2-1 UUAAAUCUACUUAACUGUAAAGAAUGCAGUUUACAUAUUGACCAACACAGAAAGGUGUUACCCGCCUAAUAAAAAAAACGUGAGUUUGGCGGGGCUGUUUUCAUGUCUGAAUAGCAGUUGAAACCCUCUGGACUUACGGGUUGGAGGGCGUUUUUAUGUUUAUUCAGUAUGCCACAGAAU
Bcy-1-1 UAUUUACGUACCUUUAAAUGAGAAAUAAUAUCAAUUUAGGGGCUAAAACAUUAUAUUAUUUAACUAUACAAAAAAUAAGGAGGAAGUGCUUUUAUGAGGAAAUAUUGGCAUAAGUUAUCGUUUUUACAGAAAAAUGUAUUGCUGACUGUCUUGGUCAUUUUUACGCUUGUUGGAAGUAUG
Bwe-1-1 UUUUUUGGUUUAUAUUUGAGAAUUGUUAUCAAUUAAAGGUGUGUUUUGAAAUUAUUAUUUUGUAUUAACUGAAUUAAGGAAGGUAAUGUGAAUGAAAAAAUAUUGGCAUAAGCUAUCGUUUCUUCAAAAGAAUGUAUUGUUAACUGUACUCGUUAUUUUAACGCUUGUUGGUACUAUGGG
Bth-6-1 UUCUCGAACAUAUUGAGAAUCAUUUCAAACAAAAUAUUCAUAUAUUUUGUUUUUUUUUGUUUUAAGUAAUUAAGGAAGGUGAAUAUUGAUGAAAAAGUAUUGGCAUAAGUUAUCGUUUCUUCAAAAGAACGUCUUAUUAACUGUAUUAGUUAUUUUGACGCUUGUUGGAAGUAUGGGCGC
Bce-39-1 UUCUCGAACAUAUUGAGAAUCAUUUCAAACAAAAUAUUCAUAUAUUUUGUUUUUUUGUUUUAAGUAAUUAAGGAAGGUGAAUAUUGAUGAAAAAGUAUUGGCAUAAGUUAUCGUUUCUUCAAAAGAACGUCUUAUUAACUGUAUUAGUUAUUUUGACGCUUGUUGGAAGUAUGGGCGCGU
Bce-38-1 UUCUCGAACAUAUUGAGAAUCAUUUCAAACAAAAUAUUGAUAUAUUUUGUUUUUUUGUUUUAAGUAAUUAAGGAAGGUGAAUAUUGAUGAAAAAGUAUUGGCAUAAGUUAUCGUUUCUUCAAAAGAACGUCUUAUUAACUGUAUUAGUUAUUUUGACGCUUGUUGGAAGUAUGGGCGCGU
Bce-42-1 UUCUCGAACAUAUUGAGAAUCAUUUCAAACAAAAUAUUUAUAUAUUUUGUUUUUUUGUUUUAAGUAAUUAAGGAAGGUGAAUAUUGAUGAAAAAGUAUUGGCAUAAGUUAUCGUUUCUUCAAAAAAACGUCUUAUUAACUGUAUUAGUUAUUUUGACGCUUGUUGGAAGUAUGGGCGCGU
Bth-9-1 UCUCGAACAUAUUGAGAAACAUUUUCAAACAAAAUAUUCAUAUAUUUUGUUUUUUUGUUUAUGUUAAUUAAGGAAGGUGGAUAUUAAUGAAAAAAUAUUGGCAUAAGUUAUCGUUCCUUCAAAAGAACGUCUUAUUAACCGUAUUAGUUAUUUUGACACUUGUUGGAAGUAUGGGUGCAC
Bce-6-1 UCUCGAACAUAUUGAGAAACAUUUUCAAACAAAAUAUUCAUAUAUUUUGUUUUUUUUGUUUAUGUUGAUUAAGGAAGGUGGAUAUUAAUGAAAAAAUAUUGGCAUAAGUUAUCGUUCCUUCAAAAGAACGUCUUAUUAACCGUAUUAGUUAUUUUGACACUUGUUGGAAGUAUGGGUGCA
Bce-13-1 UCUCGAACAUAUUGAGAAAUAUUUUCAAACAAAAUAUCCAUAUAUUUUGUUUUUUUGUUUGUGUUGAUUAAGGAAGGUGGAUAUUAAUGAAAAAAUAUUGGCAUAAGUUAUCGUUUCUUCAAAAGAACGUCUUAUUAACCGUAUUAGUUAUUUUGACACUUGUUGGAAGUAUGGGUGCAU
Bth-1-1 UCUCGAACAUAUUGAGAAACAUUUUCAAACAAAAUAUCCAUAUAUUUUGUUUUUUUUGUUUGUGUUGAUUAAGGAAGGUGGAUAUUAAUGAAAAAAUAUUGGCAUAAGUUAUCGUUCCUUCAAAAGAACGUCUUAUUAACCGUAUUAGUUAUUUUGACACUUGUUGGAAGUAUGGGUGCA
Bce-17-1 UCUCGAACAUAUUGAGAAACAUUUUCAAACAAAAUAUCCAUAUAUUUUGUUUUUUUGUUUGUGUUGAUUAAGGAAGGUGGAUAUUAAUGAAAAAAUAUUGGCAUAAGUUAUCGUUCCUUCAAAAGAACGUCUUAUUAACCGUAUUAGUUAUUUUGACACUUGUUGGAAGUAUGGGUGCAU
Bce-15-1 UCUCGAACAUAUUGAGAAACAUUUUCAAACAAAAUAUUCAUAUAUUUUGUUUUUUUGUUUAUGUUGAUUAAGGAAGGUGGAUAUUAAUGAAAAAAUAUUGGCAUAAGUUAUCGUUCCUUCAAAAGAACGUCUUAUUAACCGUAUUAGUUAUUUUGACACUUGUUGGAAGUAUGGGUGCAU
Bth-14-1 UCUCGAACAUAUUGAGAAACAUUUUCAAACAAAAUAUUCAUAUAUUUUGUUUUUUUUGUUUAUGUUGAUUAAGGAAGGUGGAUAUUAAUGAAAAAAUAUUGGCAUAAGUUAUCGUUCCUUCAAAAGAACGUCUUAUUAACCGUAUUAGUUAUUUUGACACUUGUUGGAAGUAUGGGUGCA
Bsp-11-1 UCUCGAACAUAUUGAGAAACAUUUUCAAACAAAAUAUUCAUAUAUUUUGUUUUUUUGUUUAUGUUAGUUAAGGAAGGUGGAUAUUAAUGAAAAAAUAUUGGCAUAAGUUAUCGUUCCUUCAAAAGAACGUCUUAUUAACCGUACUAGUUAUUUUGACGCUUGUUGGAAGUAUGGGUGCGU
Bce-4-1 UCUCGAACAUAUUGAGAAACAUUUUCAAACAAAAUAUUCAUAUAUUUUGUUUUUUUGUUUAUGUUAGUUAAGGAAGGUGGAUAUUAAUGAAAAAAUAUUGGCAUAAGUUAUCGUUCCUUCAGAAGAACGUCUUAUUAACCGUACUAGUUAUUUUGACGCUUGUUGGAAGUAUGGGUGCGU
Bce-26-1 UCUCGAACAUAUUGAGAAACAUUUUCAAACAAAAUAUUCAUAUAUUUUGUUUUUUUUGUUUAUGUUGAUUAAGGAAGGUGGAUAUUAAUGAAAAAAUAUUGGCAUAAGUUAUCGUUCCUUCAAAAGAACGUCUUAUUAACCGUACUAGUUAUUUUGACGCUUGUUGGAAGUAUGGGUGCG
Bth-11-1 UCUCGAACAUAUUGAGAAACAUUUUUAAACAAAAUAUUCAUAUAUUUUGUUUUUUUUUGUUUAUGUUAGUUAAGGAAGGUGGAUAUUAAUGAAAAAAUAUUGGCAUAAGUUAUCGUUCCUUCAAAAGAACGUCUUAUUAACCGUACUAGUUAUUUUGACGCUUGUUGGAAGUAUGGGUGC
Bce-11-1 UCUCGAACAUAUUGAGAAUCAUUUUCAAACAAAAUAUUCGUAUAUUUUGUUUUUUUGUUUUUAAUUUUGAUAAUUAAGGAAGGUGAAUAUUAAUGAAAAAGUAUUGGCAUAAGUUAUCAUUUCUUCAAAAGAACGUCUUAUUAACUGUCUUAGUUAUUUUGACGCUUGUUGGAAGUAUGG
Bth-4-1 UCUCGAACAUAUUGAGAAACAUCUUUAAACAAAAUAUUCAUAUAUUUUGUUUUUUUGUUUAGAAUCAUUAAGGAAGGUGGAUAUUAAUGAAAAAAUAUUGGCAUAAGUUAUCGUUCCUUCAAAAGAACGUCUUAUUAACCGUAUUAGUUAUUUUGACACUUGUUGGAAGUAUGGGCGCGU
Bth-3-1 UUCUCGAACAUAUUGAGAAACAUCUUUAAACAAAAUAUUCAUAUAUUUUGUUUUUUUGUUUAGAAUCAUUAAGGAAGGUGGAUAUUAAUGAAAAAAUAUUGGCAUAAGUUAUCGUUCCUUCAAAAGAACGUCUUAUUAACUGUAUUAGUUAUUUUGACACUUGUUGGAAGUAUGGGUGCG
Bce-30-1 UCUCGAACAUAUUGAGAAACAUCUUUAAACAAAAUAUUCAUAUAUUUUGUUUUUUUGUUUAGAAUCAUUAAGGAAGGUGGAUAUUAAUGAAAAAAUAUUGGCAUAAGUUAUCGUUCCUUCAAAAGAACGUCUUAUUAACCGUAUUAGUUAUUUUGACACUUGUUGGAAGUAUGGGCGCGU
Bce-36-1 UAUUUAUAACCGUUUGAGAAUGGUUAUCGAUUAGGUAUAAAAAUAUUUUAAUAUUUAAAUUUUAUGUGGGUUUAAUUUAGAAAGGUGAUGUUAAUGAAAAAAUAUUGGCAUAAGCUAUCGUUUCUUCAAAAAAAUGUAUUGUUAACUGUACUCGUUAUUUUGACGCUUGUAGGUAGUAUG
Bth-21-1 UUUUUAUUUGCAAAUAAAUGAGAAUUGUUAUCGAUUGUUAAUAAGGUUUAUAUUUUAAUAGUUUUUCUUUAUAUUGAGUUAAUUAAGAAAGGUGAUGUUAAUGAAAAAAUAUUGGCACAAACUAUCAUUUCUUCAAAAGAAUGUAUUGUUAACUGUGUUAGUUAUUUUGACGCUUGUUGG
Bce-29-1 UUUUUAUUUGCAAAUAAAUGAGAAUUGUUAUCAAUUGUUAAUAAGGCUUAUAUUUUAAUAGUUUUUCUUUAUAUUGAGUUAAUUAAGAAAGGUGAUGUUAAUGAAAAAAUAUUGGCACAAACUAUCAUUUCUUCAAAAGAAUGUAUUGUUAACUGUGUUAGUUAUUUUGACGCUUGUUGG
Bce-18-1 UUUUUAUUUACAAAUAAAUGAGAAAUGUUAUCAAUUGUUAAUAAGGUUUAUAUUUCAAUAGUUUUUCUUUAUAUUGAGUUAAUUAAGAAAGGUGAUGUUAAUGAAAAAAUAUUGGCACAAACUAUCAUUUCUUCAAAAGAAUGUAUUGUUAACUGUGUUAGUUAUUUUGACGCUUGUUGG
Bth-10-2 UUGCAAACAAAUGAGAAACCUUAUCAGUUGUUGAUAAGGUUUUUAUUUUAAUAGUUUUCCUUUAUAUUAAGUUAAUUAAGAAAGGUGAUGUUGAUGAAAAAAUAUUGGCACAAGCUAUCAUUUCUUCAAAAGAAUGUAUUGUUAACUGUGUUAGUUAUUUUGACGCUUGUUGGUACUAUG
Bce-33-2 UUGCAAACAAAUGAGAAACCUUAUCAGUUGUUGAUAAGGUUUCUAUUUUAAUAGUUUUCCUUUAUAUUAAGUUAAUUAAGAAAGGUGAUGUGAAUGAAAAAAUAUUGGCACAAGCUAUCAUUUCUUCAAAAGAAUGUAUUGUUAACUGUGUUAGUUAUUUUGACGCUUGUUGGUACUAUG
Bce-16-2 UUUGCGAACAAAUGAGAAACCUUAUCAGCUGUUGAUAAGGUUUCUAUUUUAAUAGUUUUCCUUUAUAUUAAUUUAAUUAAGAAAGGUGAUGUUGAUGAAAAAAUAUUGGCACAAGCUAUCAUUUCUUCAAAAGAAUGUAUUGUUAACUGUGCUAGUUAUUUUGACGCUUGUUGGUACUAU
Bce-27-1 UUGCAAACAAAUGAGAAACCUUAUCAGUUGUUGAUAGGGUUUCUAUUUUAAUAGUUUUCCUUUAUAUUAAGUUAAUUAAGAAAGGUGAUGUUGAUGAAAAAAUAUUGGCACAAGCUAUCAUUUCUUCAAAAGAAUGUAUUGUUAACUGUGUUAGUUAUUUUGACGCUUGUUGGUACUAUG
Bth-13-1 UUGUAAACAAAUGAGAAACCUUAUCAGUUGUUGAUAAGGUUUCUAUUUUAAUAGUUUUCCUUUAUAUUAAGUUAAUUAAGAAAGGUGAUGUUGAUGAAAAAAUAUUGGCACAAGCUAUCAUUUCUUCAAAAGAAUGUAUUGUUAACUGUGUUAGUUAUUUUGACGCUUGUUGGUACUAUG
Bce-14-1 UUGUAAACAAAUGAGAAACCUUAUCAGUUGUUGAUAAGGUUUCUAUUUUAAUAGUUUUCCUUUAUAUUAAGUUAAUUAAGAAAGGUGAUGUUGAUGAAAAAAUAUUGGCACAAGCUAUCAUUUCUUCAAAAGAAUGUAUUGUUAACUGUGUUAGUUAUUUUGACGCUUGUUGGUACUAUG
Bce-47-1 UUGCAAACAAAUGAGAAACCUUAUCAGUUGUUGAUAAGGUUUCUAUUUUAAUAGUUUUCCUUUAUAUUAAGUUAAUUAAGAAAGGUGAUGUGAAUGAAAAAAUAUUGGCACAAGCUAUCAUUUCUUCAAAAGAAUGUAUUGUUAACUGUGUUAGUUAUUUUGACGCUUGUUGGUACUAUG
Ban-5-1 UUGCAAACAAAUGAGAAACCUUAUCAGUUGUUGAUAAGGUUUCUAUUUUAAUAGUUUUCCUUUAUAUUAAGUUAAUUAAGAAAGGUGAUGUUGAUGAAAAAAUAUUGGCACAAGCUAUCAUUUCUUCAAAAGAAUGUAUUGUUAACUGUGUUAGUUAUUUUGACGCUUGUUGGUACUAUG
Bce-28-2 UUGCAAACAAAUGAGAAACCUUAUCAGUUGUUGAUAAGGUUUCUAUUUUAAUAGUUUUCCUUUAUAUUAAGUUAAUUAAGAAAGGUGAUGUGAAUGAAAAAAUAUUGGCACAAGCUAUCAUUUCUUCAAAAGAAUGUAUUGUUAACUGUGUUAGUUAUUUUGACGCUUGUUGGUACUAUG
Bce-25-1 UUGCAAACAAAUGAGAAACCUUAUCAGUUGUUGAUAAGGUUUCUAUUUUAAUAGCUUUCCUUUAUAUUAAGUUAAUUAAGAAAGGUGAUGUUGAUGAAAAAAUAUUGGCACAAGCUAUCAUUUCUUCAAAAGAAUGUAUUGUUAACUGUGUUAGUUAUUUUGACGCUUGUUGGUACCAUG
Bce-2-1 UUACAAACAAAUGAGAAACCUUAUCAGUUGUUGAUAAGGUUUCUAUUUUAAUAGUUUUCCUUUAUAUUAAGUUAAUUAAGAAAGGUGAUGUUGAUGAAAAAAUAUUGGCACAAGCUAUCAUUUCUUCAAAAGAAUGUAUUGUUAACUGUGUUAGUUAUUUUGACGCUUGUUGGUACUAUG
Bce-44-1 UUGCAAACAAAUGAGAAACCUUAUCAGUUGUUGAUAAGGUUUUUAUUUUAAUAGUUUUCCUUUAUAUUAAGUUAAUUAAGAAAGGUGAUGUUGAUGAAAAAAUAUUGGCACAAGCUAUCAUUUCUUCAAAAGAAUGUAUUGUUAACUGUGUUAGUUAUUUUGACGCUUGUUGGUACUAUG
Bth-7-1 UUGCAAACAAAUGAGAAACCUUAUCAGUUGUUGAUAAGGUUUCUAUUUUAAUAGUUUUCCUUUAUAUUAAGUUAAUUAAGAAAGGUGAUGUUGAUGAAAAAAUAUUGGCACAAGCUAUCAUUUCUUCAAAAGAAUGUAUUGUUAACUGUGUUAGUUAUUUUGACGCUUGUUGGUACUAUG
Bth-15-1 UUUUAUUUGCAAACAAAUGAGAAACCUUAUCAGUUGUUGAUAAGGUUUCUAUUUUAAUAGUUUUCCUUUAUAUUAAGUUAAUUAAGAAAGGUGAUGUUGAUGAAAAAAUAUUGGCACAAGCUAUCAUUUCUUCAAAAGAAUGUAUUGUUAACUGUGUUAGUUAUUUUGACGCUUGUUGGU
Bth-22-1 UUUUAUUUGCAAACAAAUGAGAAACCUUAUCAGUUGUUGAUAAGGUUUCUAUUUUAAUAGUUUUCCUUUAUAUUAAGUUAAUUAAGAAAGGUGAUGUUGAUGAAAAAAUAUUGGCACAAGCUAUCAUUUCUUCAAAAGAAUGUAUUGUUAACUGUGUUAGUUAUUUUGACGCUUGUUGGU
Bce-7-1 UUUUUUAUUUGUAAACAAAUGAGAACUUUUAUCAUUUAUUAAUAAGGUUUAUAUUUUAAUAGUUUUACUUUAAAUUAAGUUAAUUAAGAAAGGUGAUGUUAAUGAAAAAAUAUUGGCAUAAGCUAUCAUUUCUUCAAAAAAAUGUAUUGUUAACUGUGUUAGUUAUUUUGACGCUUGUUG
Bce-21-1 UUUGUAAACAAAUGAGAAUUGUUAUCAUUUAUUGAUGAGGUUUAUAUUUUAAUAGUUUUACUUUAUACUAAGUUAAUUUAGAAAGGUGAUGUUAAUGGAAAAGUAUUGGCACAAGCUAUCAUUUCUUCAAAAAAAUGUAUUGUUAACUGUAUUAGUUAUUUUGACGCUUGUUGGUAGUAU
Bmy-1-1 UUUGUAAACAAAUGAGAAUCGUUAUCAUUUAUUGAUGAGGUUUAUAUUUUAAUAGUUUUACUUUAUACUAAGUUAAUUUAGAAAGGUGAUGUUAAUGGAAAAGUAUUGGCACAAGCUAUCAUUUCUUCAAAAAAAUGUAUUGUUAACUGUAUUAGUUAUUUUGACGCUUGUUGGUAGUAU
Bce-8-2 AUUUGUAGACAAAUGAGAAUUGUUGUCAUUUAUUAAUAAGGUUUAUAUUUUAAUAGUUUUACUUUAAAUUAAGUUAAUUAAGAAAGGUGAUGUUAAUGAAAAAAUAUUGGCACAAGCUAUCAUUUCUUCAAAAAAAUGUAUUGUUAACUGUGUUAGUUAUUUUGACGCUUGUCGGUACUA
Bce-32-1 GUUUAUAAACAAAUGAGAGCCGUUAUCGUUUAUUAAUAAGGUAUAUAUUUUAAUAGCGUUACUUUAUAGUAAGUUAAUUAAGGAAGGUGAUGUUAAUGAGAAGAUAUUGGCAUAAGUUAUCAUUUCUUCAAAAAAAUGUAUUGUUAACUGUGUUAGUUAUUUUGACGCUUGUCGGUACUA
Bce-12-2 UCUUUAUUCAUAUUGAGAACCAUUUUCAAACAAAAUAUUCUUAUAUUUUGUUUUUUUUUGCUGGAGAUAUUAGGGAAGGUGAAGUUAAUGAAAAAAUAUUGGCAUAAGUUAUCGUUUCUUCAAAAGAAUGUAUUGUUAACUGUAUUAGUUAUUUUGACGCUUGUUGGUAGUAUGGGGGCG
Bsp-9-5 CCUAUUCUUCCUAAUAAUUAUUUUUUCACUUCUAUUUUUUUAUAGUAAUUUGAGAACCGGUUGUACGUCCGAACUCCUGGAUUAAUUGAUGGUCAUGUUAUGUCUCCGUUCGUUUACUAAGAGAUACGGAUUGAUGACGGUAAUAAAGAAAUCCAGUCGAACAGGACUGGAUUUCUUCAA
Pal-1-4 CCAAUGGCCUUUUUUUGCGCACAAAGGUUGGGGUAAAUGAUGGAAAUUGUGUUGCUGAUGUGGGACGAAUGUACUUCCUAUAAAAACAUAGCUUCGUUGAUGGAUCGAUUUAUCCCGUAUGUUACGCCUGAAAAAUACAAACGGUUAGACAGACUUCGAGAGCAUAAAGACCGUUACCGC
Psp-5-2 UUUGUCGUCUAUGUCCGAUUCCGAAUAAGCCGAGGAACCUCAUCGAGGGAGGGAACUGAAGUGGUGCUUGUACUGUCAUUAUUGCUGAUGACCGCCAUUCUGCUAUUCGCCCAUCCGACAAGAGAGCCAAAUCGUUGGGCCGGUUCAGUCGCUUUUUUCUCUGUACUCGGAGAGUUGACU
Bsp-3-1 UGAAGUGGACGAAAUAAACUCACAGGAUGGUGAAAACACCACUAAAGAUACUGCUGAAUAUAACAGUCAGCAAAUGGAACUAACUAAAAUAAAAAAUAACCUGAACCAGGCUCAGAAGAUCGCAAAUAUUGGAAGCCUGGAGUACGAUGUUGAAAACGAUAGAGGGUUUUGGUCAGAUCA
Bsp-8-6 GCCUAAUCCAUUUAUUAAAGAGAGGGAGAUCAAUGUUUUACCCGACAUUUUUAUGCAAAGAUACUAAUCAGAGGCAUCUGGUCAAAGACUCGAAUUUCUGUGAAUGCGGCUAUAAGUACAAAGGCUUUACCACAUUCAUCAAAAAAGAUUUCAAAAAAAUCCAAUUUAAGCAGAGUGAUG
Bsm-1-1 AAUUUGCCUAAAUUUUAGGAAAGGAUUGAAUUCAAUUGAAAAAAACGUUUACAACUGUCCUUAUUGCGGAUGACUCUCAGUUUAUGAGGAAUCAUUUAAAACAACUUUUGUCCAAUGACAACUUCAAGGUUGUGGCUGAAGCUUCCAACGGUUGUGAAGCCAUUACACUCUAUCAAAAAG
Bsp-3-2 AGAAAGGUUGAAACCUAUGAUUUUCCCGACAGUUUACAGUAAAGAAACCAAUUUAAGACAUGUAGUUAAGGACCGAAACAAAUGCAUAUGUGGUUUUAGGUAUCAUGUUUUUUCUACUUUUACAAAAAAUGAUUUCAAGAAGAUUCAAUUUAAAAAAGUAGAUAAUGUCACCUGCCCUAA
Bsp-2-4 UUGCCUUAACAUUAGAAGGGAAUGAUCAAAGUGAAUAAAACUGUACUUAUUAUUGACGAUUCAACUUUUAUGAGAAACAUGCUAAAAAAUGUGUUAUCUGAAAGCAAUUACCUAGUUAUUUCCGAAGCAUCAAAUGGUAAUGAUGCCAUUUCUUUAUACCAAGAAUUCAAUCCAGAUAUU
Bce-1-4 UUUUUAUUAACGAAAACGUUUUCGUGAACAAGAGUAAUAUAUUCACAAGUGGAGGAGGAAUGAUGUUGAAGCAAGAAAAGGCAAAAAAUCUAGUGUUCAGUAAGUCGUUUAAGUAUGUAAUUGUAUUUCUCCUUCUCUCUUUCAGCGCACUCAUAACUAAAUUAUUCGAUCUUCCCUUAG
Bsp-9-6 CAACAGCGGUCCUGCAUGAAUAAAAAACCUAGGUGGGAGGAAUGGGAGCAUCAGAAAAGACGAGUUAAGAAUGACUUCGACAAAAUACUGUUAACGGGAGGAAAUAAGUGUGAAGAAAUUUGUAUCAUCUAUUUUAGUAAGCUCUUUGCUUAUCGGCAGCUUUAUUGCGCCAUUGCCCAA
Pdo-1-2 CAACAAGAACACCACAUACAACAUUACAUUGUAAGGACAGGGGCUGAUGAUUUACUAACAUCUUUUGAAGAAAUACUUAAUAAGAGGAGGGAAAACAUGACAGUAAAAAAACUACUCACUCAUAUGAUGGUGGCUGCAGUUGCACUGAGCGGCUUUGCAGCUUCUAUCGCACCUACUCAC
Bco-3-4 GGAAGAACUCGAUGUAGAAUGGAUGGAAUUAGUCAAGGAAGCUCUAUCAGUAGGUAUUACAAAAACAGAAAUAAAAGAGUUCUUACAGUCACAGACCAAUCCAACAAAUAGACAAGUGAUCAAAACGAGCUAAUACAUAACACAUAUAGACAUAUGUUUUAAGAGGAGGUCAUACUGGCU
Bsp-6-1 CAGAGAGACUCGACAAUCUUUUAGUCGGGUCUUUUUUGUGCGUAAAAAAUAGGAGGAAAGUACUAUGAGUGAUGAUUUGAGAAUGGGUCUAUUGGAGGAUCAGAUUCGAAACAUGCUGGAAUUGCUCGGGGAAGAUCCAACUCGAGAGGGUUUACGUGAUACACCGAAGAGAGUAGCAAA
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Bsp-3-3 AUGUAAAGGUCGAAGAAAUUGAUUUGGAGUGGCUGCAGUUAAUUAUGGAAGCAAAGAACUUAGGCCUGCAAAAGGAAGAAAUUAGAGAGUUUUUACAUAAUAACAGAGCCAAAGAGCUUCUGAUCGAAGCUUAAUAUCCGGUAGGUAUUGCUAAGUAUUUCUGUUAGAGGUAUCUCUAUA
Bsp-9-7 UUGGAUCUUGAAUGGAUUACACUAAUCAAAGAAGCAAUGUCUGUAGGGGUCACCAAAGAUGAAAUCCUAGAAUACCUACAUACGAAUAAAGAAGAGAGCAGAGUGCUAGUUAAAUGAAAAAAGCUAUUCCCAUAAUAAAAUGUACCCUAUAGAGUAGACACUUAAAAAAGUCUACCUAUA
Bsp-8-7 UGCAGGAAAUGGACAUGGAAUGGGUCGCACUAAUUACUGAGGCGAAGGAAAUAGGCCUGAAAAAAGAAGAUAUACUUAACUUUCUUGCCGGCCAGCCGGCAGUGGAUCUGGUAGCGGAUAACGGCUGAAAACUAACAACAGAAUAUAGAAAGCUAAGUGUUUCUCUUCAGGAGAAAUGCU
Osc-1-4 GACCUUGAUUAUGAGUGGAUCUUGUUAAUUAGGGAGGCGAAGGAGUUGGGUAUGACGAUAGAAGAAAUUAGACUGUUUCUAAAAGAGGCAAAAAGGUUUACAUAAUUGUAAAUAUCUAUGUACUUUAUAUAGAACUGCUCACCUGUUUUGUGAUAUAAUUCGCUUGAAAGAGGUGAGUCG
Bce-36-2 AUAAUAAGGUAUUUGUUUUAAGAUGGCCCAUUUUAUUGUUCUUAGGCUGAAGGCGGAUGGUAUUCGAAGAAAUAGCCAAUCUCUUUGUUGUUAAGGAGAUUAAUAGAGAGGUGUGAGUAUGAAGAGUAAACAGAUUAGUAUAUUUGUCAUUUGUUUAAUGGUAAUGCAAAUUAUUGUACA
Bth-14-2 UUUAGGAGGGAACUAUGCAAAUGAAAAGUACUAAAAGACAUAUUUCAAUGGUUUCAUUAGUUUUUCUAGUAUUAUUUUCAGUGCUGAAUGUGUGGGCUCCAGUUAUUCAAGCUGCUGUGAUGAAAAGUCCAGUGGACGAAAUUAAUAUUUCCCGUACUGAUGGCACGACAUCUGAACCAU
Bce-4-2 UUUAGGAGGGAACUAUGCAAAUGAAAAGUACUAAAAGACAUGUUUCAAUGGUUUCAUUAGUUUUUCUAGUAUUAUUUUCAGUGCUGAAUGUGUGGGCUCCAGUUAUUCAAGCUGCUGUGAUGAAAAGUCCAGUGGACGAAAUUAAUAUUUCCCGUACUGAUGGCACGACAUCUGAACCAU
Bce-43-2 UUUAGGAGGGAACUAUGCAAAUGAAAAGUACUAAAAGACAUAUUUCAAUGGUUUCAUUAGUUUUUCUAGUAUUAUUUUCAGUGCUGAAUGUGUGGGCUCCAGUUAUUCAAGCUGCUGUUAUGAAAAGUCCAGUGGACGAAAUUAAUAUUUCCCGUACUGAUGGCACGACAUCUGAACCAU
Bth-11-2 UUUAGGAGGGAACUAUGCAAAUGAAAAGUACUAAAAGGCACAUUUCAAUGGUUUCAUUAGUUUUUCUAGUAUUAUUUUCAGUGCUGAAUGUAUGGGCUCCAGUUAUUCAAGCUGCUGUGAUGAAAAGUCCAGUGGACGAAAUUAAUAUUUCCCGUACUGAUGGCACGACAUCUGAACCGU
Bth-22-2 UUUAGGAGGGAACUAUGCAAAUGAAAAGUACUAAAAGGCAUAUUUCAAUGGUUUCAUUAGUUUUUCUAGUAUUAUUUUCAGUGCUGAAUGUGUGGGCUCCAGUUAUUCAAGCUGCUGUGAUGAAAAGUCCAGUGGACGAAAUUAAUAUUUCCCGUACUGAUGGCACGACAUCUGAACCGU
Bce-44-2 UUUAGGAGGGAACUAUGCAAAUGAAAAGUACUAAAAGGCACAUUUCAAUGGUUUCAUUAGUUUUUCUAGUAUUAUUUUCAGUGCUGAAUGUGUGGGCUCCAGUUAUUCAAGCUGCUGUGAUGAAAAGUCCAGUGGACGAAAUUAAUAUUUCCCGUACUGAUGGCACGACAUCUGAACCGU
Bth-6-2 AUAGGAGGGAACUAUGCAAAUGAAAAGUACUAAAAGGCAUAUUUCAAUGGUUUCAUUAGUUUUUCUAGUAUUAUUUUCAGUGCUGAAUGUGUGGGCUCCAGUUAUUCAAGCUGCUGUGAUGAAAAGUCCAGUGGACGAAAUUAAUAUUUCCCGUACUGAUGGCACGACAUCUGAACCGUA
Bth-2-2 AUAGGAGGGAACUAUGCAAAUGAAAAGUACUAAAAGACAUAUUUCAAUGGUUUCAUUAGUUUUUCUAGUAUUAUUUUCAGUGCUGAAUGUGUGGGCUCCAGUUAUUCAAGCUGCUGUGAUGAAAAGUCCAGUGGACGAAAUUAAUAUUUCCCGUACUGAUGGCACGACAUCUGAACCGUA
Bce-15-2 AUAGGAGGGAACUAUGCAAAUGAAAAGUACUAAAACACAUAUUUCAAUGGUUUCAUUAGUUUUUCUAGUAUUAUUUUCAGUGCUGAAUGUGUGGGCUCCAGUUAUUCAAGCUGCUGUGAUGAAAAGUCCAGUGGACGAAAUUAAUAUUUCCCGUACUGAUGGCACGACAUCUGAACCAUA
Bth-19-2 AUAGGAGGGAACUAUGCAAAUGAAAAGUACUAAAAGGCAUAUUUCAAUGGUUUCAUUAGUUUUUCUAGUAUUAUUUUCAGUGCUGAAUGUGUGGGCUCCAGUUAUUCAAGCUGCUGUGAUGAAAAGUCCAGUGGACGAAAUUAAUAUUUCCCGUACUGAUGGCACGACAUCUGAACCGUA
Bth-1-2 AUAGGAGGGAACUAUGCAAAUGAAAAGUACUAAAAGACAUAUUUCAAUGGUUUCAUUAGUUUUUCUAGUAUUAUUUUCAGUGCUGAAUGUGUGGGCUCCAGUUAUUCAAGCUGCUGUGAUGAAAAGUCCAGUGGACGAAAUUAAUAUUUCCCGUACUGAUGGCACGACAUCUGAACCGUA
Bce-30-2 AUAGGAGGGAACUAUGCAAAUGAAAAGUACUAAAAGGCAUAUUUCAAUGGUUUCAUUAGUUUUUCUAGUAUUAUUUUCAGUGCUGAAUGUGUGGGCUCCAGUUAUUCAAGCUGCUGUGAUGAAAAGUCCAGUGGACGAAAUUAAUAUUUCCCGUACUGAUGGCACGACAUCUGAACCGUA
Bce-6-2 AUAGGAAGGAACUAUGCAAAUGAAAAGUACUAAAAGACAUAUUUCAAUGGUUUCAUUAGUUUUUCUAGUAUUAUUUUCAGUGCUGAAUGUGUGGGCUCCAGUUAUUCAAGCUGCUGUGAUGAAAAGUCCAGUGGACGAAAUUAAUAUUUCCCGUACUGAUGGCACGACAUCUGAACCAUA
Bce-13-2 AUAGGAGGGAACUAUGCAAAUGAAAAGUACUAAAAGACAUAUUUCAAUGGUUUCAUUAGUUUUUCUAGUAUUAUUUUCAGUGCUGAAUGUGUGGGCUCCAGUUAUUCAAGCUGCUGUGAUGAAAAGUCCAGUGGACGAAAUUAAUAUUUCCCGUACUGAUGGCACGACAUCUGAACCGUA
Bth-4-2 AAUAGGAGGGAACUAUGCAAAUGAAAAGUACUAAAAGGCAUAUUUCAAUGGUUUCAUUAGUUUUUCUAGUAUUAUUUUCAGUGCUGAAUGUGUGGGCUCCAGUUAUUCAAGCUGCUGUGAUGAAAAGUCCAGUGGACGAAAUUAAUAUUUCCCGUACUGACGGCACGACAUCUGAACCGU
Bth-3-2 AAUAGGAGGGAACUAUGCAAAUGAAAAGUACUAAAAGGCAUAUUUCAAUGGUUUCAUUAGUUUUUCUAGUAUUAUUUUCAGUGCUGAAUGUGUGGGCUCCAGUUAUUCAAGCUGCUGUGAUGAAAAGUCCAGUGGACGAAAUUAAUAUUUCCCGUACUGAUGGCACGACAUCUGAACCGU
Bce-32-2 AUAGGAGGGAAUUAUACAAAUGAAAAGUACUAAAAGGCAUAUUUCGAUGGUUUCAUUAGUUUUUCUAGUAUUAUUUUCAGUGCUAAAUGUGUGGGCUCCAGUUAUUCAAGCCGCUGUGAUAAAAAAUCCAGUGGACGAGAUUAAUAUUUCCCGUACUGAUGGUACAACGUCUGAACCAUA
Bwe-1-2 UUAGGAGGAAAUUAUGCAAACGAAAAGUACUAAAAGGCACAUUUCAAUGAUUUCAUUAGUUUUUCUAGUAUUGUUUUCAGUGCUGAAUGUAUGGGCUCCAGUUAUUCAAGCCGCUGUGAUAAAAAAUCCAGUGGACGAGAUUAAUAUUUCUCGUACUGAUGGCACAACAUCUGAACCAUA
Bce-11-2 AUUAGGAGGAAAUUAUGCAAACGAAAAGUACUAAAAGGCACAUUUCAAUGGUUUCAUUAGUUUUUCUAGUAUUAUUUUCAGUGCUGAAUGUAUGGGCUCCAGUUAUUCAAGCCGCUGUGAUAAAAAAUCCAGUGGACGAGAUUAAUAUUUCUCGUACUGAUGGCACAACAUCUGAACCAU
Bce-8-3 AGGAGGAAAAUAUGCAAGCAAAAAGUACUAAAAGGCACAUUUCAAUGGUUUCAUUAGUUUUUCUAGUAUUAUUUUCAGUGCUGAAUGUGUGGGCUCCAGUUAUUCAAGCUGCUGUGAUGAAAAGUCCGGUGGAUGAUAUUAGCAUUUCCCGUACUGAUGGCACGAUAUCUGAACCAUAUC
Bce-21-2 AAGGAGGAAAAUAUGCAAGCGAAAAUUACUAAAAGGCACAUUUCAAUGGUUUCAUUAGUUUUUCUAGUAUUAUUUUCAGUGCUGAAUGUAUGGGCUCCAGUUAUUCAAGCCGCUGUGAUAAAAAAUCCAGUGGACGAGAUUAAUAUUUCCCGUACUGAUGGCACAACAUCUGAACCAUAU
Bce-29-2 CAGACUUUUUGUUUUUUUAUAAAGUGUUAUAAACGUUCCAUCUAUAUGGAAGUGGAUUACUAUACGAUUUAUAUACAGAAUAUUCAAAAAUAAGGAGGGAGCGAAUUGGGGAAAAAGGUUGGUAAAUUUGGACGUAUACUUCUUGCGGGAGGGAUAUUAUUUACACAAGUUGGUGUACUA
Bth-12-3 UGGACUUUUUGUUGUCUCAAAAAAAAUAAAUAGGCACACUGUUCGAAAGGAUAGGUCGCAAAGCUAAGAGUCUAAGGUAAUGAAAAUUACUAUGAUAGUCUGGUUGCAGUUUGGAUUUUCACACAUGUUGUGAUAUAUGAAAAUCGAAAAGGCAACCAGGCUUUUUAUUUUUUCAGAAUA
Bth-16-3 AGGCUUUUUAUUUUCUAGGAAUACACAUUAAGAUUGUAAAUUUAGCUAAAAAACAAAUUUGAUGUUCGAAAUAUUCGGUAUAUAUAAAGUGAGGGAGGGAAGUACAUUGCAAAAUCAAAUAGGGAAAUUUGGGCGUAUACUUCUCGCUGGAGGAAUAUUAUUUACACAAGUUGGUGUGCU
Bth-4-3 GGACUUUUUAUUGUCUCAAAAAAAAUAAAUGGGCACACUGUUCGAAAGGAUAGGUCGCAAAGCUAAGAGUCUAAGGUAAUGAAAAUUACUAUGAUAGUCUGGUUGCAGUUUGGAUUUUCACACAUGUUGUGAUGUAUGAAAAUCGAAAAGGCAACCAGGCUUUUUAUUUUUUAGGAAUAC
Bce-18-2 AGGCUUUUUAUUUUCUAGGAAUACACAUUAUGAUUGUAAAUUUAGCUGGAAAAUAAAUUUAAUGUUCUAAAUAUUAAGUAUAUAGAAAGUGAGGUAGGGAAGUACAUUGCAAAAUCAAAUAGGGAAAUUUGGGCGUAUACUUCUCGCUGGAGGAAUAUUAUUUACGCAAGUUGGUGUGCU
Bth-21-2 AGGCUUUUUAUUUUCUAGGAAUACACAUUAUGAUUGUAAAUUUAGCUGGAAAAUAAAUUUAAUGUUCGAAAUAUUAAGUAUAUAGAAAGUGAGGUAGGGAAGUACAUUGCAAAAUCAAAUAGGGAAAUUUGGGCGUAUACUUCUCGCUGGAGGAAUAUUAUUUACGCAAGUUGGUGUGCU
Bth-9-3 AGGCUUUUUAUUUUCUAGGAAUACACAUUAUGAUUGUAAAUUUAGCUGAAUAAUAAAUUUAAUGUUCGAAAUAUUCGGUUCAUAAGAAGUGAGGGAGGGAAGUACAUUGCAAAAUCAAAUAGGUAAAUUUGGGCGUAUACUUCUCGCUGGAGGAAUAUUAUUUACGCAAGUUGGUGUGCU
Bth-20-3 AGAUUUUUUAUUGUCUCAAAAAGAAAAAAUAAAUGGGCACACUGUUCGAAAGGAUAGGUCGCAAAGCUAAGAGUCUAAGGUAAUGAAAAUUACUAUGAUAGUCUGGUUGCAGUUUGGAUUUUCACACAUGUUGUGAUGUAUGAAAAUCGAAAAGGCAACCAGGCUUUUUAUUUUCUAGGA
Bce-19-3 AGGCUUUUUAUUUUCUAGGAAUAUACACUAUGAUUGUAAAUUUAGCUAGAAAAUAAAUUCAAUGUUCGAAAUAUUCGGUAUGAAGGAAGCAAGGGAGGGAAGUACAUUGCAAAAACAAAUAGGGAAAUUUGGGCGUAUACUUCUCGCUGGAGGAAUAUUAUUUACACAAGUUGGUGUGCU
Bth-3-3 GGACUUUUUGUUGUCUCAAAAAAAAUAAAUAGGCACACUGUUCGAAAGGAUAGGUCGCAAAGCUAAGAGUCUAAGGUAAUGAAAAUUACUAUGAUAGUCUGGUUGCAGUUUGGAUUUUCACACAUGUUGUGAUAUAUGAAAAUCGAAAAGGCAACCAGGCUUUUUAUUUUUUCAGAAUAC
Bce-48-3 AGGCUUUUUAUUUUCUAGGAAUAUACAUUACGAUUUGUAAAUUUAGCUGAAUAACAAAUUAAAUGUUCGAAAUAUUCUGUACAUAUAAAGUGAGGGAGGGAAGUACAUUGCAAAAUCAAAUAGGGAAAUUUGGCCGUAUACUUCUCGCUGGAGGAAUAUUAUUUACACAAAUUGGUGUGC
Bth-19-3 GGACUUUUUGUUUUCUU...................................................................................................................................................................
Pel-1-6 GGCUAUUUGUCAUGCACCGCAAGAACAAACGAGUAACAUGCGUAUUUUCCCGAUUAAGGAAAAAAAUGGGCAUGCAAACAUUUUCCCCUCCUUGGAAUUGCAGUAUAAUACAGUCAACUUUAUAUACUCUUUCCACUAUUAAGUACCGGAGGCGUAUCAUGCGAGUUCACGAAAUUGUUA
Baz-1-1 UCAGACUCAAGACAUUAAACUACCCACAAUUGAUUUAGAGUGGUUACAAUUACUUUUAGUUGCAAAAUCAAUGGGACUAUCGAUUGAGGACAUAAGGGUAUUUUUAAGAAAUAAUAGCGACAAUGUUGAAAUGUAGGAUAUGAGCCUUUCUAAUAAUGAACAUUCAUGAUAAGAUGUUAU
Pmu-1-7 AGGGAUAUUUUGUAUGAAAAGGAGGCGAAAUCCAAGAUGAAGCUGGUGAAUCUCGAGACGGGAGAAAUCCUGGCGUGGGAACUGCGUACAGCGAAAACCUUCAUGCAGAGGCUGCGCGGCCUGAUGUUCUCGAAAGAGCUGCCGGAGGGCACCGGCCUUCAUAUCCGUCCCUGCCGCUCA
Pmu-2-8 AGGGAUAUUUUGUAUGAAAAGGAGGGGAAAUCCAAGAUGAAGCUGGUGAAUCUCGAGACGGGAGAAAUCCUGGCGUGGGAACUGCGUACAGCGAAAACCUUUAUGCAGAGGCUGCGCGGCCUGAUGUUCUCAAAAGAGCUGCCGGAGGGCACCGGCCUUCAUAUCCGUCCCUGCCGCUCA
Bli-1-1 UUAUUUCCAAUAUAAUGUUUUAUUGGAAACGACAAAUCUGUGACAGCGUUUUUCGCUCAUCGCAAAACCGCAACAUUGCAUUGCGGCUUGGCUGUUCGCAUCGUCAUACAUAACAAGAGAUAAAGGAGGAAUAAAGAAUGGGAAACACAUUUUACCCGCUGACACAUGCUCAAAGGCGAA
Bsp-6-2 UUUCUGUCAUUUCGUCUAUUUUAAUGAAAUAGACUUGGUUCUUUUGAUAUAGAGGGUAAAGGGGAUCGUAUUGGUGUAGAAAACAUAGAAGAGCGGAGGAUGAGAAUGAGUACAGUUUAUUACCCCUUAACACAUGCACAAAAGCGAGUAUUCUAUACAGAAAGAUUUUAUCCAGGUACA
Bsp-7-1 UUUCUGUUAUUCCGUCUAUUUUAAUGAAAUAGACUUGGUUCUUUUGAUAUAGAGGGUGCAGGGUAUCACAGUUGGUGGAGAAAACAUAGAAGAGCGGAGGAUGAGAAUGAGUACAGUUUAUUACCCCUUAACACAUGCGCAAAAGCGAGUAUUCUACACGGAAAGAUUUUAUCCAGGCAC
Bpu-2-1 AUUCUGUCUAUUUUAAUGAAAUAGACUUGGUUCUUUUGAUAUAGAGGGUGCAGAGUUGUCACAUUGGUGGAGAAAACAUAGAAGAGGCGGAGGAUGAAAAUGAAUACAGUUUAUUACCCCUUAACACAUGCGCAAAAGCGAGUAUUCUACACGGAAAGAUUUUAUCCAGGUACAAGCAUU
Bpu-1-1 AUUCUGUCUAUUUUAAUGAAAUAGACUUGGUUCUUUUGAUAUAGAGGGUGCAGGGUUGUCACAUUGGUGGAGAAAACAUAGAAGAGGCGGAGGAUGAAAAUGAAUACAGUUUAUUACCCCUUAACACAUGCGCAAAAGCGAGUAUUCUACACGGAAAGAUUUUAUCCAGGUACAAGUAUU
Axy-1-1 UUUAAAAGAUUGAUUAAGUGUCAUUUGCAAGGAAAACAUAAGAUUAGUAUUAUCACUGGUGCAUGUGUAAGGUGUAAUUAUGAUCGGAAUGAACGUUCACAAAUGUUAAGGGUUCGCUGAGCGGAAAUCAUAACUAUUUUGAUAAGUUCUUUACUAGUUUGCUAGUAAGGGCUUUUCUUU
Oih-1-1 GGUUGAUCAAGAGUGGGUACGUUUAAUCAAACAAGCGAGAGAAUUGGGACUUACAAUCGAAGAGAUAAGACAGUUCAUAAUGGUUACAGGUCAGAAGGUGUAAUUUGUAUGAACAACGUACGCAAUAUAGAACUAUUCGCUGCAGUUAUGUUAUAAUUUGCAGUGAAAGUAGGUGAUGAG
Bce-1-5 AGAUGGUGGCAGUAGAUGAGGAGUGGAAAGGUUUAUUGAAGGAAGCGAGAGAUUUGGGGUUAACGCCAAAAGAUAUUAGAAUAUUUUUGGCGAAAAAAAGCUAUGAAAAAAAAGUACAUAGUUGAAAAUAAUCAUUCCUACUAUGUAAUCGGUCGUUUCAGGCAUUAAUAUUGUUUAUAA
Pla-1-1 AUUGCGUUAUUCGUAUUGGCUCCGGUUGUACAUGCUUCCCAAACGGGAGAUUGGCUGGAUCUGGAGCAGCUUGAUCGCGGAGUCAUCGCCGUUCGCUAUGACGUGAAAGCGGACGUGAAGACAAAGCUUUUGAUUGCAAAAGGGCAAAACAAGUAUACAUAUACGCUUUUACCGGACAAG
Pel-1-7 CACAACUUUGCUGCUGGCAGCACCAAAAGGAACAUAUGCCGCAACCGAAAACUACCAAAUCGACCAAACCGCUCUGGAUAAAGGUCUCAUCGCGGUAAAUUAUACUCCAGAUACCGAUACGAAAACGAUUGUUCGAAUCUCGAAGGGCAAUGAUAACUACGACUAUACCCUGACGAACGG
Pte-1-3 UUUUUCAUGUUGUCCACAACACUCUUAAAUUCGACAACUUACGCUGCUGAUAGUGAUAGUGUUGCAUGGUUGGAUCAAAACAAUGUAAAUCAUGGUACGGUCAGUGUGCGUUACCCUGUUAAACCUAACAUUAAAACCAAGAUUUUGGUUACCAAAGAUGCGCAAAAAUACUCUUAUAAU
Ppo-3-1 UUUUCAUGCUGUCCGCAAUUCUCUUAAAUUCGACAAUUUACGCUGCUGAUAGUGUUGCAUGGUUGGACCAAAACAAUGUAAAUCAUGGGACGGUCAGUGUGCGCUACCCUGUUAAACCUAACGUUAAAACCAAGAUUUUGGUUACCAAAGAUGCACAAAAAUACUCUUAUAAUCUAACAC
Psp-3-2 ACUUGUCUGCUUUUUCUUGUUACCCCCACUCUUUACGCCAAAGCUGUUGCACCUGAACAGCAAGCAGUAGCUCCCGCGUCCAAUCCCGUAUUUCAAUAUCGUGAUCCUGGUUUCGUAAACGUACAAUACGAUGUAAAGCCCGGUCUUAAAACUAAGCUUUUAAUUCAAAAAGGCGAUGAA
Ppo-1-1 GCUAUGCCUCUCUCGAAAAAAGCCCUGAUCGCUAUGAUCAGGGCUUUUUUCUAUUGGGAUAGUCAUGUCAGCCUAGCAUGCUGAAUAUACUAAUUUCGAACGAAGCAUUGCCAUAUUACGAUGAAUAGGAGAAUUACUUGGAGCAUGAGAACAAAAAUAAAUGUAAUGAUCAUUGCCUUA
Ppe-1-3 GCUAUGCCUCUCUCCAAGAAAAGCCCUGAUCGCUAAGAUCAGGGCUUUUUUCUGUUGGGAUAGUCAUGCCAGCCUAGCACGCUGAAUAUACUAAUCUCGGAAGCAUUGCCAUAUUACAAUGAAUAGGAGAAUGACUUGGAGCAUGGGAACAAAAAUAAAUGUUAUGAUCAUUGCCUUAUU
Psp-1-3 ACUAUGCCUCUCUCGAAGAAAAGCCCUGAUCGCUAAGAUCAGGGCUUUUUUCUGUUGGGAUAGUCAUGCCAACCUAGCAUGCUGAAUAUACUAAUCUCGGAAGCAUUGCCAUAUUACAAUGAAUAGGAGAAUGACUUGGAGCAUGGGAACAAAAAUAAAUGUUAUGAUCAUUGCCUUAUU
Ppe-1-4 ACGUCAUGCACUCCCCGUAGUUAUGCUUUUUUCUUUGUUGCCCGUCGGUUUUGGUGAAUCCCUGUCCGUGGCGAAUGCCGCUGCAUUACAGCCUGUUAGUUCGGACGCUUCUACUCAGGCCCGUGAACUAUACAGCUAUUUACUCAGCAUCUCGGGGAAAAAAAUAAUCACCGGUCAGCA
Psp-1-4 ACGCCAUGCACUCCCCGUAGUUAUGCUUUUUUCUUUGUUGCCCGUCGGUUUUGGUGAAUCUCUGUCCGUGGCGAAUGCCGCUGCAUUACAGCCUGUUGAUUCGGACGCUUCUACUCAGGCCCGUGAACUAUACAGCUAUUUACUCAGCAUCUCGGGGAAAAAAAUAAUCACCGGUCAGCA
Ppo-1-2 ACGUCAUGUACUCCCCGUUAUUAUGCUUUUAACAUUGUUGCCCGUCGGUUUUGUUGAUUCUCUGUCUGUAGCGAAUGCCGCUUCAUUACAACCUGUUAAUUCGGACGCUUCUACUCAGGCCCGUGAACUAUACAAUUAUUUACUCAACAUCUCAGGGAAAAAAAUAGUCACCGGUCAGCA
Ppo-3-2 ACGUCAUGUACUCCCCGUUGUUAUACUUUUUUCUUUGUUUCCCGUCGGCUUUGGUGAUUCUCUGUCUGUGGUGAAUGCCGCUUCAUUACAACCUGUUAAUUCGGACGCUUCUACUCAGGCCCGUGAACUAUACAAUUAUUUACUCAGCAUCUCUGGAAAGAAAACAGUCACUGGUCAGCA
Pte-1-4 CGCAGUGUACUCCCCGUUGUUAUGCUUUUUUCUUUGUUGCCCGUCGGUUGUGGUGAAUCUCUGUCCGUGGCGAAUGCUGCCACAUUACAGCCUGUUAAUUCGGACGCUUCUGUUGAGGCUCGUGAACUAUACAACUAUUUGAUCAGCAUCUCAGGAAAAAAAAUGGUCACAGGUCAACAU
Bsp-9-8 UGAAUUUAAUCCAUCGAUUUUUUGCAGGUUAUUAUGCUAUGCUUCUUGAGGAUUGCCUGGAUCAGGAAUUAAAAGGAGAUUUAUCUCGAAAAAUAAAAUAUCAUGAAUCUAAAAUAAGCACCUGAUUUUAGGUGCUUAUUUUUAUACCGUGAUCCUAUUUGCUCAUUGACUGCCAGAAAC
Sin-1-1 UUUUGAAUCAAAAGAGGCGAUGGAACGAUGAGACUUUUUCAACUCCUUCAAGGUAAGAACUUUUCCCAUCAUUAUCAACCGAUUAUCAAAUUAAGCAAUGGAGACAUUGCCGGAUUAGAAGCCUUGUUUCGUCCGCAUUUUUUUCAUUAUCCGGAGCAUGCAUUUCAGCAGGCAAAGAAG
Bsp-2-5 GCGAAUUGGAUGUUGAAUGGAUUCAAUUAAUUUUAGAAGCAUUAGAAAUGGGAAUUGAUAAGGAAGAUAUUAGGAAAUUUUUAAAAGAAAAAAAGGCGAAGUAACACCACAUUUUUCACUUACAUAGUGUCAUUCGGAAAUAGAGGAUGUCAAAGUUGGAUGAAAAGUUGCUGUUUUUCA
Osp-1-2 GCAGUUGAUCAAGAGUGGGUAUUGCUAAUUAAGAAUGCAAAGAGAUUAGGUUUGACUAUGGAGGAGAUACGACAAUUUCUGCUCGGUGCAGGGCAAAAGGCAUAAUUUUCAAGAAAUACCGUACUUUAUAUAGAACUAUUCACUGUAAUUAUGAUAUAAUCUGCAGUGAAAGUGGGUGAG
Bbr-1-3 GGGGCCUCUUUAUUUUUCAAAAGGGAGUGGUUGUAGCAUGUCAAUCCUUCAAACACUGGACAAGCAGUACAUCAAUGGGGAGUGGCGCGACGGACUUGGCGCGAAGACAUUGCAAGAUAUCAACCCUUACAACGGGGAAAUCAUCGCAGAAUUCAAAAUGGCAAAUCUGGAGGAUAUCGA
Bsp-12-3 GGGGCCUAUUUACUUUACAAAAGGGAGAGGUUAAAGCAUGUCAAUCCUUCAAACACUGGACAAGCAGUACAUCAAUGGGGAGUGGCGCGACGGACUUGGCGCGAAGACAUUGCAAGAUAUCAACCCUUACAACGGGGAAGUCAUCGCAGAAUUCAAAAUGGCAAAUUUGGAGGAUAUCGA
Bce-1-6 GAAGGUCCUUUUUCGAUUGGAAUGUUGUGGGGGACUGCACUCAGUAUCCCAUUAUAGUUAUCCAUUUUUGGGUGGAUUAAGCUAAUUAGUAUGUAUAUGUUAUAACAUUAAUUUUAGAUUGUUUUGAAACGUUAUAUUUCUAAAAUAAAUAAGCCCCCUUAACCUAUGAAGAUUAAGGGG
Baz-1-2 UCCAUGUGUUGAAAAUUUUUAUGAAGGUCGGUUAUUAUUUACACCGUUAUUUACAAGGGUACAAUGAAGUACUGUCAAAUGACGCCUUAUGUGAAGAACUUAAAUCUAAGUUCAGAUCUAAAGCAAUAUACCAUGGGCAUAAAGCUAAGAGUUUAUUAUCAAGAUUUUAAUGGAAUGCCG
Bba-1-4 UGUUACUAUUUAUUGCAGGUCUAAUCGUCGGUUCUUUUGCCAUGCUCUUCACCAUGAGUUUAAUGGUUGCGGCUAAAAGAGGUGAUGAAGCAGGGGACGGUUCUUUUGCUUCGUUUUCCAUUCCAUCAGAACAAUAAAGGGGUAAGUCACGCUGCUUUCAGCAGUGGGACUUACCCUUUU
Bba-1-5 ACUUGAGAAAAAAUGCACCUAGAAGUAAAUGUGGAUACUUAACGGCAAAGGAACAAAAAAUUGUCGAAUGGUAUGAAAGUAAAAGGUUAGAGGCAAAACAAAGGAAAUUGGCUUUGAAUGAUGUUAAAUGAGAAAAAACUUUCUUUUCCAAAAGGAUGUUUGUGGGGAAUUUUAAUAUCA
Bce-1-7 AUAAUUCUUUAUAUUGUAUCAGUCGGGAUAUUGUGUUUCUAAAGAAGCUAAUGUACAAAGCGAAGGAACGAUUAGGUACGAUGAAUGACCCACUGUUGCUAGAAAUUAGUCAAUUUUUAGAUGUAAAACUAAAUCAACAUGGAGAAUUGUUAAAAUCCCAUAAAAAAACGGAGGGAAGUA
Pla-1-2 GAGGUUUUUUAUUUUUCGCUAAGAGCUACCGAAUCUUCACAGCGGCGAUAAAUAGGAGAUCGAUUUCAUUAUUAAUCACUUAUUCUUAACAAGGAAGAAGGGAAAAUAAUGGGCCAAAGAACAUUGCUGAAAGUAAACGAUCAUUUUCCUAAUAUCCUCAGCAUCUCUGAAAUUAAAGAA
Pla-1-3 GGUUUUUUUGACGUUCCAAAAAACAACGGCGGCUUCGCUAUAACAAAGAAACUAGUCUGGUGUUGAAGGGGGACGCUAUUUCAUUACAGAAUGCUAAGAGGAUUUUUCUGUUCGUUAACAAUCAGACAUUAAUGAAUCGAUAAUCCGGGAGGUUGAUGGUCAUGGAACAAACGACAAGUG
Bsp-3-4 UCAGGUCUGCCUUUUGGCAGGCCUCUUUGCGGUUUAGAGGUUUGUUAAUGUUUAGAUAGGGAAACGAAUUAAUGACUGAAAAAUCUAAUAAUAGGAGGAGAAUUUAUUGAGUGUACAAUUUGGAACGGUGGAAUACUUUGAAAAGGAGAUUAAAGCUUAUCUGACAAAUAAUCGCUUAAA
Baz-1-3 UGGAUUUUUAUUUUGCCAUUGAAAGGAGGAUAGAGAUUUUUGAAGACUAAAAGUUUAUUAAAUAAUUUAAUUGAUCAAAAUCAAUUUGAACAUUACUUUCAACCCAUAUAUAACCUGAAUGAUAAUUCAUCAAUUGGUGGUGAAUUCCUGUUAAGAACAAAUAUGGGCUCUCCUGAUUUU
Bsp-8-8 AGAGCUAAUCGGCCGAACCUUUUGGCAUAGUGACUGAAAGGAAAGGGUGCAUAAUCAUGUAUUUUUUUGGUACGGAAGAAUUUUUUGAGGAGCAGUUAAGUAAAGCUGUUGAAAGCGGGAAGAAUCUAUCAGCCAGCUUUUCUCAGUUGGAACGGGAGCUAAACUAUAAUUUUAUUUGCA
Pmu-2-9 UACAAAAGGGGCACUUCCAACAUGAGAUCAAUCCAUUCUUCCCGCCUGCUGAUCUUCGGUCUGCUCUUCGUCUUCGUGCAGGCUGCCGUGUCCUUAGGGUACGGCCAAUAUAUUCUGCCGCUCUAUCUGAUGGAUAUCCUGGCACCGGCCAUCUCCCUCGGGGUGGUGAUCCAGGUCAUC
Pmu-1-8 UACAAAAGGGGCGCUUCCAACAUGAGAUCAAUCCACUCUUCCCGCCUGCUGAUCUUCGGUCUGCUCUUCGUCUUCGUGCAGGCUGCCGUGUCCUUAGGGUACGGCCAAUAUAUUCUUCCGCUCUAUCUGAUGGAUAUCCUGGCACCGGCCAUCUCCCUCGGGGUGGUGAUCCAGGUCAUC
Pmu-3-8 UACAAAAGGGGCGCUUCCAACAUGAGAUCAAUCUACUCUUCCCGCCUGCUGAUCUUCGGUCUGCUCUUCGUCUUCGUGCAGGCUGCCGUGUCCUUAGGGUACGGCCAAUAUAUUCUUCCGCUCUAUCUGAUGGAUAUCCUGGCACCGGCCAUCUCCCUCGGGGUGGUGAUCCAGGUCAUC
Bme-4-3 UUUGUCCGCCAAUCUUUUUGGGCGGACUUUUUUCAUAUUCACCUAAGAAAGGAAUGUAGAAAAAGAAACAAUAAGGAAAGUAUAAAGAUCAGAAACGGAAAGGAUGAGAUCCUGAUGACUGUUCUAUUUGGUUCGGUAGAGUUUUUUGAAAGAGAAAUGCUGGAAUACGCAAAAAAAGAA
Lfu-1-2 UUAUGCCUAUUUCUUUUGAAAUAGGCAUUUUUUUUGCAAGUAAAGUUCAAAGGAGGAAAAGGGGAAAUGAAGUUGUUAAAAAACACAUCAUUAAAAAAUAAGCUUUUACUAACAGUCUCUAUCGUUGUAUUACUGCUUAUCGCUAUUAUUACGACGCAAAGUAUAAGUGAAUUGAAUAAU
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Lsp-1-1 CCUAUUUCUUUCGGAAUAGGCUUUUUAUUUGCAAAAACGUAUAAGGAGGAAGAAAGUCAUGAAGUUAUGGAAAAACAUCUCAUUAAAAAACAAACUUUUACUGACGGUUUCCAUUGUUGUGUUAUUGCUUAUAGCCGUCAUUACUACACAAAGUAUUAAAGAAUUAAACAAUCGUAUGAC
Bsp-4-1 GCCUAUUUCUUUCGGAAUAGGCUUUUUAUUUGCAAAAAAACGUAUAAGGAGGAAAAAAGUCAUGAAUUUAUGGAAAAACAUCUCAUUAAAAAACAAACUUUUAUUGACGGUUUCCAUUGUUGUGUUAUUGCUUAUAGCCGUCAUCACUACUCAAAGUAUUAAAGAAUUAAACAAUCGAAU
Bme-1-1 GAUCAAGAGUGGAUUAAUCUUAUAAAAGCCGCUCAAGAACUUGGAAUAACAACAGAAGAAGUCCGGGCAUUCUUAUUAACAAAUAAGAAUACAAAAUAGUAAAAGCACGCUUCAUGUAGCUUGAAGCGUGCUUUUACUAUUGCUUAUAUUUUAAUUCCUUUUGCCUUACGCUGAUCAAAC
Bme-3-3 AUCAGGAAUGGAUUGAUCUAAUAAAAGCCGCUCAUGAACUCGGAUUAAAAAUAGAAGACGUCCGAGAAUUCUUAUUAACGAAUAAGAACAACCAAUAGUAAAAGCACGCUUCUUUUAUAUUGAAGCGUGCUUUUACUAUUACUUAUAUUUUCACCCCUUUUGGCUGACGCUGGUCAAACG
Bme-2-1 CGAUCAAGAGUGGGUAAGUCUUAUGGAAGCAGCUCGCACGCUGGGGCUGACUAUCGAAGAAGUCCGGAGAUUUUUAUCGGAUCUUAAGCGGAACUAAAUUAAAAAAGCACGCUCAAAUUAGAGCGUGCUUUUUACAGUUAUUAUUAUUCUAGAAGAAAGUGAAACCCACUCCUGUUAAAU
Cth-1-2 AUAUCCUGCAAGCUGAGAGGUAGAUACCUGUAUGGCAAAAAAGAGCAAUCAGUCUGCUCCAAGUAUCCAACUCGUCAACAAAGAAAUGGAAAAGACACUCAUUCAAUCAGGACAACAGGUCUUAACCGUCUUAGAAAACAUCCAAGACGGGUAUAUUAUGCUUAAUCGCCACUGGGAAUU
Bsp-1-2 ACGAUUGAUUUUAAAAGCAAAAUACUAUUGGCAUAGCCUACAGUUUAGCAAAAACAAAGCUUUACUAGAGGAUUGCCUUUGUGCGAAUACAAAGUCUGACAUUCAAUCAAAAAUGCAAUACCAUGAGCGGAAAGCAAUUAGUCAUUUAACGAAAAUGUGAUACUGUUCUUUUAACAUGAA
Pmu-2-10 AUGGAUAAGUCUAUUUUUCGUUCCGCUAAGGAUAUCCUUUAAAUCAUUUAGAGGUGAUCCCGAUGAAGAGAACAUGGAACAUUGCAGUUACUUCCCUGCUUACGAUAAAUCUGCUUGCCGCGGCUUCCUUUGCUGAAUUUACCGCUUCGACAGCCAUGGCUGCCACCGCAGUCAAAUCUU
Pmu-1-9 AUGGAUAAGUCUAUUUUUCGUUCCGCUAAGGAUAUCCUUUAAACCAUUUAGAGGUGAUCCCGAUGAAGAGAACAUGGAACAUUGCAGUUACUUCCCUGCUUACGAUAAAUCUGCUUGCCGCGGCUUCCUUUGCUGACUUUACCGCUUCGACAGCCAUGGCUGCCACCGCAGUCAAAUCUU
Pmu-3-9 AUGGAUAAGUCUAUUUUUCGUUCCGCUAAGGAUAUCCUUUAAAUCAUUUAGAGGUGAUCCCGAUGAAGAGAACAUGGAACAUUGCAGUUACUUCCCUGCUUACGAUAAAUCUGCUUGCCGCGGCUUCCUUUGCUGACUUUACCGCUUCGACAGCCAUGGCUGCCACCGCAGUCAAAUCUU
Bba-1-6 UUUUUGUUUUAAAAAAUUGGAUAAAAAUACCAAUAUUUUGAAGGAGGUUCGCUAUGCUUCAAACCAUUUCCAUCCUAAAUCAAGCAUUGGAUGCUUCUGUGUUACGGCACAAUGCCAUUUCAAAUAAUCUAGCGAAUGUGAACACGCCACAGUAUAAACCGCAAAAAGUAGUAUUUGAGG
Bsp-2-6 AGGGCUUUAAUCGUUAUAAAUUACUUGUAGGAGGAAAAAACGAUGAAAAGAAGAAUUUGCUUAACAGCGCUUACUCUUUUGUUUGCAAUGGGAACUUCAGUGAGCGCAAAUUCCGAGGUGACAGACACUGCUGGAAUAACGCCUGACGAAUUUCUUUAUCCAGUGGACAAGCUUUAUGAA
Bba-1-7 AUGUGUUGAAAAUAUUUAUAAGGGGCAAAUAUUAUUAUCAUCUAUUCCAGCACCAUCACCAUGAAUUGCUGCAGCAAGAUUGCCUGGAUUAUGCGCUAAGAAUGAAGUUAAAGGUGAAAGCGACGUAUCAUAACAGUAAAGCGGUAGAAAUGGGUUUAAGAAUGUAACGGGCAUGGUGCC
Bsp-1-3 UAGUCUUUUUUUAAUACCUAUUUAUCAAUAUGUUGCUACUAUAUUACUAGAUUUCUUGGAUAAGGGAGUUUGAUCAAAAGGAAGAUGAAACUUUCAACCGACUUUUUGAACAUCCUCUAAAAAACUUUGGAAGUGAUUACAUAUGGAGAACACCAUCCAGAAUCUGAAUGUACUCAAAAA
Bsp-8-9 UUUAUGCUGAAGGAUUGAGGAAAAUGAAGAGGGACAGCAAUGAUGAACAUACAAUUUGCACAAGGUUUUGGAUUAGGGGCACUGACUGUUUUAUUGAGUGUGAUUUAUGUUUUCAGAAGAUGGAAAAAGAAAGAAACGGACUCUUUUAAAAAUCAUGAAAGCUAUAUGCAUGUGAUCGAA
Bco-2-2 UGUGCGGAUAUCAAAUGUGAAGAACUUCAUUUAACAAGCAGGAGGAAGCAAGGAUGGCACAGUUUCAAACAGAUAACAAGCAUAAAGCUUUUAUCAUUACAUUAGGCGGAUUUGCCGCAACAGAAAAGGCAUCUACGUUUGUAGACGAUUUAAAAAAAGAAGUUUCAAAAAUUAAUGUGA
Bco-1-2 UGUGCUGAUAUCAAAUGUGAAGAACUUCAUUUAAUAAGGGUAGGAGGAAGCAAAAAGAUGGCACAGUUUCAAGCAGAUAACAGUCAUAAAGCUUUUAUCAUUACAUUAGGCGGAUUUGCCGCAACAGAAAAGGCAUCUACGUUUGUAGACGAUUUAAAAAAAGAAGUUUCAAAAAUAGAU
Baz-1-4 UUAUUUUUUUUAAAUGAAAAAGGAGAUAGGUAUUACAAUUUGGAGGUAGGGCAAAAUGUUGUGGGAUUCUAAAGAAACAGUUCAGAAUUUACUUACUGCAUUUCAAAUGUCGCCAUUAGCACUGAUUGCACUUGAUUCAAACAUGACCGUUAAAUACUGGAACAAAACGUCUGAAAAAAU
Baz-1-5 UUUUGUUUUGAAUAUAGAUUUCAAUUUAGGUGGGUGGAAAAUGAGGCAUACAGAUGAAGUCCUGGAUUCAGAUCUUCAAAAGGAAAUAAAUAGUCUUUAAAACCAAGGAACAACUGUUGGCGUUAUUUUACCGACAUAUAACCAAAAAAAAUUGAAAAAAGUAAUAUUAGGAGAUGGACA
Bsp-3-5 GUCUUUUUUUUUGGACACCUUUUAAAUAGCUGCAAAAAUGAUGGAGAAUACAGGCAAAGGAGAUCAGCGAUGAUAGUUGUAGAUAAGAAAAAAUACAAAAUGGCCAUUAAUGAGGCCGCAAAGGAAGUUCAUGUACAGGUUCAUGGGUUAAUGAGAGAGGAGGAUGCGGAAGGUUAUAUG
Bsp-9-9 UAGUCUCAGGCAACAUGAUAUAUAGCACAUCAAUUCUAUUAUCAGGAGGUGAAAGGGUAUGGAAGGCAGCACAACAUUUGUGAGAAGUGCAAUCAAGAUAAAAUAUAAUCCCAAAAAUAAAAAAACAAAUUGACUUGGAGGAGGAACUAAAUGAUGAAAUUCAAAAAAAUGAUUACGGCU
Bsp-1-4 UAGCUUAAUUUUAUCAUUGUCGUUAUUGGACUUCUUUGAUAAUAAAAUAAUAUCGUUAUUUAACUUUAAAGAAGACGGAUAUUUUGAAUUCUUUGUAGACCUUGUGAGCCCAUUUAUAGAAAUAAUAUUAAUUUAUUGGGCUCUAUGGACAGGUAAGGAAAUCCUUCGACGAAUUCAUGA
Bsp-2-7 AUAUUUUUUUUGAAAAAAAUUGAUUGACAUACCAAAGCUGUUCCACAAGAAAUAACUAACCACAUGUUGGAUGUACUGGAGUGAGGAAAUGAAAUAUACCGGGAGGACAGUUGCCGUAUUAGUCACUAUCAUAUGGCUUGUCAUAGAGAGUUGGAUUGAUCAUGAAUUUCUAGUAUUUCA
Bsp-10-2 GUCGGUAAAAAACUUACAGUACUACUGGCACAAUAUGAGAUCCCACUACUACACUCUUAUUGCUGAAGAUUGUCUGGACAAAGACAUGAAAAAGCAAUUGGUGGAAAAAGCGGAUUCCCAUAGGCUAGAAGCAAUUCAAUGCAGAACAAAAAUUCAAGAUUUAACUUAUUAAAUCUUGAU
Aac-2-2 UCUGCAGUAGCUGCCGCAGCAAUCUUUGGCUCCACAGCAUUGCCGGUGUUCGCGAACGUCAUCCAUUCGAAUGGUAACACAGGUCAACCUGUCUCUGUUUUUUCCAAUCCAGGCAAUGCGCAAGCUUUAGUGCAUCGCGCGUCUACGGGUUCGACAAACAAGUUUACGCAUGAUGGAUGG
Aac-1-5 UCUGCAGUAGCUGCCGCAGCAAUCUUUGGCUCCACAGCAUUGCCGGUGUUCGCGAACGUCAUCCAUUCGAAUGGUAACACAGGUCAACCUGUCUCUGUUUUUUCCAAUCCAGGCAAUGCGCAAGCUUUAGUGCAUCGCGCGUCUACGGGUUCGACAAACAAGUUUACGCAUGAUGGAUGG
Bse-1-2 UCCCUUUAGUGAUGUAAUGCAGUGAAGUAGUAUUGAUACGGAUCAAAAAAUCAGGGAGGCGGGAGAGAGAUGAGAAAUCUGAAGAUGCGUUAUAAGCUGAUUGUGAUGUUCGUGGUGGCGGGGCUGGUCCCGAUGAUUGUGCUGGCAGGUCUUCUUUAUAUGUAUGCAUCGGAUCAGCUU
Bsp-12-4 AAAAGAGAAGGGAGAAGUGAUUCGGUAUGAGAAAUAGUUUGAAGAAUAAGCUAAUUAUCGUUUUGUGCCUGCUGUUGGUUAUUAGUUUGGGUACGGUUUGCGGUGCAAGCUAUUGGAGUGCUUCCAAUCUUUUAGCAGACAGUCUGGACAAAGAAGCUGAGUUGUCAGCUAGCAAUCUCU
Bbr-1-4 AAAAGAGAAGGGAGAAGGGAUUCGGUAUGAAAAAUAGUUUGAAGAAUAAGCUAAUUAUCGUUUUAUGCCUGCUGUUGGUGAUAAGUUUGGGUACGGUUUGCGGUGCAAGCUAUUGGAGUGCUUCCAACCUUUUGGCAAACAGUCUGGACAAAGAAGCUGAGCUGUCAGCUAGCAAUCUCU
Bsp-13-3 AAAAAAAGAUAGGAGGUACAGCGUGAGAUGGAAUCCAGUUUGAAGAAAAAGCUAAUCGUCGUCAUGUGCCUGCUCUUGAUUGUCAGCUUGGGUACGGUCUGCGGUGCCAGCUACUACAGCUCGUCGCAGUUGCUGUCGUCCAGCCUGGACAAAGAAGCGGAACUUACGGCCAGCAAUCUU
Pde-1-4 CUGAAAGUAGCCUUUUUUCUUUCUAUAGAGGAUGUUGAAGCCUAUGAAGAUUGCUGCUCUCCGCUGGGACCGCCAUACCGAUGAUCGCAUUGUUCAACGUCUUGUUCCGUUCCUGUCUGCCGAACAGCAGGAGCGGUACGCGAGGCUGAGCCAGCGUGCGGACGGUCAUCGCAUGGUUAU
Pde-1-5 UUUUUUAAUUCCAAGAGCGCCCCCGUUUAUCAUCUCAUUCUAGCGUAGUUCAGAUUCGUUAUAGAAUGGGGAGAUAGCUAUGGGUACACAUCGAUAUACGACCGAACACAACGAUAACUCAACCGUGAAUAGACAACAUAGACGAACAGCGAGACGGCAUGCAUCGGCACUCCUCUGCGC
Pal-1-5 CUUUUUUGUACGUAUGAAGAAGCGCCCCUGGUGUUCAUCUCAUUCGAGCGGACAACGUCAAAGAAUGGGAGAUGGUAAGGAUGCGGACACGUUGUACAGCAACAAAAGACAACAACGCAACGAUUCAACAACAAAAUAAACCAUGGCUAGCUUGCGGAAAGCGCCGAAUAACGAUGCUGG
Pal-1-6 GCGGCGCUUUUUUUGUGCUAUUGUAAAGCGUCCCUGGUGUCCAUCUAAUUUGAUCACAGAAUGUAAAAGAAUAGGAGAUGUAAUGAUGCGGACACGUUGUACAGAAACCAACAACGCAAUAUACCAAGAACAGCAUAAACACAUUAAAGCAGGCAGAAUGCGGCGCAUGACGAUUACAGC
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Bce-1-1 CCGAGAGAUUAAGACAAAUUGCAAUGGUCUGGAAAUGGACAUUUAUGGAUGGUUAAUCAACCCAUUGAAACAAUCAAUUAAAUCCAAGAUUGUUAA
Bce-8-1 GGUUGUUUAAAACGUGGAAACGUCCAUCGUGAAACUGGAUACCGUUUUAAAUAUAUUUCAUAAUUGAUUGACUAAUUGCACACCACAACGUAAAAU
Bce-28-1 AGAAAAUUCGUAUUUCAACAAAUUUAAAUCCAGAAAUCAUUGUAAUGAUUGAUGAGGAUCGUAUGCAACAAGUGCUUCAUAACGUGUUAGAUAAUG
Bth-10-1 AGAAAAUUCGUAUUUCAACAAAUUUAAAUCCAGAAAUCAUUGUAAUGAUUGAUGAGGAUCGUAUGCAACAAGUGCUUCAUAACGUGUUAGAUAAUG
Bce-33-1 AGAAAAUUCGUAUUUCAACAAAUUUAAAUCCAGAAAUCAUUGUAAUGAUUGAUGAGGAUCGUAUGCAACAGGUGCUUCAUAACGUGUUAGAUAAUG
Bce-16-1 AGAAAAUUCGUAUUUCAACAAAUUUAAAUCCAGAAAUCAUUGUAAUGAUUGAUGAGGAUCGUAUGCAACAAGUGCUUCAUAACGUGUUAGAUAAUG
Pel-1-1 UCUUGCUGGGACGUGGAAAUGGUCAAAGGACGCAGCCGGCAGGUCAUUACGUUUUAUUGGCGCGGCGAAGUAAAGCUUUCCGUGCGGUGCGAAGCG
Bha-1-1 GAAAGAUUUGCAGGACACCAUUCAUAAAGUGCCAAAACAAGAGUAUACGUUCGUUGUUGACGCUACUUACCAAACACCAGUCCCAUCAAAAGUUGU
Esp-1-1 UCGUCAUCAUCGAGCCUGUUUAUUAUACAGCAGCGCAAAUCAAAGAGUUACAGAAAUAUGGGACAAAAGUGUACGGCUACAUCAACACGAUGGAAG
Pel-1-2 AUAAGGUGAACGAUGCGGAGCUGGAGGCACAGCUCCGGAUGAUCGCUUUGUCCGAAGAGGAUCUGCGCAUUCUGGCCAUGUUUAAGCCUAUGAUCA
Bco-3-1 UAAAGAAUUGUUUCAGUUGGCUCAUGAACAGGAAUUCCUAUAUGAACUUGAUACCGCUUCUAUUAAAAACAGCUUGGCUCAAUUUAAGCAUACGUA
Pcu-1-1 AGUAACGCUUAAUGUAACUGGUAUUCCGCCAGCAAACGUUGUCGUGCCAAAUGACGUUGUACUCAUUAUCGACAAAUCAGGAAGUAUGGCUCCGAG
Ppe-1-1 UACAAUAUUGGUGGGUAUGUUGAGGUCAAAGGAAACCUGGAUACGGCGAUUAUGAAGGAGUGCUUUCGGUUACUAAUCAGGCAGAAUGAUUCUCUU
Pte-1-1 ACAAUAUCGGUGGGUAUGUUGAGGUUAAAGGAAACCUGAAUACAGCUAUCAUUAGGCAGUCCAUGCAGUUGUUAAUCAGACAAAAUGAUUCUCUGA
Psp-1-1 UACAAUAUUGGUGGGUAUGUUGAGAUCAAAGGAAACCUGGAUACGGCUAUCAUGAAGGAGUGCUUGCAGUUACUAAUCAGCCAGAAUGAUUCUCUU
Bsp-8-1 UCAUUUCCGACUGAAUUCUGCCCUUUUCUUCAUCUGAAACCAUUAAAUACCAUAUGUUAUCAAUUCUUUCUCCGGUUCCCUCGAUGGAAAUCUGUU
Bse-1-1 GUUUGUUUUGGCUUUUUUUUUCGUAUCGACAGGCUGAGGGGCCAAAACGUUAUGUCUGGUUCCUUUUGAUCAUGAGUUUUAUCAGUAUUAUGAUCA
Psp-3-1 UGAUUAGAUUAAAGCAGGCGACGAGAAUUAAAUUGCAGCUUUUGCUGAUCUGCCUUGUUGUACUCGGCACGAUGGGUGGCUUUACCGGCAAUCUAG
Tco-1-1 ACUGGACGUUCGGGUAUAAUCGGACUGAUCGGCAGAGAACGAUUAUUAUAGGAUAAAUCCGUUGACAAUUUGUUGAACGGCGUGAUACUGUACGUC
Pmu-1-1 UCGCAGUUUGUGACCCCGGAUGACGUAAAGCUUUCGUGGAGCUCCGUGUAUGGAGCCACAGGCUAUCAGGUUUAUGAGAUCGGAGAGGGUCAGUUG
Pmu-3-1 UCGCAGUUUGUGACCCCGGAUGACGUCAAGCUUUCGUGGAGCUCCGUGUAUGGAGCCACAGGCUAUCAGGUUUAUGAGAUCGGAGAGGGUCAGCUG
Pmu-2-1 UCGCAGUUUGUGACUCCGGAUGACGUCAAGCUUUCGUGGAGCUCCGUGUAUGGAGCCACAGGCUAUCAGGUUUAUGAGAUCGGAGAGGGUCAGCUG
Svi-1-1 CGAAGCCUCACAGCCAUCGGGACUUUCGCGGCCGCGGCCGCGGCAGUAGCUGCUGCAGCCGCAGCAAUGCCUGGUGUCGCACAUGCAGAUGAAUUU
Ahe-1-1 CUGGGGUGAGAAUACCAUGGCUCAACGGGAUGAGUUGUAUGUGUUCAUCCGGCAGAUCCGGAUUCAGCUUGAGGAUAACCCCGAUGCGCCGACAUG
Ahe-1-2 ................................................................................................
Pal-1-1 CUGCAAAGUGCAGAUGCAGCCGCACAAGAUCCAAUCUGGCCAGAACCAGGUGCUGUGAAAUUAAGCAAGACAGCGAAGCCAACCGGGACGCCGGGA
Pde-1-1 UCGGGGCCCAGGCGGCGAAUUCCGGGGAGCUUGAGUGGCCGAAUCCGGGAGCCGUGAAGCUCACGAAGGAAGCGAACCCGGUUGAAGGCAAGCUGG
Ahe-1-3 CGGUCGGCAAUUCAACUGCGACUGUCGCGACGAACUCGACGGCCAAUUCGAGCGGGGAGAAUCAGCAAGGGCCAUGGGACAAGCGUGAUCGCGACG
Aac-1-1 CCGAACAAACGGACCAAGGCGAUCAAAAGGAUCAUGGCGACCAAAAGGACCAAGGCGAUCGAAACGACCAUUCGUCGGACGCCCAAGAAUCUGAUC
Aac-1-2 CACGUCAAACGACAACGCCACGCUGAAUGGGACCGAUGUGGCCAACGCGACGGCGGAUGAACUCAACAAUAAUUCGACAGAGAUUGAAUCGGACGG
Bsp-9-1 AGAUUCCUUAACGACUAACACUCAUAUACAGAUAUAUUAGUGGAAUCACGCAAAAAGUCCUCAUAAAAAAUGAUUAAGAAGUAGGAAAAAAAAUAA
Gth-1-1 CUUAACUAUGUCUAUCAUGAACGGAUUAGAUGCUUUAAAAAAUAUUUUAAAAUUUGAUCCAAGAGCGAAAGUAAUAAUUUAUUCAGCGAUGGGGCA
Ahe-1-4 CCUAUUGAUCGUUCCGUCCCUCGUCAUCGGGUUCACGUCGUUUGCCACUGCCAAAAGCAACUUUUCAUCUCAGUUGGACAACCACGAUAUGACGAG
Psp-4-1 GUUCAUCUAUACGCAAAAUCUGUCGGUAUCACAUGCCGUCAAGAAUGCGAAUACGCUGACGAGUGCGCAGCGCGAAUAUGAAGGAAUCUCCAAUUC
Pmu-3-2 GAGACACACGUCAGGGCUAACUUGAUGAAAGUCAGGGGCGCAAAGUCACGGGCCUGUAAUCCGUUCCGCGGAUUAUGGCAGCCGGGCUGCAUUCAC
Pmu-1-2 ACACACGUCAGGGCUAACUUGAUGAAAGUCAGGGGCGCAAAGUCACGGGCCUGUGAUCCGUUCCGCGGAUUAUGGCAGCCGGGCUGCAUUCACCCA
Bsp-9-2 UUGAAAAAGCGGUAGAAAAGGCUGAUGAGCUUCAGGAAGAAUAUCUAAUGGAAGUACGUGAAAUCGAAGAAGGAAAAGAGAUACUGGAACUCACCG
Pcu-1-2 AAACGGUUUGAACUGGGCGAUGCGGUUCAGAUGACGUUUUAUUCGCCAGUUGGGAUUCAUCGGCUGCAGUCUACCGUUAUCGGCAAGGACGAAGGC
Pcu-1-3 CGGGCAAGGCGCGGCAGAAGCGGCUGGCACCGCAGCGGGGGCAGUCACGCGAGCAGCGGCGAGUACGGCCAAUCUGGUCCGCUCCGCGGCGACGAC
Bsp-9-3 CAUACUAUUUUUUAUUAUUUCCUCGUGGAUUGUAUUUUUCAAAAAGGAUUGGAUUGAAAAUACAGAAAAAUUCAAUAUUAUAGCCAUAUGUCUGGU
Tco-1-2 GGCACGCUGACCUAUGUCGCCGGCGAGCUGCUGGAGAUUGAAUUCCCGCAAUACGACCAGUUCAUGCUCGGCGAAAAGGUCAAGGUCAUGAUUUAC
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Ahe-1-5 GGGUGGCUUGAGGACGAAGUCAUCGGCCGCGAGAUACCGUUUGUGCCUGACGAUGAGCGGGAACAGGCUAGACAACUCGUUCACCACGUCCGCCAG
Bco-3-2 UAUUUUUAGACCUUUUCAUAUAAAAUAGAAGUAAUUGUCAGUUUGAAUUGGGGGACAUUGUAUGCAUCGUGUGCAAUUUUUUAAAGGGGUGGUUCG
Pel-1-3 UCACGACUCAACAUUAUUUGGCCUCGGCAGCGGCCUUGAAGGUGCUGGAGGACGGCGGCAACGCCGUAGACGCAGCCAUCACCGCAGCGGCUACGC
Bco-3-3 UCUUUCGUUUAGUGUGAUUGGACUAUUUAUAUAUUUUCAUAUCUUGACAGGCAAUCGAUCUAUUUGGACAUUUAGUAUUCAAACAAUUGGAUUAGU
Afl-1-1 GAUGAAAGAAGGAUUUGAACGAAUUAACGUUGUGACGAAUAUGCAAAAUGCGAUGUUACGUGAACAAAUUGCGGUACGAGGAUAUUUAAUUAACGG
Bme-4-1 AUUUACAUAAUAAAAUGCUACUUCAUUUUGAGGAGGAAUAAAAAUUGUUAAAAAACAUGAAUUUUUUCACCAAGAAUAUGUUGUUUUCGAUAGUGA
Gth-1-2 CCCCAUGCUUCCUCUAUGUCCAAGGGAUUGUCAUCUCCGCUGUAAUCGAUUUAUGCCAAUGCUUUUCAAUGGAUGGAAAAGGAAAAUUCUUAUACU
Bco-1-1 GAUUGCUUGGAACAUUCUGUUUCUUAUCUGCAUGGUGUUCAAGCGUUAUUUCCGCUUGUUUGACUAUGUGAAUCUCGUGAUCCUCACGGUUUAUUA
Bco-2-1 GAUUGCCUGGAACGUUCUGUUUCUCAUCUGCAUGGUUUUCAAGCGUUAUUUCCGCUUGUUUGACUAUGUGAAUCUCGUGAUCCUCACGGUUUAUUA
Bsp-2-1 UUGCCGAAUCUGUAGAACAGCUUACAGGCUAUACCGAAGUCAGCCAGUUACCGAAUCUGUAGUGUUACUUAUCGUUGUUUGCCAAAAUAUUAUAUG
Pmu-1-3 UUGCUGCGGGAUGAAAUCGACCGCAGACAACUCCAUAUGGAUUGAUACACAAAAGGAGCAUAUGCAGGCAGGAUGUCUACUACCCUUCAAGGAUUG
Pmu-3-3 UUGCUGCGGGAUGAAAUCGACCGCAGACAACUCCAUAUGGAUUGAUACACAAAAGGAGCAUAUGCAGGCAGGAUGUCUACUACCCUUCAAGGAUUG
Pmu-2-4 CCACGGGCAGCACGGCUUCAGCCGAUGUGAACGAAUCGGCGGACGAUGAUGCGGACCGCGAUCAUGACGACCGCGGCGACGAUGAUCAUGACGACG
Bsp-8-2 AUUUAGUGCAGAAGAAAUUCAAAAGAGGGGAUUUUUUCCCUUUGUCUGCAAGGAAGACCUCCCCAAGGCAGAGACAAGCUUCCAGGCAGUAUUGCA
Pan-1-1 UACAGCAAUGAACAAUCAAAGCCUCUCCAGCUAUAAAACCAAUGAUCGGCAUCUUUCAUUCAGCAAUGAAUCUUCAACAGAUAAAACUGAAAUUCU
Bsp-9-4 AAGCUGAGGAAGGAUAUAUAGAUUUAAGUAAGUUACAUGAUGACAGGAUCAUCCGGUUAAAUGGUGAGUGGGAGUUUUAUUGGGAAAGGAAAGGCG
Aac-2-1 UCAUGCUCGUGGGGAGGUCUGCGCCCACGAGGCAUUGAGUCGCCCUCGAUUUCGUGGACAUGGGAUUUCACCCGAUGUGUGGUUUCGCGCAGCGGU
Aac-1-3 UGCUCGUGGGGAGGUCUGCGCCCACGAGGCAUUGAGUCGCCCCCGAUUUCGUGGACAUGGGAUUUCACCCGAUGUGUGGUUUCGCGCAGCGGUUGC
Aac-3-1 ACCGAUUGUGAACCACGUUCGUGGAGAGGUUUGUGCCCACGAGGCCUUGAGCCGUCCUCGGAUUGACGGCCGCGCAAUUGCGCCGGAUGUGUGGUU
Aac-1-4 AUUGUGAACCACGUUCGUGGAGAGGUUUGUGCCCACGAGGCGUUAAGCCGUCCUCGGAUUGACGGCCGCGCAAUUGCGCCGGAUGUGUGGUUUCGU
Pdo-1-1 UGUCCAAAUUGACGAAGACAUACCAGUGGCUGUCUACCAAAGCUUUAUUGAAAAAGCGGGAGCAUCCGGCAUGACAAUAUAUGCAUUAGACGGGGC
Pan-1-2 CGUGCAGAUUGAUGCCGAUAUUCCGGUCAGUGUUUAUCGAAGCUUUAUCGAAAAAGCGGGAGUUGUCGGCAUGGCCAUCUAUGCAUUGGACGGAGC
Lfu-1-1 AAAGUUUAUCUGCAAAUCGAUCAAGGCAUAGCGAGCAAUGACUAUAAGCAUUUUAUUAGUAACGCUUCUCACAGAGGUAUUCGCAUUUAUGCAUUG
Psp-2-1 UCAUCUUAUCUACGGAAUCGCCUUCUCGUUUUCCAGCAUCUUUCUCCUGUUUGCCGUAUCGUUGUUCGGCGUCCGUCUGGGCGUCCUGGCCGGCGU
Bsp-8-3 UAUCUGCAGAUUGACCAGAGCCUGCCGGCCGCUGUCUACCAAUCUUUUAUAGAAAAAGCAAAUGCCGGCGGAAUCAGUGUCCAUGCAUUGGAUGGA
Pmu-2-5 GCGCGCCGGCUCUCCGCCGCCGCGGCCCGCGUUCGCAGGCUCUGCCUCGGCCUGGCGGGCGUGAUUCUCGGCAUCGGCAUCUGGGCCAUGCACUUC
Pmu-1-4 GCGCGCCGGCUCUCCGCCGCCGCGGCCCGCGUUCGCAGGCUCUGCCUCGGCCUGGCGGGCGUGAUUCUCGGCAUCGGCAUCUGGGCCAUGCACUUC
Pmu-3-4 GCGCGCCGGCUCUCCGCCGCCGCGGCCCGCGUUCGCAGGCUCUGCCUCGGCCUGGCGGGCGUGAUUCUCGGCAUCGGCAUCUGGGCCAUGCACUUC
Osc-1-1 GAUUAAGCAUGAUAUUGAUUCACAGAGGUGAAAAAAAUGGAGAUUAUCAAUAAUAGAUAUAGGCUAAAAGAAUUAGUAAACCAAGAGAUGCAUGUA
Bsp-2-2 UGAUGUAAGACAAAAAAAAUAAGCUGCUAUUUUGGAAUAACCAAAAUUCAGCUUAUUUUUUUGCUUUUUUUGAUUCAAGUAUUCGUGGUUGUUCAU
Pmu-2-6 CUACCGGUAUUCUGAGCUUUGCGGAAGGCGAUAUUCUGGAGAUCGAAAUGUCGGAGUACAAAGUAUUCGAUCUCGGGGAUACGGUGAAGCUUACCG
Pmu-1-5 CUACCGGUAUUCUGAGCUUUGCGGAAGGCGAUAUUCUGGAGAUCGAAAUGUCGGAGUACAAAGUAUUCGACCUCGGAGAUACGGUGAAGCUUACCG
Pmu-3-5 CUACCGGUAUUCUGAGCUUUGCGGAAGGCGAUAUUCUGGAGAUCGAAAUGUCGGAGUACAAAGUAUUCGAUCUCGGGGAUACGGUGAAGCUUACCG
Pel-1-4 CGUCGAAGGGGAUAUUCUCGAAAUCGAAAUGUCGGAGUACAAGGCGUUCGAAUUGGGCGAUGCGGUUAAACUGACGAUUUAUUCGCCGGGAGGCUU
Ahe-1-6 ACGCGUCCGGAUCGGUUCAUUGAGGCAAUCGUACCGGAAGAUCGAGAUCUCGUUUUGCAAUGUUGGCGCAUGCUGUGUUCCGGUAAGCGCGUCGGA
Pde-1-2 UAUAAUGUCAAGGAAGCCGAAGCCAUGAAGGAACGGCUGGACAAGAUCCCCGCCCGCAUUCUGAGCAUGCUGUAUGACAAGGGCGUCAAAAUCAAG
Bsp-2-3 GGCGGUGAGCCUCCUCGUCGCUAAAGCUCCUGCGGGGUCUCACCUGUCCCGCUGCUCCCGCAGGAGUCUCGCGCCUUCCACUCCAAUCAACAUUGU
Bsp-8-4 UUCCUGAUUCGCGGCGUUUUCAAAAUUGCUUUCGGCAGGUUUAAUGUUGAAGACUUUCGUUUGUUAAUAGGCGGAGUAAAUAAAAAAAGAAGAUUU
Bba-1-1 CUAGCAGGACACAAUUAUUAAUAAUAUUUUUGAAUCGGCAUUCAGCUGAUUCUUUUUGUUCAUACAGCAGGUACAAGGUGAUUACGGCCACGGGAA
Bba-1-2 CUAGCAGGACACAAUUAUUAAUAUUAUUUUUGAAUCGGCAUUCAGCCGAUUUUUUUUGUUCAUAAGCAGGUACAAGGUGAUUACGGCCACGGGAAU
Bme-4-2 UCAAAGAAAAAGCAACAAAAGAAAAAACAAGAGUUAAAGAAAAAACAGGAACAAGCGAAAAAAGAGAAACAGAUGCUUGCGAAAAAAUUGGCUCAA
Gsp-3-1 UGCGCAAAAGUUGGCGCAGUUAAAUAAAAAAGUAGGCCAAAUUGAAGAGCGGUUAGACAAAGUGACCGCUCGCAUUCAAGCAUUGAGCGAAGCGGA
Gth-2-1 UGCGCAAAAGUUGGCGCAGUUACAUAAAAAAGUAGGCCAAAUUGAAGAGCGGCUAGACAAAGUGACCGCUCGCAUUCAAGCAUUGAGCGAAGCGGA
Gsp-1-1 UUGCGCAAAAGUUGGCGCAGUUAAAUAAAAAAGUAGGCCAAAUUGAAGAGCGGUUAGACAAAGUGACCGCUCGCAUUCAAGCAUUGAGCGAAGCGG
Afl-1-2 AAAAUAAACUAGCAGAAUUAAAUAAAAAAUUAAGCAAAAUCGAAGUGCGCUUGAAUGAAAUAUCAACAGCACUUGAAGCGUUUAGCAAACCAACAG
Cth-1-1 UGUCUUGCUCACAUGAGUCACCUUCUAUUCUGCACACGCUUUAUUUACAGCACAUUUUCUCCAACGCCCACAUUGGCUUAAUUUUACUAGAUGAGC
Pal-1-2 AGCACAGGAACCUGUGGUCAAAAAUGCAACAAAGGAAAUCCGGAAUGUCAUGUACUAUGGCGAUUGGUCAAUUUGGGGAGGACAAGGAAACUUUUA
Pde-1-3 AGGAACCUGAUCUCAAACAGGGCUCAGCACAGGAAAUCCGGAAUGUCAUGUACUAUGGCGAUUGGUCGAUCUGGGGAGGACAAGGGAACUUUUAUC
Sne-1-1 GCGAAGUUAUUGGUUUUUUCAUUAUUACUAUCACUAGUACCAAUUAUUUUUAUUGGAGUUUUAGUUAAUAAAACAGUUAGCGAAAAAACCGAGGAU
Bce-1-2 UAAAGGUUUAUAUGAGGAAAAAAAUAACUUAAAUGAGAAAGAAUGUAAUGAGAUGAUUUUUUAUCUAAUAAAUAGUGAAGAUGAAAUUUCUUCAGA
Ssp-1-1 AAAUGCCCGGUCUUUUAUUAAAACCGGUGAGCACAUGAAAGAGUCAGGAGACAUCUCCCCGGUCGAGCUCCGGAUAAACGUCGCUCUAUUUCCCGG
Pmu-3-6 AUUUGUUCUUCUUCCUGGCCUGUCUGCUUCUCGCGGUGCUUGGAGCCGCCUGGGAGCUGCAGCUGGUGUAUGGGAUCUCCCUGUCUGCUGCGAGCC
Pmu-1-6 AUUGUUCCUCUUCCUGGCCUGUCUGCUUCUCGCGGUGCUUGGAGCCGCCUGGGAGCUGCAGCUGGUGUAUGGGAUCUCCCUGUCGGCUGCGAGCCU
Pmu-2-7 AUUGUUCCUCUUCCUGGCCUGUCUGCUUCUCGCGGUGCUUGGAGCCGCCUGGGAGCUGCAGCUGGUGUAUGGGAUCUCCCUGUCGGCUGCGAGCCU
Osp-1-1 AGUAUUUGCCGGAAUUGGUGUUGCACCAGAAACAGCAUUGACCACUACAUUUGACUCUGAAGGUUAUGAUGGCAUGAUUGUCGUUAAAGAUAUAGA
Ean-1-1 UACAGAAUAUAAACUCGAACUUAGUCCACGAAAUCAAGACAGCGACCGGGACCGUAUUAGUGACGCGAACGAAGAUACGGACCGAGAUGGCUUAAG
Bsp-12-1 AUCGGGCUAUCAACAUUCUCUGGGGCACAAGCUGCUAACCGUCCAACAUCGAUGUCACCGAACGCAAUGGUGACAACUCCUCACUAUCUGGCUACG
Bbr-1-1 AUCGGGGUAUCAACAUUCUCUGGAGCACAAGCUGCUAACCGUCCAACAUCGAUGUCACCGAACGCAAUGGUGACGACUCCUCACUAUCUGGCUACG
Bsp-13-1 CGCUAUCGGCCUGACAACAUUCGCUCCGGUCCAAGCUGCCAAUCGUCCAACAUCAAUGUCGCCAAAUGCCAUGGUCACAACACCUCACUAUCUGGC
Bba-1-3 UUUCGAGAUAUGUCCAGCUCCAGCGCCCUAGCGGCUAGUGUCCUUCGCUCUCCGCCCUACGAUAAGUCAACAUUGAUUCGCCUCCGGCUCUUCG..
Bme-3-1 GAGCUGGCUGGAGAUGAAUUUGAUUUAAAUGUAAAAGUACUGGUCACUGAAGGCAAUAAACAACGAAAAGUCGGCGCGUUAAAUACGGCUUGGAAA
Bsp-13-2 GACCUCAAUGGGCUUCGAGAUGGAAUACGCCAAAGAUGGUUCCGACGUCUAUCUUUUGUUGUCGGAUGAGGACGAACCAGGCGGGACUUUUGAAUU
Bbr-1-2 UAAAUUUCAUGAAAUCAAAGAAACAGUAUGGACAAGCAUGGGCUUCGAGAUGGAGUACGCGAAAGAAGGCUCCGCACAAUUCCUCCUACUUGCCGA
Bsp-12-2 AGCAAAAUUUCAUGAAAUCAAAGAAACAGUAUGGACAAGCAUGGGCUUCGAGAUGGAGUACGCGAAAGAAGGCUCGGCUCAGUUCCUCUUAAUUGC
Gsp-3-2 AGACCGCGACGGCUUAACCAACCGAGUGGAAUACAACCUCCGUCUGAAUCCGACGAAAACAGAUACGGACAAAGAUAAAAUAUUAGAUGGGGACGA
Gsp-1-2 AGACCGCGACGGCUUAACUAACCGAGUGGAAUACAACCUCCGUCUGAAUCCGACGAAAACAGAUACGGACAAAGAUAAAAUAUUAGAUGGGGACGA
Tco-1-3 GCUCGCUCAUGCAACUGCUCAAGGAGCUGGAACCGAACAUCGGGUAUAUCCAUCAUCUGUCCGACAGCGGGUACGAUGUCUGUCUGCGGAUGUAUU
Bsp-1-1 CAUUUAGUAUAGUGUGCACCUACAUGCGAGGCUGUGAUUUGUAUCACAGAUUUCCCCUUUUUUCAAAAAAAUCCGUUGCGAAAUUGGAAUCAAUUC
Bsp-8-5 UGGCGUUUCUUUUUUUCGACAAGAAUCUUCAAAUAUCGGGAGGUGCCUGUCACCACUUUAACCACUUUACUCUAUCUUUACAAUUUUCCAACAAUC
Bme-3-2 UAAGAAACUCUUCAAACUGAUUCUUCGUUAUAUUUGAAUCCAUUGCUUCCUUAACAAGGGCCAUCCAUUCUGGAGGAAGCAAUCUAUCAUUUUUUU
Psp-5-1 GGGAGUAAAGGGCCGCCCCAUCAGGGGGACGGUUCUUUUUUGUGCUUAUUCCGGCGUAAAACAUUGUCCCGGCGAGGCUCAGGAAGAAAAAGGGAG
Ppe-1-2 AUCUGGAGAAUCGUCUUGAGCGGAAAUGGGACGAUUCUUGUUUUCGGCGAUUUUUCUUCGGAGGCCAAAAGGGACGUAAAACGCGGCACCAGCGCG
Psp-1-2 GCUGGAGAAUCGUCUUGAGCGGAAGUGGGACGAUUCUUUUUUUCGGCAAUUUUUCUUCGGAAGCAAAAAGGGGCAUAAAACGCGGCGCCAGCGCGG
Pte-1-2 ACUGGAGAAUCAUCUUGAACGGAAGUGGAACGAUUCUUUUUUUCGGCGAUUUUUCUUCGGAGGCAAAAAGGGGCGUAAAACGCGGCGCCAGCGCGG
Esp-1-2 AACGUCAACUAUGGGAACGGGGAUUAUACAUUCACGCUUUACCAGUCAUCGGACGGGAAACGCUAUAAGCGCGUCUACCGCCUUCAGAAAACGGUC
Bce-12-1 AAGAGUUAAAUACAGUAGGACUUGUGGAUAGUUUUCAGAUUGGUAAAACAAAUCUAAGUACCACAGAACGGACUAAAGUAACUGUAAACUUCAGUG
Pel-1-5 GAAACCGGAUCUUGUUACGCUUGACAUUACGAUGCCCGAGAUGGACGGGAUCACGGCGCUGGAAGAGAUCAAGAAUAUGGACCCCGACGCAAAAGU
Pal-1-3 UCGCUUCGGGAGGAGAAUGUAUCGUGAAAUGGGACAAGCGUGUUGUCGCACUUAUUCUUGCAGUUAUGAUCGUAUGUCCGUUAUUUGCAGCUCCGG
Bsp-10-1 CGUUAUAUGCUAUAAUAAGCAUGAUAGGAAGGUGAAAGCCAUGAUUGGUGAACGAAUUAAGAAAUAUAGAGAACAACGAAAAAUGUCCAUGUCAGA
Osc-1-2 ACAGCUUUCAAAGAGAACAAAGACUAUCCUGUCAUCCCUUCAUUUAAAGGCAACAACCAUCGUGAUACCUUCCGAAUGCCUGUAGAUGAUCUCGCA
Bce-1-3 CUUAUGAUUACUUAAUAAAUAAUGUAAUGGAAAUAAGAAGUGUCUCAUCUUCAAUUGAAUCAAAUAUUAGUCAACAAACGAGUCAUUUUCGUGGAU
Tco-1-4 UGCUUUCUGCUUCUUCUCUUGCGGCGGGCGGGCUUUCGCUUCGCCGCGGCGGCGGCGCUGGCGGCCGCGGCGGCCGGUUUCUGGCUCGGAGACCGU
Btu-1-1 GUCAAUCAUGCCGAGGGUGUCAUUUGUGCUCAUGAGGCACUCAGCCGUCCUCAGUACGGCGGCCGUUUCAUUCCGCCGGACGUUUGGUUUCGCGCU
Osc-1-3 UAGAUUCUGUAGAGUUUUUACAAGGUGGUCAAGAGCUUACUUGUGACUUGGUCAUCAUUGAUCUAGGUAUUAAAGUCGAUAUUUUUGAAACGAUUG
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Lmo-2-1 UACAAUUACAGCGACCGCUAUUAAAUAGCGGUCUGGCGUGAUGAAGCGGACAACAUUUUAUGCACAUCAUUAAUUGGUAAACGGUUAAAAAAAGCC
Bcy-1-1 GCGGUAUUAAGUCUUAACAUGUUCCAAGAUAGCAUGAUGAAUUUAUUUGAAAAACAGUCAAUUGAAACAGGAGAUAUUGUAUUAAAUGAACUGGAU
Bwe-1-1 AGCGUUAAGUUUUAAUAUGUUUCAAAAUAGUAUGAUGUCUAUAUUUGAAAGGCAUUCUUUUGAAACAGGAGAUACGGUAUUACAUAAAUUAGACGC
Bth-6-1 GUUAAGUUUCAAUUUGUUUCAAAAUAGUAUGAUGUCUUUAUUUGAAAGGCAGUCUAUUGAAACAGGAGAGAUAGUAGUACAUGACUUGGAUACAGA
Bce-39-1 UAAGUUUCAAUUUGUUUCAAAAUAGUAUGAUGUCUUUAUUUGAAAGGCAGUCUAUUGAAACAGGAGAGAUAGUAGUACAUGACUUGGAUACAGAAU
Bce-38-1 UAAGUUUCAAUUUGUUUCAAAAUAGUAUGAUGUCUUUAUUUGAAAGGCAGUCUAUUGAAACAGGAGAGAUAGUAGUACAUGACUUGGAUACAGAAU
Bce-42-1 UAAGUUUCAAUUUGUUUCAAAAUAGUAUGAUGUCUUUAUUUGAAAGGCAGUCUAUUGAAACAGGAGAGAUAGUAGUACAUGACUUGGAUACAGAAU
Bth-9-1 UAAGUUUCAACAUGUUUCAAAAUAGUAUGAUGUCUUUAUUUGAAAGGCAGUCUAUUGAAACAGGAGAAAUAGUAUUGAAAAAAUUGGAUGUAGAAU
Bce-6-1 UUAAGUUUCAACAUGUUUCAAAAUAGUAUGAUGUCUUUAUUUGAAAGGCAGUCUAUUGAAACAGGAGAAAUAGUAUUGAAAAAACUGGAUGUAGAA
Bce-13-1 UAAGUUUCAAUAUGUUUCAAAAUAGUAUGAUGUCUUUAUUUGAAAGGCAGUCUAUUGAAACAGGAGAAAUAGUAUUGAAAAAACUGGAUGUAGAAU
Bth-1-1 UUAAGUUUCAAUAUGUUUCAAAAUAGUAUGAUGUCUUUAUUUGAAAGGCAGUCUAUUGAAACAGGAGAAAUAGUAUUGAAAAAACUGGAUGUAGAA
Bce-17-1 UAAGUUUCAAUAUGUUUCAAAAUAGUAUGAUGUCUUUAUUUGAAAGGCAGUCUAUUGAAACAGGAGAAAUAGUAUUGAAAAAACUGGAUGUAGAAU
Bce-15-1 UAAGUUUCAACAUGUUUCAAAAUAGUAUGAUGUCUUUAUUUGAAAGGCAGUCUAUUGAAACAGGAGAAAUAGUAUUGAAAAAAUUGGAUGUAGAAU
Bth-14-1 UUAAGUUUUAACAUGUUUCAAAAUAGUAUGAUGUCUUUAUUUGAAAGGCAGUCUAUUGAAACAGGAGAAAUAGUAUUGAAAAAACUGGAUGUAGAA
Bsp-11-1 UAAGUUUCAACAUGUUUCAAAAUAGUAUGAUGUCUUUAUUUGAAAGGCAGUCUAUUGAAACAGGAGAAAUAGUAUUAAAAAAAUUGGAUUUAGAGU
Bce-4-1 UAAGUUUCAACAUGUUUCAAAAUAGUAUGAUGUCUUUAUUUGAAAGGCAGUCUAUUGAAACAGGAGAAAUAGUAUUAAAAAAAUUGGAUUUAGAGU
Bce-26-1 UUAAGUUUCAACAUGUUUCAAAAUAGUAUGAUGUCUUUAUUUGAAAGGCAGUCUAUUGAAACAGGAGAAAUAGUAUUAAAAAAAUUGGAUUUAGAG
Bth-11-1 GUUAAGUUUCAACAUGUUUCAAAAUAGUAUGAUGUCUUUAUUUGAAAGGCAGUCUAUUGAAACAGGAGAAAUAGUAUUAAAAAAAUUGGAUUUAGA
Bce-11-1 GUGCAUUAAGCUUCAACAUGUUUCAAAAUAGUAUGAUGUCUUUAUUUGAAAGACAGUCUAUUGAAACGGGAGAGAUAGUGCUAAAAAAACUGGAUG
Bth-4-1 UAAGUUUCAACAUGUUUCAAAAUAGUAUGAUGUCUUUAUUUGAAAGACAGUCUAUUGAAACAGGAGAAAUAGUGUUGAAAAAAUUGGAUGUAGAAU
Bth-3-1 UUAAGUUUCAACAUGUUUCAAAAUAGUAUGAUGUCUUUAUUUGAAAGGCAGUCUAUUGAAACAGGAGAAAUAGUAUUGAAAAAAUUGGAUGUAGAA
Bce-30-1 UAAGUUUCAACAUGUUUCAAAAUAGUAUGAUGUCUUUAUUUGAAAGACAGUCUAUUGAAACAGGAGAAAUAGUGUUGAAAAAAUUGGAUGUAGAAU
Bce-36-1 GGGGCGUUAAGUUUUAACAUGUUUCAAAAUAGUAUGAUGUCUUUAUUUGAAAGGCAGUCUUUUGAAACUGGAGAUGCGGUAUUACAUAAAUUAGAU
Bth-21-1 UACUAUGGGAGCGUUAAGUUUUAACAUGUUUCAAAAUAGCAUGAUGUCUAUAUUUGAAAGGCAUUCCUUUGAAACAGGAGAUACGGUAUUACAUAA
Bce-29-1 UACUAUGGGAGCGUUAAGUUUUAACAUGUUUCAAAAUAGCAUGAUGUCUAUAUUUGAAAGGCAUUCCUUUGAAACAGGAGAUACGGUAUUACAUAA
Bce-18-1 UACUAUGGGAGCGUUAAGUUUUAACAUGUUUCAAAAUAGCAUGAUGUCUAUAUUUGAAAGGCAUUCCUUUGAAACAGGAGAUACGGUAUUACAUAA
Bth-10-2 GGAGCGUUAAGUUUUAACAUGUUUCAAAAUAGCAUGAUGUCUAUAUUUGAAAGGCAUUCUUUUGAAACAGGAGAUACGGUAUUACAUAAAUUAGAC
Bce-33-2 GGAGCGUUAAGUUUUAACAUGUUUCAAAAUAGCAUGAUGUCUAUAUUUGAAAGGCAUUCUUUUGAAACAGGAGAUACGGUAUUACAUAAAUUAGAC
Bce-16-2 GGGAGCGUUAAGUUUUAACAUGUUUCAAAAUAGCAUGAUGUCUAUAUUUGAAAGGCAUUCUUUUGAAACAGGAGAUACGGUAUUACAUAAAUUAGA
Bce-27-1 GGAGCGUUAAGUUUUAACAUGUUUCAAAAUAGCAUGAUGUCUAUAUUUGAAAGGCAUUCUUUUGAAACAGGAGAUACGGUAUUACAUAAAUUAGAC
Bth-13-1 GGAGCGUUAAGUUUUAACAUGUUUCAAAAUAGCAUGAUGUCUAUAUUUGAAAGGCAUUCUUUUGAAACAGGAGAUACGGUAUUACAUAAAUUAGAC
Bce-14-1 GGAGCGUUAAGUUUUAACAUGUUUCAAAAUAGCAUGAUGUCUAUAUUUGAAAGGCAUUCUUUUGAAACAGGAGAUACGGUAUUACAUAAAUUAGAC
Bce-47-1 GGUGCGUUAAGUUUUAACAUGUUUCAAAAUAGCAUGAUGUCUAUAUUUGAAAGGCAUUCUUUUGAAACAGGAGAUACGGUAUUACAUAAAUUAGAC
Ban-5-1 GGAGCGUUAAGUUUUAACAUGUUUCAAAAUAGCAUGAUGUCUAUAUUUGAAAGGCAUUCUUUUGAAACAGGAGAUACGGUAUUACAUAAAUUAGAC
Bce-28-2 GGAGCGUUAAGUUUUAACAUGUUUCAAAAUAGCAUGAUGUCUAUAUUUGAAAGGCAUUCUUUUGAAACAGGAGAUACGGUAUUACAUAAAUUAGAC
Bce-25-1 GGAGCGUUAAGUUUUAACAUGUUUCAAAAUAGCAUGAUGUCUAUAUUUGAAAGGCAUUCUUUUGAAACAGGAGAUACGGUAUUACAUAAAUUAGAC
Bce-2-1 GGAGCGUUAAGUUUUAACAUGUUUCAAAAUAGCAUGAUGUCUAUAUUUGAAAGGCAUUCUUUUGAAACAGGAGAUACGGUAUUACAUAAAUUAGAC
Bce-44-1 GGAGCGUUAAGUUUUAACAUGUUUCAAAAUAGCAUGAUGUCUAUAUUUGAAAGGCAUUCUUUUGAAACAGGAGAUACGGUAUUACAUAAAUUAGAC
Bth-7-1 GGAGCGUUAAGUUUUAACAUGUUUCAAAAUAGCAUGAUGUCUAUAUUUGAAAGGCAUUCUUUUGAAACAGGAGAUACGGUAUUACAUAAAUUAGAC
Bth-15-1 ACUAUGGGAGCGUUAAGUUUUAACAUGUUUCAAAAUAGCAUGAUGUCUAUAUUUGAAAGGCAUUCUUUUGAAACAGGAGAUACGGUAUUACAUAAA
Bth-22-1 ACCAUGGGAGCGUUAAGUUUUAACAUGUUUCAAAAUAGCAUGAUGUCUAUAUUUGAAAGGCAUUCUUUUGAAACAGGAGAUACGGUAUUACAUAAA
Bce-7-1 GUACUAUGGGAGCGUUAAGUUUUAACAUGUUUCAAAAUAGUAUGAUGUCUAUAUUUGAAAGGCAUUCUUUUGAAACGGGAGAUACGGUAUUACAUA
Bce-21-1 GGGGGCGUUAAGUUUUAACAUGUUUCAAAAUAGUAUGAUGUCUAUAUUUGAAAGGCAUUCUUUUGAAACAGGAGAUACGGUAUUACAUAAAUUAGA
Bmy-1-1 GGGGGCGUUAAGUUUUAACAUGUUUCAAAAUAGUAUGAUGUCUAUAUUUGAAAGGCAUUCUUUUGAAACAGGAGAUACGGUAUUACAUAAAUUAGA
Bce-8-2 UGGGAGCGUUAAGUUUUAACAUGUUUCAAAAUAGUAUGAUGUCUAUAUUUGAAAGGCAUUCUUUUGAAACAGGAGAUACGAUAUUACAUAAAUUAG
Bce-32-1 UGGGAGCGUUAAGUUUUAACAUGUUUCAAAAUAGCAUGAUGUCUAUAUUUGAAAGGCAUUCUUUUGAAACAGGAGAUACGGUAUUACAUAAAUUAG
Bce-12-2 UUAAGUUUUAACAUGUUUCAAAAUAGUAUGAUGUCUAUAUUCGAAAGGCAUUCUUUUGAAACAGGAGAUACGGUAUUACAUAAAUUAGACGCAGAA
Bsp-9-5 UUUAUAAACAACACUUCUUAUAUUUUUUUCCGCUGCCACAAGGACAUGGGUCGUUCCGUCCGACUUUAUCCUCUUUAACAGUUGGUGAAAAUGCAU
Pal-1-4 GUGGUUGCAGCUGAUAUAUUGGCUCGCAUCCUGCUCUCUCGAGCGCUGAACCGAUCGAACGACGAGAUUGUUAUUCAUACUCAUUCAUUCGGCAAG
Psp-5-2 AUCGCCAUAGAUGAGAAGAUAAUUCCCGUAAUUGUCCCCUUGGCAAACGGUCCAAUUAUAGCCGGAUUAGAGUGGGUAAAAGGUUUUUUUUACUUC
Bsp-3-1 GCUGUUCCGGAUAUUUGGCCUAAAGUCUCAAAAAGGCUUUUUUCCAGACUACAGAAUGUAUUUGAGCUAUCUUCAUCCAGACGACCGUCCGGCUUU
Bsp-8-6 AUAUCGAUUGCCCUGUCUGCAAAAGCUCAGUGCUGAAAGAAGAGAAAGCAGUCUGCUAUUCAUGAGCAGCUGCUUUUUUCUUUCCCCUUCCCAAAU
Bsm-1-1 UUCGUCCUAAUGUUGUAUUGCUUGACAUCAUCAUGCCUUAUAAAAAUGGAUUAGACGCUUUAAAUGAAAUCAAAAAGCAUAAUCCGAAAGCCAAAG
Bsp-3-2 GUGUAAAACCAUCAUAUCUGCACAUCACUCUAAAACACCUGCACAUCGAUUUUAUUAACUUCAGACGGCAUUGUGUUUCUCUGAAUAGCACUUAAC
Bsp-2-4 GUUUUGCUAGAUAUAACUUUACCUGACAUUAAUGGAAUUGAUGUUUUAAAGAAAUUAAUAAAGAUAAAUUCAGAAGCUAAAAUUGUCAUGUGCUCG
Bce-1-4 UUUUUGGCAUGACGGUGAGCUUUGCUAGUUUAUUUUUAUUAUUAAUUGUCAGGUUGUUCAGCCUUGUUAAAGCGACAGCAAUCGCUAUCGUCAUAU
Bsp-9-6 CAAUAAUGCGCAAGCAACAAAUGAGAUUAGUGUAGUUGAGAAAGUAAAUAGUACAAAAGAAUUCAUCAUUGGAGUUAAAGCAGGCACAGGAAAUAU
Pdo-1-2 ACAAAAGCCAUGGUCAUUUCCGAACAAGCACAACCUACUGCUCGCUAUAUGGUAGGCACAAAAGCAGGUACGCAAGGAAUUGAGGACGCGAUCCUA
Bco-3-4 UCAAU...........................................................................................
Bsp-6-1 AAUGUAUAAAGAAGUGUUUGAAGGGAUCGGAGUAGAUCCUGAAACGGCUUUAACAACAACAUUUGAAGAAGAAUAUGAAGGUAUGGUAGUUGUCAA
Bsp-3-3 UGGAAAUGCUUUUUAUUUUGCCAAAAAAAUAAGCCUGUACAUUCAGGCUCAUUGCAUCUAUGAUUUUUGUCCGCUUCUCCACUUAUUAAAAUCCAA
Bsp-9-7 GGGUAUUUUUUUGUAUAAUGACAAAUAGACAACUAGUAGAAAUCGGGGAAAACACCAUGAGUAAAAAAACAUUCACAGAGAAAGAAAUCAAACAAU
Bsp-8-7 UUUUUAUUUUGCGGGGACAAAGGAGGUUACGGAGGCUGUCAAGCUUGGUGACUGGUUGUCCUUGUUUGUAUAACAGCCUCGGAGCAGUUAUUUUUU
Osc-1-4 UCUUGAUCGGAGAAAAAAUUAAACAAUUACGUAAAGAUAAAAAAAUGUCUAUUUCGGAACUUGCUGAAAAAGCAAAUGUAGCUAAAUCAUAUUUAA
Bce-36-2 GCCAUUUAUACAUAUUGUAGCAGCAGAAACAUAUGACAAAGAAGCAAAUGUCAGCUUAAAGCUUUCGGUUGAGGGCGGAGAUGGUUCGCAAAAAAA
Bth-14-2 AUCAAGCCUCAGAUGGUAUGAAAGUAGAAGUGAAGUGGUCAGCUAAAGAAAAAAUAAAAAGUGGAGAUCAAUUCACAAUUGAUAUGCCAAAAGAGU
Bce-4-2 AUCAAGCCUCAGAUGGUAUGAAAGUAGAAGUGAAGUGGUCAGCUAAAGAAAAAAUAAAAAGUGGAGAUCAAUUCACAAUUGAUAUGCCAAAAGAGU
Bce-43-2 AUCAAGCCUCAGAUGGUAUGAAAGUAGAAGUGAAGUGGUCAGCUAAAGAAAAAAUAAAAAGUGGAGAUCAAUUCACAAUUGAUAUGCCAAAAGAGU
Bth-11-2 AUCAAGCCUCAGAUGGAAUGAAAGUAGAAGUGAAGUGGUCAGCUAAAGAAAAAAUAAAAAGUGGAGAUCAGUUCACAAUUGAUAUGCCAAAAGAGU
Bth-22-2 AUCAAGCCUCAGAUGGUAUGAAAGUAGAAGUGAAGUGGUCAGCUAAAGAAAAAAUAAAAAGUGGAGAUCAAUUCACAAUUGAUAUGCCAAAAGAGU
Bce-44-2 AUCAAGCCUCAGAUGGAAUGAAAGUAGAAGUGAAGUGGUCAGCUAAAGAAAAAUAAAAAGUGGAGAUCAAUUCACAAUUGAUAUGCCAAAAGAGUU
Bth-6-2 UCAAGCCUCAGAUGGUAUGAAAGUAGAAGUGAAGUGGUCAGCUAAAGAAAAAAUAAAAAGUGGAGAUCAAUUCACAAUUGAUAUGCCAAAAGAGUU
Bth-2-2 UCAAGCCUCAGAUGGUAUGAAAGUAGAAGUGAAGUGGUCAGCUAAAGAAAAAAUAAAAAGUGGAGAUCAAUUCACAAUUGAUAUGCCAAAAGAGUU
Bce-15-2 UCAAGCCUCAGAUGGUAUGAAAGUAGAAGUGAAGUGGUCAGCUAAAGAAAAAAUAAAAAGUGGAGAUCAAUUCACAAUUGAUAUGCCAAAAGAGUU
Bth-19-2 UCAAGCCUCAGAUGGUAUGAAAGUAGAAGUGAAGUGGUCAGCUAAAAGAAAAAAUAAAAAGUGGAGAUCAAUUCACAAUUGAUAUGCCAAAAGAGU
Bth-1-2 UCAAGCCUCAGAUGGUAUGAAAGUAGAAGUGAAGUGGUCAGCUAAAGAAAAAAUAAAAAGUGGAGAUCAAUUCACAAUUGAUAUGCCAAAAGAGUU
Bce-30-2 UCAAGCCUCAGAUGGUAUGAAAGUAGAAGUGAAGUGGUCAGCUAAAGAAAAAAUAAAAAGUGGAGAUCAAUUCACAAUUGAUAUGCCAAAAGAGUU
Bce-6-2 UCAAGCCUCAGAUGGUAUGAAAGUAGAAGUGAAGUGGUCAGCUAAAGAAAAAAUAAAAAGUGGAGAUCAAUUCACAAUUGAUAUGCCAAAAGAGUU
Bce-13-2 UCAAGCCUCAGAUGGUAUGAAAGUAGAAGUGAAGUGGUCAGCUAAAGAAAAAAUAAAAAGUGGAGAUCAAUUCACAAUUGAUAUGCCAAAAGAGUU
Bth-4-2 AUCAAGCCUCAGAUGGUAUGAAAGUAGAAGUGAAGUGGUCAGCUAAAGAAAAAAUAAAAAGUGGAGAUCAAUUCACAAUUGAUAUGCCAAAAGAGU
Bth-3-2 AUCAAGCCUCAGAUGGUAUGAAAGUAGAAGUGAAGUGGUCAGCUAAAGAAAAAAUAAAAAGUGGAGAUCAAUUCACAAUUGAUAUGCCAAAAGAGU
Bce-32-2 UCAAGCCUCAGAUGGCAUGAAAGUAGAAGUGAAGUGGUCAGCUAAAGAAAAAAUAAAAAGUGGAGAUCAAUUCACAAUUGAUAUGCCAAAAGAAUU
Bwe-1-2 UCAGGCUUCAGAUGGUAUGAAAGUAGAAGUGAAGUGGUCAGCUAAAGAGCAAAUAAAAAGUGGAGAUCAAUUCACAAUUGAUAUGCCAAAAGAAUU
Bce-11-2 AUCAGGCUUCAGAUGGUAUGAAAGUAGAAGUGAAGUGGUCAGCUAAAGAGCAAAUAAAAAGUGGAGAUCAAUUCACAAUUGAUAUGCCAAAAGAAU
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Bce-8-3 AGGCUUCAGAUGGUAUGAAAGUAGAAGUGAAGUGGUCAGCUAAAGAACAGAUAAAAAGUGGAGAUCAAUUCACAAUUGAUAUGCCAAAAGAAUUUC
Bce-21-2 CAGGCCUCAGACGGUAUGAAAGUAGAAGUGAAGUGGUCAGCUAAAGAGCAAAUAAAAGCUGGAGAUCAAUUCACAAUUGAUAUGCCAAAAGAAUUU
Bce-29-2 GAUUACUCGGCAACUAAAGUUUAUGCGGUUACGAAUGAUGAACAAGGAAGAUUCGUUGUUCAUAUGGAUAAACAAGAAAUAAAAGUUGAUGAAAAC
Bth-12-3 CACAUUAUGAUUGUAAAUUUAGUCGAUUAAUACAUUUAAUGUUCGGAAUAUUCGGUGUAUAAAAAGCGAGGGAGGGAAGUACAUUGCAAAAUCAAA
Bth-16-3 AGACUACUCUGCAACGAAAGUUUAUGCGGUUACAAACGACGAGCAAGGACGUUUUAUCGUUCAUAUGGAUAAACAAGAAAUAAAAGUUGAUGAAAA
Bth-4-3 ACAUUAUGAUUGUAAACUUAGUCGAUUAAUACAUUUAAUGUUCGUAAUAUUCGGUAAAUAGAAAGCGAGGGAGGGAAGUACAUUGCAAAAUCAAAU
Bce-18-2 AGACUACUCUGCAAAGAAAGUUUAUGCGGUUACAAAUGACGAGCAAGGACGUUUUAUCGUUCAUAUGGAUAAACAAGAAAUAAAAGUUGAUGAAAA
Bth-21-2 AGACUACUCUGCAAAGAAAGUUUAUGCGGUUACAAAUGACGAGCAAGGACGUUUUAUCGUUCAUAUGGAUAAACAAGAAAUAAAAGUUGAUGAAAA
Bth-9-3 AGAUUACUCUGCAACGAAAGUUUAUGCGGUUACAAACGACGAGCAAGGACGUUUUAUCGUUCAUAUGGAUAAACAAGAAAUAAAAGUUGAUGAAAA
Bth-20-3 AUACACAUUAUGAUUGUAAAUUUAGCUGAAUAAUAAAUUUAAUGUUCGAAAUAUUCGGUUCAUAAGAAGUGAGGGAGGGAAGUACAUUGCAAAAUC
Bce-19-3 AGACUACUCUGCAACGAAAGUUUAUGCGGUUACAAACGACGAGCAAGGACGUUUUAUCGUUCAUAUGGAUAAACAAGAAAUAAAAGUUGAUGAAGA
Bth-3-3 ACAUUAUGAUUGUAAAUUUAGUCGAUUAAUACAUUUAAUGUUCGGAAUAUUCGGUGCAUAAAAAGCGAGGGAGGGAAGUACAUUGCAAAAUCAAAU
Bce-48-3 UAGACUACUCUGCAACAAAAGUUUAUGCCAUUACAAACGACGAGCAAGGACGUUUUAUCGUUCAUAUGGAUAAACAAGAAAUAAAAGUUGAUGAAA
Bth-19-3 ................................................................................................
Pel-1-6 UUGCCGAUGAUCUGCGGCCUGAAUAUUUGCAGCAAAUCGUUCAGUAUGCCAACCAAUACCGUUCCGACAUCAAAAUCCGUUUCGAAGCGGAGUGUA
Baz-1-1 UAUAAAUCAUACGCUUAGGGAGAUAUCAAUGAUAGGGAAACGUAUCCAAACAAUUAGAAAAGAGAAGGGGCUCUCACUAUCAGAUUUGGCUGCAAA
Pmu-1-7 AUCCAUACUUUCUUUAUGCGUUACGCCAUCGAUGUGCUGUAUUUGGACGAGAACGAUACCAUUGUGGGCAUGCAGGAGAAGCUGCCCCCGGGCCGG
Pmu-2-8 AUCCAUACUUUCUUUAUGCGUUACGCCAUCGAUGUGCUGUAUUUGGACGAAAACGAUACCAUUGUGGGCAUGCAGGAGAAGCUGCCCCCUGGCCGG
Bli-1-1 UUUGGUACACGGAAAAGUUCUAUCCCGGUACAAGUGUUUCAAAUUUGAGCGGCUUUGGAAAAUUAAAAUCUGCAUCCGGAAUCGAUUCCGGGUUAU
Bsp-6-2 AGUAUUUCUAAUUUGGGUGGGUUUGCCAGAUUAAGGUCGGUAUCAGGUCUAAAUCCUUCUUUGGUUGUUGAUGUGCUUCAAGAGUACAUUCGUCAA
Bsp-7-1 AAGUAUUUCUAAUUUGGGUGGGUUUGCCAAGUUAAGAUCGGUAUCAGGUCUAAAUCCUUCUUUGAUCGUGGAUGUGCUUCAAGCGUACAUUCGUGA
Bpu-2-1 UCUAAUUUGGGUGGAUUCGCCAGAUUGAGAUCGGUAUCGGGUUUAGAUCCAUCUUUGGUCGUUGACGUGCUUCAAAUGUACAUUCGUCAAACUGAC
Bpu-1-1 UCUAAUUUGGGUGGAUUCGCCAGAUUGAGAUCGGUAUCAGGUUUAGAUCCAUCUUUGGUCGUUGACGUGCUUCAAGCGUACAUUCGCCAAACUGAC
Axy-1-1 UUUAUAAGCAAAUUAGUAUUAAUAGUUAGAGAGCAUUAGCUAUUAAUCUUAAGUAAAAAAAGCAAUCAGAAUACCUAAUUAAAUAGGUACUGAUUG
Oih-1-1 CUUGAUCGGCGAAAAAAUAAAACAACUACGCCUAGAAAAAAGAAUGUCCAUUUCCGAAUUAGCGGAAAAAGCAGGAGUCGCUAAAUCAUAUUUAAG
Bce-1-5 UAUGUAUUUUAUAUGAUGUGUAAGAGGGGACUCAAAGGUUGAUUUUACCUUUAAGUCCCCUCAUUUUUUCAUGAGUAUUUAAGUUUUUUUUGUAAA
Pla-1-1 CAGCAGGAGACCUUUCCGCUGCAGAUGGGAAACGGUGGUUAUACCAUAACAGUGCUGGAGCAGGUCAACGGUACCAAGUAUAAGAUCGUUCAAGAA
Pel-1-7 GGCGCACUAUCCAUUGCAGCGAGGCAAUGGCACGUACAGCGUUCUGAUCGCGCAGUUAAUGAGCGAUAAUAAAUAUAAAGUCGUUUCGAAAGAAAG
Pte-1-3 CUGACACCCGGAAAAUCUGAGGAAGUAUUUCCUCUCCAAAUGGGUAAUGGGAACUAUAGCAUUAGUAUUUUGGAACAGCUUAGUGGUAAUCAAUAU
Ppo-3-1 CCGGGAAAUCCGAAGAAGUAUUUCCUCUCCAAAUGGGUAAUGGGAACUAUAACAUCAGUAUUUUAGAACAGCUUAGUGGUAAUCAAUAUAAAGUGA
Psp-3-2 AAAAGGUUUUACGAUCUCCAGUUCGACCAGGCUAGUGAAGUUUUUCCCCUGCAGCUUGGCAACGGAGAUUACCAGAUUAGCGUUUUGGAGAAUGUA
Ppo-1-1 UUGCUCAUUGUCCAAAGCAUUUUCAGCGCAACGCUGGCUUCCUCCCUCCGAGCAAAAUGGUAAUGAAUUGCGUAUCCAGUUCAAAAAUAAGAUACA
Ppe-1-3 GCUCAUUAUCCAAAGCUUUUUCAGUGCAACGCUGGCUUACGCAGAUACUCCAGCCCUGGAACAGCCGCAAAGUGCUGUUGUCGAUCCCGUACAACC
Psp-1-3 GCUCAUUAUCCAAAGUUUUUUCAGUGCAACGCUGGCUUACGCAGAUACUCCAGCCCCCGAACUGCCGCAAAGUGCUGUUGUCGAUCCCACACAACC
Ppe-1-4 UGAUUAUUUGGAAAGUCCGGAUGAAUUAAAUAACAAGGUCCAAAAAAUCAGUCAGUCGUAUGUGGGUGUGCACGGCUAUGAGAUGGGAGCUAUCUC
Psp-1-4 UGAUUAUUUGGAAAGUCCAGAUGAACUAAGUAACAAGGUCCAAAAAAUCAGUCAGUCGUAUGUGGGUGUGCACGGCUAUGAGAUGGGAGCCAUCUC
Ppo-1-2 UGAUUAUUUGGAAAGUCCAGAUGAAUUAAGUAACAAGGUCCAAAAAAUCAGUCAGGCAUAUGUUGGUGUACACGGCUAUGAGAUGGGAGCUAUCUC
Ppo-3-2 UGAUUAUUUGGAAAGUCCAGAUGAAUUAAGCAACAAGGUCCAAAAAAUCAGCCAGGCGUAUGUGGGUCUGCACGGCUAUGAGAUGGGAGCCAUCUC
Pte-1-4 GAUUAUUUGGAAAGUCCGGAUGAAUUAAGCAACAAGGUCCAAAAAAUCAGUAAGGCGUAUGCUGGUGUACAUGGCUACGAAAUGGGAGCCAUCUCC
Bsp-9-8 GGGACUAAAGCACAAAACAAAAAGGCCCCCUUCACCAUAGAAGCAAGGACCAAAAAAAGUACCAGCACCAUGAGCUUAUAUAAUAAGGGAAGAAAU
Sin-1-1 AAAAAUAAAUUGUUUGAACUUGAUGUAUGCGCUUUGGAUAAGGCAGUACGGACUUUUCGCCAAAGCAGGCUAUUGCCGCCUGAAAAACUAUUUAUC
Bsp-2-5 UUUUUUUCUUCAGAUAAACAAAAAACCUGUUCAGAUGAACAGGUUUUUUACUUAUCUUGAUUAAUCUUCCAUUUAUUAAAUUCAAGGUACUCACGA
Osp-1-2 AGCUUGAUCGGUGAAAAAAUAAAAAGACUGCGGCAAGAAAAGCGAAUGUCCAUUUCCGAGCUUGCUGAAAAAGCUGGAGUGGCCAAAUCAUACUUA
Bbr-1-3 CGCGGCUUACAAGGCGGCAGCCAACGCGAAAAAAGAGUGGGAUGAAGUGAAUGCCUAUACCAAAUCCCGAAUGUUGGAGCGUGCAGUUCGCUAUAU
Bsp-12-3 CGCGGCUUACAAGGCGGCAGCCGACGCGAAAAAAGAGUGGGAUGAAGUGAAUGCUUAUACCAAAUCCCGAAUGUUGGAGCGUGCUGUUCACUAUAU
Bce-1-6 CUAAGGCCGUCCUACUAUUACAAUUGCUUUCCAUUUAGUCUACUUUUAUUUAAUAAUGGUUCCAUUCUGUGAUCGGUGAAACGAAGAGAAUUAAUA
Baz-1-2 GGACAGUUCUUGUGUUCCAAUUUAAUAAUGGAAUACAAGAACCGUCCCUAUGUUCCUGGGAUAAUUAAAACCCGAUAAUGCACAUGGCUGUUCGCU
Bba-1-4 UUACUUUAUAUCGCUACGGGGAUUGCUUUUCUUUUAUCAAAUUUAUAAAUAUAGUUAAAUCCGCAUUCCUUUGCUAGUUGAUAGGCCUCUACUAGG
Bba-1-5 AUACCAAUAUGGAUACUUGUGAUAGUUAUUCUCGUUAAAUUAUUCUAAAGGCACUCAUUUGAGUGUCUUUAAUUAUGUAAGUGAUGUCGAUCACAA
Bce-1-7 CUUUGAAAAGAAACGAUACCGCGUUAGAUGAGAACAUGAAACUUCAAAUACAAUCUGAUGAUAAAGGUAAUACUGAACAAUUAGAGUGGCAAAAAG
Pla-1-2 AGGCUGAUCGAGCGAAAAGAAAUCCUGUAUCUGUUGCAAGAGGAAACCAGGAAUAUGAACGAUUUGCUGUCUAUACCUUAUUUAUUUGUGAUUGCG
Pla-1-3 AAGUAACAAUUGACGAAUUGCCAAGAGGGGGAUGGACCAACGAUGAAAGAAACCGGGUUAGUUUUUCCCUUGAUUUUGCAACGACCCGAAAACUCC
Bsp-3-4 AGAGCCUAAACUUAAAAAUCUGAAAACGAUUGCAUCUAAACUUGAAAAUGAAUUGCUAUAUGACUUCUCUUGUCAUGAAAGAUUAAGGCAGGAAUG
Baz-1-3 AUAUUUAGUGAGGCAAAAAAAACAAAUAGGCUCUAUGAUCUAGACACCAAGUCUAUCCAUAAAGCCCUAACGAGUUCCCAUUUCAUAAAUAGAAGG
Bsp-8-8 CGGACAGCCUGCGGAGAGAAUGCCUGGCUAACCUUGAGGCAGCAGGCAGGAAGCUCGAGCAUCAUCUUCCAUCUUAUAGCGGGAGACAUGCUGCUA
Pmu-2-9 CGUGCCCAUACCGGACCCCAGAAGGGGUUCUGGCUGCUGAUCGGCACGGCACUCUUCUGCGAGAUGACGGCCCAGCUCAUCUGGGGCUCCUACGAA
Pmu-1-8 CGUGCCCAUACCGGACCCCAGAAGGGGUUCUGGCUGCUGAUCGGCACCGCACUCUUCUGCGAGAUGACGGCCCAGCUCAUCUGGGGCUCCUACGAA
Pmu-3-8 CGUGCCCAUACCGGACCCCAGAAGGGGUUCUGGCUGCUGAUCGGCACCGCACUCUUCUGCGAGAUGACGGCCCAGCUCAUCUGGGGCUCCUACGAA
Bme-4-3 CAUUUUACGAAAAAUUCUAUAAUGACAAAAUACUUAAGUUUGAAACAUGAAUUGCUAUAUGAUUUUAUUUGUGAUGAAAAGUUAAGAAUACAAUGU
Lfu-1-2 CGGAUGAAUGUGGAUUUGGAGCAAGAAUUAAAAAGUGUUGGUUUAUUAACAGCUAUGAACUUAGACAGUGAUGAAGUAAAAGAUUUGCUGUCCGAA
Lsp-1-1 AGUUGAUUUGGAACAAGAAUUAACAAGUGUUGGUUUGUUAACAGCUAUGAAUUUAGAUAGUGAUGAAGUGAAAGAUUUAUUGUCUGAAAAAGGGGA
Bsp-4-1 GACUGUUGAUUUGGAACAAGAAUUAAAAAGUGUUGGUUUGUUAACAGCGAUGAAUUUAGAUAGUAAUGAAGUGAAGGAUUUAUUGUCUGAAAAAGG
Bme-1-1 GUAUAAAUCUCCUUAAAUCCGCACUGUUUUGCCAUUUCAACCGCUUCUUUCAUAUGUGCUCCUACCGUUUCAGCAAAGUGUGAAUCAGAGCCAAUC
Bme-3-3 UAUAAAUCUCCGUAAACCCGCACUGUUUCGCCAUUUCAACUGCUUCUUUCAUGUGUGCCCCUACAGUUUCUGCAAAAUGUGAAUCAGAUCCAAUCG
Bme-2-1 ACGAAUUCCUUUUGGCUUGCGUUGAUCAAAUGUAUAAAUCUCCGUAAACCCGCACUCUCUCGCCAUUUCAACCGCUUCUUUCAUAUGCGCUCCUAC
Cth-1-2 UCUCUAUCUUAAUCCAGCCAUAGAACAGCUGUUUAACAUUAACCGUUUCAACCUGAUUGGCAAAAAUUUCUGGGAUACAUUUCCUGAACUGAAAGA
Bsp-1-2 CCCCUUAAGCUGGAGAAAUCAUCUAGUUUAGGGGGUUCAUAUUUUUAUUCAAAAGUUGAAAAUUGAAAAAUACAGUCAGGAAAAAUGCUUUCCUUC
Pmu-2-10 CCGCCGCCACAUCUUCCGUUGCCAAGACUUCGAACAAGAAGGAACAGAAGGCGGUUACGCUCAAGGAAGCGGCUCAAGCGAAAGGAAAGCAUAUCG
Pmu-1-9 CCGCCGCCACAUCUUCCGUUGCCAAGACUUCGAACAAGAAGGAACAGAAGGCGGUUACGCUCAAGGAAGCGGCUCAAGCGAAAGGAAAGCAUAUCG
Pmu-3-9 CCGCCGCCACAUCUUCCGUUGCCAAGACUUCGAACAAGAAGGAACAGAAGGCGGUUACGCUCAAGGAAGCGGCUCAAGCGAAAGGAAAGCAUAUCG
Bba-1-6 AAUUAUUAAAAGGGGAACUGGCAAACUCUUCUUUUGAAGGAAAUCGGUCGAACGCCAAGCAUCUAUCGAUUGGGAAUUCAGCAUCUAGACCCUUUA
Bsp-2-6 GAGGUAGAAUUAGCAGUUACUACUGACGCUGUAAAGGAAGCCGACCUUUUGCUAGAGCAAGCUGAUGAACGACUUGCUGAAGCGGAGGCAAUGACG
Bba-1-7 CAACAAAAAAGUGUCGGGUUCUCACACUAGGACGUUCCCUUUUGAAUCACAAAAUGUAAAAUAGCAUACCAAUUAACAAAAGAAAAAGCAUUGUCA
Bsp-1-3 ACUAAGCGAACUAAUUGAAAAGGUUGGGUCUGAAAAAGUUCUGAUUUCUGAUGAGAUUCGUGACUUUUUUAAUAGUGCCAGUCAGGAAAAAGAAGA
Bsp-8-9 AACACCAAGGAUUUUCUUUAUUAUUGCCAAGUCUAUCCGGAGCUGCAAUUCAAAUAUCUUGGUCCUUCAGCUGAAUGCUUUUUCGGCGAAGGAUCC
Bco-2-2 AAAAUUAUUCGUUAAUUGUGGAUUCAUCCGAUUUAAGGACAUUUAAGCCCGAAAUUUUGCCGGUGCUUGAAAAGAGCUAUGCGUUGUAUAUGAGUU
Bco-1-2 GUGAAAAAUUAUUCGUUAAUUGUGGAUUCAUCCGAUUUAAGGACAUUUAAGCCUGAAAUUUUGCCGGUGCUUGAAAAGAGCUAUGCGUUGUAUAUG
Baz-1-4 GUUUGGUUGGAAAGAAGAAGAAGUUUUAGGUCAGGCUUUUCCCAUUAUUCCUGACUUUGAAGCAGAGAAAUUCAAAAAAAUGUUUGCUGGUAUCAU
Baz-1-5 UUAAAAAUGAAAUUAACAGUCGCAAGAAAAAUGUAUCUAGGCUUUAGUGCUGUUUUAGUUCUUUUACUAGUAAUGGCGGGGUUUUCUUAUUACCAA
Bsp-3-5 AUAGAUUUACAGGAUACGAUUAGUAAGGUAUCAAGGCAAAGUUAUACAUUUGUUGUAGACGGGACCCAUCAAACCCCUGUCCCAUCAAAGGUGGUU
Bsp-9-9 GCAGCUGCAGCUCUCGUUAUCGCACCAGUUUUCGCUUUUACACCCCCUGCUUCUGCCAACACUGACAGCCACACGGAGGCUCAUCACCACAGCCUG
Bsp-1-4 ACGUGAAAAUCAAUAUCAACGUUUGGUUCAACUUUCACCUGAAGCCAUUAUUGUGCAUAGAGAUGGCAAAAUCCUCUAUAUUAACGAUUCAGGGGU
Bsp-2-7 GUUUGGGUUAGGAAUUCCUCUUGGAUGGUUUUUUGGAAGACAUUAUGAUAAAGCGGUAUUUUUACGUAGAGACUUAAAAAAUGUCCAGAAUAAACU
Bsp-10-2 AGACAGCUAGAUAAACAAACAGACGAAAAGAAGAGGCCUCCAGUUGGGGGCCUCUUUGGUAUUGAGGGGACAGGCACGGCGCCCCAAAUGGGUCAC
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Aac-2-2 AGAGAUUUUCCUGGUGAUUAAAUUUAAAAGGAGUUGCGGCCUUCGUUCUUCAUAAUACUAUCAGGUGAGAGAGGGGCUGUCCCCUCUCUCGUAUUU
Aac-1-5 CGAGAUUUUCCUGGUGAUUAAAUUUAAAAGGAGUUGCGGCCUUCGUUCUUCAUAAUACUAUCAGGUGAGAGAGGGGCUGUCCCCUCUCUCGUAUUU
Bse-1-2 GAAGAAGGGGUAUUACGGGCGAACAGCACGUUCUUUACAUUGAAGAGCGGGGAGAUUAAUGAAUUCUAUCAGGAGCGACAGGGAGAUGGCCUUGUG
Bsp-12-4 CGAUUCGUAUCGAUGGUUUCUUUCAAGAGAAAAUUGAGAUUGUAAGUACGAUCGGAGGGUUGAUGUCGGCUGAUCAAAAUGUCGAAUUCGACCUGA
Bbr-1-4 CGAUUCGUAUCGAUGGUUUCUUUCAAGAGAAAAUUGAGAUUGUAAGAGCGAUAGGAGGGUUGAUGUCGGCAGAUCAAAAUGUCGAACAAGACCUGA
Bsp-13-3 UCCAUCAGAAUCGACAGCUUUUUCCAAGAAAAAAUCGGAAUUGUUGAAACGAUCGGAGAGAUGAUUUCCGCCGACAACAAUUUCGACCAUGACUUG
Pde-1-4 CGCCGAAGUUCUCGUCCGAUGCCAGAUUUGCCGUCUGACCGGGAGGAGGAAUGACGAGAUCGCAUUCAUCCGGAACCGGUUCGGCAAGCCGUAUAU
Pde-1-5 UGCAAUGGCUAUCGGGCUGUUCCUGACGCCUGCAUUCACCUACGCCGCAGCGAACAGCAUGCCGGCAGCGGACGAGACGCUGCGCACCACUCCUGU
Pal-1-5 UUAGCGCAUCAAUGCUGUUCGGGAUGUUCAUUUCUCAGCCUGCCCUCUAUGCAGCAGAUAAGCUGAGCGGAAGCGGGACCCCUUCCUUGGAAAAAG
Pal-1-6 UAGCGCUGCGCUGUUGGCCGGGAUGCUUAUCCAUCAGCCGACCCUUUAUGCAGCGGACAAGCUGGUCGGUAGCAAGAUUGCUGUCACGAAAACGAA

................................................................................................

................................................................................................qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa
2 BacillalesG20A

2.1 Taxa

The taxonomy of each organism containing a putative BacillalesG20A is listed,
with abbreviations identifying each hit (e.g., “Eco-1-1” and “Eco-1-2” might hy-

pothetically represent two distinct RNAs in E. coli). The abbreviations will be
used to identify each individual BacillalesG20A in Sections 2.2 and 2.4.

abbrev. of hits taxonomy of species
Bce-1-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus cellulosilyticus DSM 2522
Bce-2-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus 03BB108
Bce-3-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus 172560W
Bce-4-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus AH1134
Bce-5-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus AH1272
Bce-6-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus AH1273
Bce-7-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus AH603
Bce-8-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus AH621
Bce-9-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus AH676
Bce-10-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus ATCC 10876
Bce-11-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus ATCC 14579
Bce-12-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus B4264
Bce-13-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus BDRD-Cer4
Bce-14-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus BDRD-ST196
Bce-15-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus BDRD-ST24
Bce-16-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus BGSC 6E1
Bce-17-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus F65185
Bce-18-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus G9842
Bce-23-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus m1550
Bce-19-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus MM3
Bce-20-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus Rock1-15
Bce-21-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus Rock4-2
Bce-22-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus SJ1
Bsp-1-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus sp. 7 6 55CFAA CT2
Bth-1-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis BMB171
Bth-2-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis Bt407
Bth-3-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis HD-771
Bth-4-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis IBL 200
Bth-5-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis IBL 4222
Bth-6-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis MC28
Bth-7-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis serovar berliner ATCC 10792
Bth-8-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis serovar chinensis CT-43
Bth-9-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis serovar huazhongensis BGSC 4BD1
Bth-10-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis serovar israelensis ATCC 35646
Bth-11-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis serovar kurstaki str. T03a001
Bth-12-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis serovar pakistani str. T13001
Bth-13-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis serovar sotto str. T04001
Bth-14-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis serovar thuringiensis str. T01001
Bth-15-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis str. Al Hakam
Bwe-1-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus weihenstephanensis KBAB4
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Gth-1-1 Bacteria Firmicutes Bacillales Bacillaceae Geobacillus thermoglucosidasius C56-YS93
Osp-1-1 Bacteria Firmicutes Bacillales Bacillaceae Oceanobacillus sp. Ndiop
Pla-1-1 to Pla-1-2 Bacteria Firmicutes Bacillales Paenibacillaceae Paenibacillus lactis 154
Pmu-1-1 Bacteria Firmicutes Bacillales Paenibacillaceae Paenibacillus mucilaginosus 3016
Pmu-2-1 Bacteria Firmicutes Bacillales Paenibacillaceae Paenibacillus mucilaginosus K02
Pmu-3-1 Bacteria Firmicutes Bacillales Paenibacillaceae Paenibacillus mucilaginosus KNP414
Pte-1-1 Bacteria Firmicutes Bacillales Paenibacillaceae Paenibacillus terrae HPL-003
Svi-1-1 Bacteria Firmicutes Bacillales Sporolactobacillaceae Sporolactobacillus vineae DSM 21990 = SL153

2.2 Gene contexts

Each BacillalesG20A (indicated by “RNA→”) is listed. For each hit, the genes
located within 6 Kb of the hit are given, except that genes are not listed for
eukaryotes, because these organisms were not used in the statistics of genetic el-
ements associated with c-di-GMP riboswitches.. Some environmental sequences
and some RefSeq entries lack gene annotations, and so no genes are available for
such sequences. The direction of each gene is indicated with an arrow (→), and
each conserved domain in the gene is colored. Conserved domains associated
with more than one BacillalesG20A are assigned a color; other domains are gray.
Information about these conserved domains is given in Section 2.3. The acces-

sion number of the sequence containing each BacillalesG20A is given. Accessions
beginning with “NC ”, “NS ”, “NW ” or “NZ ” are contained in RefSeq. Other
accession refer to environmental samples, whose sources are cited in Methods. Nu-
cleotide coordinates are given for the 5′ and 3′ boundaries of each BacillalesG20A.
If the 5′ coordinate is greater than the 3′ coordinate, the RNA is present on the
reverse-complement strand of the containing genomic DNA sequence. Each hit is
denoted by an abbreviation (like “Eco-1-1”) that refers to a taxonomy given in
Section 2.1.

abbrev. Seq. accession 5′ at 3′ at genes

Bacteria Firmicutes Bacillales

Svi-1-1 NZ BAEY01000008.1 + 124099 124218 Peptidase C39A (cd02549)→ RNA→ COG3103 (COG3103)SH3 3 (pfam08239)→
Bce-19-1 NZ ACLW01000034.1 + 58472 58596 AcrR (COG1309)→ RNA→ COG4932 (COG4932)→
Bce-22-1 NZ ADFM01000046.1 - 265053 264929 AcrR (COG1309)→ RNA→ metaprodigal→ COG4932 (COG4932)Cna B (pfam05738)→ COG4932 (COG4932)→
Bth-11-1 NZ ACND01000297.1 + 5529 5653 AcrR (COG1309)→ RNA→ COG4932 (COG4932)→
Bce-3-1 NZ ACLV01000030.1 + 63709 63833 AcrR (COG1309)→ RNA→ COG4932 (COG4932)→
Bce-21-1 NZ ACMM01000123.1 + 86576 86700 AcrR (COG1309)→ RNA→ COG4932 (COG4932)Cna B (pfam05738)→
Bce-17-1 NZ ACMO01000021.1 + 60360 60484 AcrR (COG1309)→ RNA→ COG4932 (COG4932)Cna B (pfam05738)→
Bsp-1-1 NZ ACWE01000060.1 + 52771 52895 AcrR (COG1309)→ RNA→ COG4932 (COG4932)Cna B (pfam05738)→
Bth-9-1 NZ ACNI01000026.1 + 25045 25169 AcrR (COG1309)→ RNA→ COG4932 (COG4932)Collagen bind (pfam05737)Cna B (pfam05738)→
Bth-15-1 NC 008600.1 + 1077625 1077749 AcrR (COG1309)→ RNA→ COG4932 (COG4932)→
Bce-2-1 NZ ABDM02000004.1 + 164447 164571 AcrR (COG1309)→ RNA→ COG4932 (COG4932)→
Bce-16-1 NZ ACLU01000027.1 + 39298 39422 TetR N (pfam00440)→ RNA→ COG4932 (COG4932)Cna B (pfam05738)→
Bth-6-1 NC 018693.1 + 276066 276190 TetR N (pfam00440)→ RNA→ COG4932 (COG4932)→
Bce-9-1 NZ ACMQ01000033.1 + 20950 21074 TetR N (pfam00440)→ RNA→ COG4932 (COG4932)→
Bth-4-1 NZ ACNK01000028.1 + 28061 28185 AcrR (COG1309)→ RNA→ COG4932 (COG4932)→
Bce-4-1 NZ ABDA02000001.1 + 755055 755179 AcrR (COG1309)→ RNA→ COG4932 (COG4932)→
Bce-10-1 NZ ACLT01000029.1 + 9699 9823 AcrR (COG1309)→ RNA→ COG4932 (COG4932)Cna B (pfam05738)→
Bth-13-1 NZ ACNB01000274.1 - 3621 3497 TetR N (pfam00440)→ RNA→ Collagen adhesion protein→ COG4932 (COG4932)→
Bce-18-1 NC 011772.1 + 1039135 1039259 AcrR (COG1309)→ RNA→ COG4932 (COG4932)→
Bth-2-1 NC 018877.1 + 1089117 1089241 AcrR (COG1309)→ RNA→ COG4932 (COG4932)→ COG4932 (COG4932)Cna B (pfam05738)→
Bth-14-1 NZ ACNA01000030.1 + 51729 51853 TetR N (pfam00440)→ RNA→ COG4932 (COG4932)→
Bth-7-1 NZ ACNF01000032.1 + 51731 51855 RNA→
Bth-3-1 NC 018500.1 - 3041427 3041303 AcrR (COG1309)→ RNA→ (big gap) DUF2257 (pfam10014)→ 3oxo ACP reduc (TIGR01830)→

2A78 (TIGR00950)→
Bth-10-1 NZ AAJM01000012.1 - 18097 17973 TetR N (pfam00440)→ RNA→ COG4932 (COG4932)→
Bth-5-1 NZ ACNL01000037.1 + 24775 24899 TetR N (pfam00440)→ RNA→ COG4932 (COG4932)→
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Bth-1-1 NC 014171.1 + 1051539 1051663 TetR N (pfam00440)→ RNA→ pseudogene→
Bce-11-1 NC 004722.1 + 1036776 1036900 TetR N (pfam00440)→ RNA→ COG4932 (COG4932)Cna B (pfam05738)→
Bce-12-1 NC 011725.1 + 1063130 1063254 TetR N (pfam00440)→ RNA→

COG4932 (COG4932)Collagen bind (pfam05737)Cna B (pfam05738)PHA03245 (PHA03245)→
Bth-8-1 NC 017208.1 + 1087298 1087422 AcrR (COG1309)→ RNA→ COG4932 (COG4932)Collagen bind (pfam05737)Cna B (pfam05738)→
Bce-23-1 NZ ACMA01000023.1 + 24896 25020 TetR N (pfam00440)→ RNA→ COG4932 (COG4932)Collagen bind (pfam05737)Cna B (pfam05738)→
Bce-15-1 NZ ACMB01000024.1 + 28369 28493 TetR N (pfam00440)→ RNA→ COG4932 (COG4932)Collagen bind (pfam05737)Cna B (pfam05738)→
Bce-13-1 NZ ACME01000020.1 + 53567 53691 TetR N (pfam00440)→ RNA→ COG4932 (COG4932)→
Bce-20-1 NZ ACMH01000027.1 + 48356 48480 TetR N (pfam00440)→ RNA→ COG4932 (COG4932)→
Bth-12-1 NZ ACNC01000043.1 + 25656 25780 TetR N (pfam00440)→ RNA→ COG4932 (COG4932)→
Bwe-1-1 NC 010184.1 + 1053362 1053486 AcrR (COG1309)→ RNA→ COG4932 (COG4932)Cna B (pfam05738)→
Bce-7-1 NZ ACMP01000037.1 + 9223 9347 AcrR (COG1309)→ RNA→ COG4932 (COG4932)Cna B (pfam05738)→
Bce-14-1 NZ ACMD01000050.1 + 57317 57444 AcrR (COG1309)→ RNA→ COG4932 (COG4932)→
Bce-5-1 NZ ACMS01000342.1 - 4964 4837 AcrR (COG1309)→ RNA→ (big gap) COG4932 (COG4932)Cna B (pfam05738)→
Bce-6-1 NZ ACMT01000293.1 + 5581 5708 AcrR (COG1309)→ RNA→ (big gap) COG4932 (COG4932)Cna B (pfam05738)→
Bce-8-1 NZ ACLX01000034.1 + 72532 72630 AcrR (COG1309)→ RNA→
Gth-1-1 NC 015660.1 + 3310192 3310304 ←pseudogene RNA→ HAMP (cd06225)MA (smart00283)→
Bce-1-1 NC 014829.1 + 4239839 4239958 Transposase 25 (pfam03050)→ RNA→ ←GT1 UDP-GlcNAc 2-Epimerase (cd03786)

Pla-1-1 NZ AGIP01000003.1 - 297823 297694 AcpD (COG1182)→ RNA→ AcoR (COG3284)LuxR C like (cd06170)→
Pla-1-2 NZ AGIP01000013.1 + 123464 123593 hypo→ RNA→ AA-adenyl-dom (TIGR01733)alpha am amid (TIGR03443)→
Osp-1-1 NZ CAER01000043.1 - 26717 26592 REC (cd00156)→ RNA→ FolE (COG0302)→ PTPS (cd00470)→ COG4221 (COG4221)→ HATPase c (cd00075)→

DAP2 (COG1506)PTZ00171 (PTZ00171)→ CaiC (COG0318)→ hypo→ STAS anti-anti-sigma factors (cd07043)→
SpoIIE (pfam07228)→ Jag (COG1847)DUF342 (pfam03961)→

Pte-1-1 NC 016641.1 - 2098546 2098431 HTH ARAC (smart00342)AraC binding (pfam02311)→ RNA→ Transglut core (pfam01841)→
Pmu-2-1 NC 017672.1 - 2878413 2878286 hypo→ RNA→ GGDEF (cd01949)→
Pmu-1-1 NC 016935.1 - 2874933 2874806 hypo→ RNA→ GGDEF (cd01949)→
Pmu-3-1 NC 015690.1 - 2325931 2325804 hypo→ RNA→ GGDEF (cd01949)→

2.3 Conserved domains

Conserved domains found in protein-coding genes listed in Section 2.2 are
shown below, with the first sentence in their description from the Conserved Do-
main Database (if any). Conserved domains associated with more than one Bacil-
lalesG20A are assigned a color, while others are shown in gray. The symbols ‘d’
and ‘u’ (if any) to the left of the colored domain name indicate whether the do-
main occurs upstream or downstream of the RNA motif. Domains marked with
lower-case ‘d’ occur (at least once) present downstream of some BacillalesG20A in

the opposite orientation. Domains marked with capital ‘D’ occur downstream and
in the same orientation (i.e., a potential cis-regulatory arrangement). Domains
marked with a ‘u’ occur upstream of the RNA in either orientation. If the ‘d’/‘u’
symbols are missing, then the domain is downstream and in the same strand. (This
mode is used for motifs predicted as cis-regulatory. The number in parentheses
after the colored domain name is the number of occurrences in Section 2.2.

cd00075 (1) Histidine kinase-like ATPases; This family includes several ATP-binding pro-

teins for example: histidine kinase, DNA gyrase B, topoisomerases, heat shock protein HSP90,

phytochrome-like ATPases and DNA mismatch repair proteins
cd00156 (1) Signal receiver domain; originally thought to be unique to bacteria (CheY, OmpR,

NtrC, and PhoB), now recently identified in eukaroytes ETR1 Arabidopsis thaliana; this domain

receives the signal from the sensor partner in a two-component systems; contains a phosphoac-

ceptor site that is phosphorylated by histidine kinase homologs; usually found N-terminal to a

DNA binding effector domain; forms homodimers
cd00470 (1) 6-pyruvoyl tetrahydropterin synthase (PTPS).

cd01949 (3) Diguanylate-cyclase (DGC) or GGDEF domain.

cd02549 (1) A sub-family of peptidase family C39.

cd03786 (1) Bacterial members of the UDP-N-Acetylglucosamine (GlcNAc) 2-Epimerase

family are known to catalyze the reversible interconversion of UDP-GlcNAc and UDP-N-

acetylmannosamine (UDP-ManNAc).

cd06170 (1) C-terminal DNA-binding domain of LuxR-like proteins.
cd06225 (1) Histidine kinase, Adenylyl cyclase, Methyl-accepting protein, and Phosphatase

(HAMP) domain.

cd07043 (1) Sulphate Transporter and Anti-Sigma factor antagonist) domain of anti-anti-sigma

factors, key regulators of anti-sigma factors by phosphorylation.
COG0302 (1) GTP cyclohydrolase I [Coenzyme metabolism]
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COG0318 (1) Acyl-CoA synthetases (AMP-forming)/AMP-acid ligases II [Lipid metabolism /

Secondary metabolites biosynthesis, transport, and catabolism]
COG1182 (1) Acyl carrier protein phosphodiesterase [Lipid metabolism]
COG1309 (23) Transcriptional regulator [Transcription]

COG1506 (1) Dipeptidyl aminopeptidases/acylaminoacyl-peptidases [Amino acid transport and

metabolism]
COG1847 (1) Predicted RNA-binding protein [General function prediction only]

COG3103 (1) SH3 domain protein [Signal transduction mechanisms]

COG3284 (1) Transcriptional activator of acetoin/glycerol metabolism [Secondary metabolites

biosynthesis, transport, and catabolism / Transcription]
COG4221 (1) Short-chain alcohol dehydrogenase of unknown specificity [General function pre-

diction only]
COG4932 (37) Predicted outer membrane protein [Cell envelope biogenesis, outer membrane]
pfam00440 (15) Bacterial regulatory proteins, tetR family.
pfam01841 (1) Transglutaminase-like superfamily.

pfam02311 (1) AraC-like ligand binding domain.

pfam03050 (1) Transposase IS66 family.

pfam03961 (1) Protein of unknown function (DUF342).

pfam05737 (5) Collagen binding domain.
pfam05738 (17) Cna protein B-type domain.

pfam07228 (1) Stage II sporulation protein E (SpoIIE).
pfam08239 (1) Bacterial SH3 domain.
pfam10014 (1) Uncharacterized protein conserved in bacteria (DUF2257).

PHA03245 (1) large tegument protein UL36; Provisional
PTZ00171 (1) acyl carrier protein; Provisional
smart00283 (1) Methyl-accepting chemotaxis-like domains (chemotaxis sensory transducer).

smart00342 (1) helix turn helix, arabinose operon control protein.
TIGR00950 (1) Carboxylate/Amino Acid/Amine Transporter.

TIGR01733 (1) amino acid adenylation domain.

TIGR01830 (1) 3-oxoacyl-(acyl-carrier-protein) reductase. [ACP]
TIGR03443 (1) L-aminoadipate-semialdehyde dehydrogenase.

2.4 Multiple-sequence alignment

Each BacillalesG20A is denoted by an abbreviation (like “Eco-1-1”) that refers
to a taxonomy given in Section 2.1. Nucleotides proposed to basepair as part
of the consensus structure are shaded in color when they comprise Watson-Crick or
G-U pairs. Otherwise they are shaded gray. Conserved stems are also indicated at
the bottom of the alignment by angle brackets, where matching < and > denote
base-paired columns. Below these angle brackets, the symbol “2” denotes base
pairs exhibiting covariation, “1” denotes base pairs exhibiting compatible muta-
tions, “0” denotes base pairs that are not observed to mutate and “?” denotes base

pairs that have a significant frequency of non-canonical nucleotides for Watson-
Crick or G-U pairs (> 5%). Below these base pair annotation is the consensus
sequence: “R” = “A” or “G”, “Y” = “C” or “U”, red nucleotides: nucleotide
identity conserved more than 97% of the time, black nucleotides: 90%, gray nu-
cleotides: 75%, red circle (qa): nucleotide is present 97% of the time, black circle (qa):
90%, gray circle (qa): 75%, white circle (qa): 50%. All percentages of sequences just
described (e.g. 97% conserved) assume that sequences have been weighted by the
GSC algorithm implemented by the Infernal software package.

Duplicate sequences: the following putative homologs are not shown in the alignment because their sequences are identical to a homolog already shown: Bce-11-1,
Bce-12-1, Bce-13-1, Bce-15-1, Bce-16-1, Bce-17-1, Bce-2-1, Bce-20-1, Bce-23-1, Bce-6-1, Bsp-1-1, Bth-10-1, Bth-12-1, Bth-14-1, Bth-5-1, Bth-7-1, Bth-8-1

alignment positions 1 · · · 162

Svi-1-1 AAGUGCAUCGGUCAUGGGGAUGAAUGACUGAGAUUGCUUGCGAUUUUUGGAAAUAUGCGGUAUAUUUAAUUUUGUAAACAGGUAGAUAGU....CUUA.U..U.....UAAAGAGCAAACCUG.CGGAAACGCAGUGACGCAAAGCCUC.GGGUCUAAA.GG
Bce-19-1 AGAACAAUUUUAUAGAGUAUUGAAUUAUAACCGUCCAGACGGUAUAGUAAUAUUUGGUUUAAGAGGAAAAUGAAACAAAAAAAGAAUAAA....AAAU.A..U......UUUUAGCACACUAU.UCGAAAGGAUAGGCCGCAAAGCUUA.GAGUCUACG.GU
Bce-22-1 AGAACAAUUUUAUAGAGUAUUGAAUUAUAACCGUCCAGACGGUAUAGUAAUAUUUGGUUUAAGAGGAAAAUGAAACAAAAAAAGAAUAAA.............AGAUAUUUUUAGCACACUAU.UCGAAAGGAUAGGCCGCAAAGCUUA.GAGUCUACG.GU
Bth-11-1 AGAACAAUUUUAUAGAGUAUUGAAUUAUAACCGUCCAGACGGUAUAGUAAUAUUUGGUUUAAGAGGAAAAUGAAACAAAAAAAGAAUAAA.............AGAUAUUUUUAGCACACUAU.UCGAAAGGAUAGGCCGCAAAGCUUA.GAGUCUACG.GU
Bce-3-1 AGAACAAUUUUAUAGAGUAUUGAAUUAUAACCGUCCAGACGGUAUAGUAAUAUUUGGUUUAAGAGGAAAAUGAAACAAAAAAAGAAUAAA.............AGAUAUUUUUAGCACACUAU.UCGAAAGGAUAGGCCGCAAAGCUUA.GAGUCUACG.GU
Bce-21-1 AGAACAAUUUUAUAGAGUAUUGAAUUAUAACCGUCCAGACGGUAUAGUAAUAUUUGGUUUAAGAGGAAAAUGAAACAAAAAAAGAAUAAA.............AGAUAUUUUUAGCACACUAU.UCGAAAGGAUAGGCCGCAAAGCUUA.GAGUCUACG.GU
Bth-9-1 AGAACAAUUUUAUAGAGUAUUGAAUUAUAACCGUCCAGACGGUAUAGUAAUAUUUGGUUUAAGAGGAAAAUGAAACAAAAAAAGAAUAAA.............AGAUAUUUUUAGCACACUAU.UCGAAAGGAUAGGCCGCAAAGCUUA.GAGUCUACG.GU
Bth-15-1 AGAACAAUUUUAUAGAGUAUUGAAUUAUAACCGUCCAGACGGUAUAGUAAUAUUUGGUUUAAGAGGAAAAUGAAACAAAAAAAGAAUAAA.............AGAUAUUUUUAGCACACUAU.UCGAAAGGAUAGGCCGCAAAGCUUA.GAGUCUACG.GU
Bth-6-1 AGAACAAUUUUGUAGGGUGUUGAAUUAUAACCGUCCAGACGGUAUAGUAAUAUUUGGUUUAAGAGGAAAAUGAAACAAAAAAAGAAUAAA.............AGAUAUUUUUAGCACACUAU.UCGAAAGGAUAGGCCGCAAAGCUUA.GAGUCUACG.GU
Bce-9-1 UAGAACAAUUUUAUAGAGUAUUGAAUUAUAACCGUCCAGACGGUAUAGUAAUAUUUGGUUUAAGAGGAAAAUGAAACAAAAAAGAAUAAA.............AGAUAUUUUUAGCACACUAU.UCGAAAGGAUAGGCCGCAAAGCUUA.GAGUCUACG.GU
Bth-4-1 AGAACAAUUUUAUAGAGUAUUGAAUUAUAACCGUCCAGACGGUAUAGUAAUAUUUGGUUUAAGAGGAAAAUGAAACAAAAAAAGAAUAAA.............AGAUAUUUUUAGCACACUAU.UCGAAAGGAUAGGCCGCAAAGCUUA.GAGUCUACG.GU
Bce-4-1 AGAACAAUUUUAUAGAGUAUUGAAUUAUAACCGUCCAGACGGUAUAGUAAUAUUUGGUUUAAGAGGAAAAUGAAACAAAAAAAGAAUAAA.............AGAUAUUUUUAGCACACUAU.UCGAAAGGAUAGGCCGCAAAGCUUA.GAGUCUACG.GU
Bce-10-1 AGAACAAUUUUAUAGAGUAUUGAAUUAUAACCGUCCAGACGGUAUAGUAAUAUUUGGUUUAAGAGGAAAAUGAAACAAAAAAAGAAUAAA.............AGAUAUUUUUAGCACACUAU.UCGAAAGGAUAGGCCGCAAAGCUUA.GAGUCUACG.GU
Bth-13-1 AGAACAAUUUUAUAGAGUAUUGAAUUAUAACCGUCCAGACGGUAUAGUAAUAUUUGGUUUAAGAGGAAAAUGAAACAAAAAAAGAAUAAA.............AGAUAUUUUUAGCACACUAU.UCGAAAGGAUAGGCCGCAAAGCUUA.GAGUCUACG.GU
Bce-18-1 AGAACAAUUUUAUAGAGUAUUGAAUUAUAACCGUCCAGACGGUAUAGUAAUAUUUGGUUUAAGAGGAAAAUGAAACAAAAAAAGAAUAAA.............AGAUAUUUUUAGCACACUAU.UCGAAAGGAUAGGCCGCAAAGCUUA.GAGUCUACG.GU
Bth-2-1 GAACAAUUUUAUAGAGUAUUGAAUUAUAACCGUCCAGACGGUAUAGUAAUAUUUGGUUUAAGAGGAAAAUGAAACAAAAAAAAGAAUAAA.............AGAUAUUUUUAGCACACUAU.UCGAAAGGAUAGGCCGCAAAGCUUA.GAGUCUACG.GU
Bth-3-1 AGAACAAUUUUAUAGAGUAUUGAAUUAUAACCGUCCAGACGGUAUAGUAAUAUUUGGUUUAAGAGGAAAAUGAAACAAAAAAAGAAUAAA.............AGAUAUUUUUAGCACACUAU.UCGAAAGGAUAGGCCGCAAAGCUUA.GAGUCUACG.GU
Bth-1-1 AGAACAAUUUUAUAGAGUAUUGAAUUAUAACCGUCCAGACGGUAUAGUAAUAUUUGGUUUAAGAGGAAAAUGAAACAAAAAAAGAAUAAA.............AGAUAUUUUUAGCACACUAU.UCGAAAGGAUAGGCCGCAAAGCUUA.GAGUCUACG.GU
Bwe-1-1 AGAACAAUUUUGCAGGGUGUUGAAUUAUAACCGUCCAAACGGUAUAGUAAUAUUUGGUUCAAAAGGAAAAUGAAACAAAA.AAAGAAUAA...AAAAA.UA.......UUUUUAGCACACUAU.UCGAAAGGAUAGGCCGCAAAGCUUA.GAGUCUACG.GU
Bce-7-1 AGAACAAUUUUGCAGGGUGUUGAAUUAUAACCGUCCAGACGGUAUAGUAAUAUUUGGUUUAAGAGGAAAAUGAAACAAAA.AAAGAAUAA...AAAAA.UA.......UUUUUAGCACACUAU.UCGAAAGGAUAGGCCGCAAAGCUUA.GAGUCUACG.GU
Bce-14-1 UAAUAGAACAAUUGUAUAGGUGUUGAAUUAUAACCGUCCAGACGGUAUAGUAAUAUUUGGUACAAGUGGAAAAUGAAACAAAAAAAGAAU....AAAACAUA......UUUUUAGCACACUAU.UCGAAAGGAUAGGCCGCAAAGCUUA.GAGUCUACG.GU
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Bce-5-1 UAAUAGAACAAUUGUAUAGAUGUUGAAUUAUAACCGUCCAGACGGUAUAGUAAUAUUUGGUACAAGUGGGAAAUGAAACAAAAAAAGAAU....AAAACAUA......UUUUUAGCACACUAU.UCGAAAGGAUAGGCCGCAAAGCUUA.GAGUCUACG.GU
Bce-8-1 AAUAGUAUGGAGUGUUGAAUUAUAACCGUCCAGACGGUAUAGUAACAUUUGGUGCAAAUGGAAAAAGAAAAACAAAAAAG.ACUAGAAAA....U..A.UUUU.........UAGCACACUAU.UCGAAAGGAUAGGCCGCAAAGCUU..............
Gth-1-1 UACUAUAUAAAAUUCACUAUAAGCUUUGUUAUAUUUUAUUUUGUAACAGUAUAAUCAGACAAGUUUCAACAAACUUCUACAAAAAUUAAU................AUAAAUCAGCAAACUAC.UCGAAAGGGUAGGACGCAAAACUAAAGGGGCUAAA.UC
Bce-1-1 CUAAAUUAAAUUGUUCAUAAAUAUUAGUGAUAAGUGCCUGUGAAAUUUGUCGAAAUAUUUUAUAUGAUAAAACUAAUCAAUACCAUAAAU....UGUA.C..G.....AUAAUAGCAAAGCUAUCUGAAAAGUAGUGACGCAAAACUAAAGGGGCUAAA.AC
Pla-1-1 CGCGGUAUAACUACAGCAGUUCGACUCUCAGCGGAUAACAAGGAAUAUUCAUGCGGCAGCGUCUUUGACAGCAAACCAAUCGAAUCGUUU....CGUA.C..G.....AUAAUAGCAAACCCA.CUGAAAAGUGGCGACGCAAAGCUAUAGGGGCUAAUGCG
Pla-1-2 AGACCUAUCGAUUUUCAAUUGGAAACAAGAUACAGUAAAUGUAAAUCGAAUACAUAAUAUAAUCAUGGUUUACAAAUUAAAUACUAUUUU....UGUA.C..G.....ACAAUAGCAAACCCA.CCGAAAGGUGGCGACGCAAAGCUAUAGGGGCUAAU.GC
Osp-1-1 AAAAAUACUUUUUUUAAAACACUUAACCUUUUAUCACAAGCAACCGAAAAUAAUAAUGAAAUUGUAUUUGAAUUUUAAUAGUUAAUUUUU....C.CUGC..G.....AUAAUAGCAAACUUA.UUGAAAGGUAAGGACGCAAAGUCAU.GGGUCUAAG.GU
Pte-1-1 GGGACGCAAAGCUACAGGGCCUUCUUUUUAAGAUGGCAGCCAGCUACCGGUUGGAGAGGCUUUUUGUCGUUCUUUUUUUCCUGAAAAACU....UUAUAC..G.....AUAAUAGCAAACCUG.UCGAAAGGCAGGGACGCAAAGCUAUAGGGCC.....UU
Pmu-2-1 UUUUUUCAUUUUGACGAAUCCCUGCGUAUUGUCUAUUAUUAUAUGUAACGAUUUAUUUCCUCCGUGUUUUCAUUCGACAAUCCAUAACUC......UA.CUUG....UUCAAUAGCAAACUUA.UUGAAAAAUAAGGACGCAAAGCCUC.GGGCCUAAG.GA
Pmu-1-1 UUUUUUCAUUUUGACGAAUCCCAACGUAUUGUCUAUUAUUAUAUGUAACGAUUUAUUUCCUCCGGCUUUUCAUUCGACAAUCCAUAACUC......UA.CUUG....UUCAAUAGCAAACUUA.UUGAAAAAUAAGGACGCAAAGCCUC.GGGCCUAAG.GA
Pmu-3-1 UUUUUUCAUUUUGACGAAUCCCAACGUAUUGUCUAUUAUUAUAUGUAACGAUUUAUUUCCUCCGGCUUUUCAUUCGACAAUCCAUAACUC......UA.CUUG....UUCAAUAGCAAACUUA.UUGAAAAAUAAGGACGCAAAGCCUC.GGGCCUAAG.GA

..........................................................................................<<<<<<<<.<..<...........<<...<<<<.<<....>>>>>>...>>...<<<.<.<<<<<.....<<

..........................................................................................????????.?..?...........00...?222.22....22222?...00...222.?.02120.....?2qaR qa qa qa qa qa qa qa qa qa qa qa qa qaR qa qaR qa qa qa qa qa qa qa qa qa qa qa qa qaR qa qa qa qa qa qa qa qa qa qa qa qa qa qa qaR qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qaR qa qa qa qa qa qa qaR qa qa qaRR qa qa qa qa qa---- qa qa qa qa- qa-- qa----- qaY qa qaUAGCA qaACY qa qa-YYGAAARG qa qaR qaG qaCGCAAAGCU qa qa-GRG qaCUA qa qa- qa qa
5′

alignment positions 163 · · · 342

Svi-1-1 CAUGUUUG........UCGAUGAUGGCC.GGGCUCC.C...GUAU.U.......UGUCUGAUGAACUUUGAACAGCAAACGUACAGAUGAGUCUAUUUGUUACACGGAAUAAUAUACCUUUUUUAUCUCCUUCCGACUUCUUCUGUAAUCUUUUCUUUCUUUUGCUGCAUCUUCUGUAUC
Bce-19-1 AAUACAUAUUGGUU..ACUAAGAUCGUC.UGGUUGC.A....CA..UU.U....UUGAUGCAACCGGACGGUCUUUUUUUGUUAUAUAAAUAUAAAAAAUAGGAGGGAAUUAUACAAAUGAAAAGUACUAAAAGGCAUAUUUCGAUGGUUUCAUUAGUUUUUCUAGUAUUAUUUUCAGUG
Bce-22-1 AAUACAUAUUGGUU..ACUAAGAUCGUC.UGGUUGC.A...CA...UUU.....UUGAUGCAACCAGACGGUCUUUUUUUGUUAUAUAAAUAUAAAAAUUUAGGAGGGAACUAUGCAAAUGAAAAGUACUAAAAGGCACAUUUCAAUGGUUUCAUUAGUUUUUCUAGUAUUAUUUUCAGU
Bth-11-1 AAUACAUAUUGGUU..ACUAAGAUCGUC.UGGUUGC.A...CA...UUU.....UUGAUGCAACCGGACGAUCUUUUUUUGUUAUAUAAAUAUAAAAAUUUAGGAGGGAACUAUGCAAAUGAAAAGUACUAAAAGACAUAUUUCAAUGGUUUCAUUAGUUUUUCUAGUAUUAUUUUCAGU
Bce-3-1 AAUACAUAUUGGUU..ACUAAGAUCGUC.UGGUUGC.A...CA...UUU.....UUGAUGCAACCGGACGAUCUUUUUUUGUUAUAUAAAUAUAAAAAUUUAGGAGGGAACUAUGCAAAUGAAAAGUACUAAAAGACAUGUUUCAAUGGUUUCAUUAGUUUUUCUAGUAUUAUUUUCAGU
Bce-21-1 AAUACAUAUUGGUU..ACUAAGAUCGUC.UGGUUGC.A...CA...UUU.....UUGAUGCAACCGGACGAUCUUUUUUUGUUAUAUAAAUAUAAAAAUUUAGGAGGGAACUAUGCAAAUGAAAAGUACUAAAAGACAUAUUUCAAUGGUUUCAUUAGUUUUUCUAGUAUUAUUUUCAGU
Bth-9-1 AAUACAUAUUGGUU..ACUAAGAUCGUC.UGGUUGC.A...CA...UUU.....UUGAUGCAACCGGACGAUCUUUUUUUGUUAUAUAAAUAUAAAAAUUUAGGAGGGAACUAUGCAAAUGAAAAGUACUAAAAGGCACAUUUCAAUGGUUUCAUUAGUUUUUCUAGUAUUAUUUUCAGU
Bth-15-1 AAUACAUAUUGGUU..ACUAAGAUCGUC.UGGUUGC.A...CA...UUU.....UUGAUGCAACCGGACGAUCUUUUUUUGUUAUAUAAAUAUAAAAAUUUAGGAGGGAACUAUGCAAAUGAAAAGUACUAAAAGGCAUAUUUCAAUGGUUUCAUUAGUUUUUCUAGUAUUAUUUUCAGU
Bth-6-1 AACACAUAUUGGUU..ACUAAGAUCGUC.UGGUUGC.A...CA...UUU.....UUGAUGCAACCGGACGGUCUUUUUUUGUUAUAUAAAUAUAAAAAAUAGGAGGGAACUAUGCAAAUGAAAAGUACUAAAAGGCAUAUUUCAAUGGUUUCAUUAGUUUUUCUAGUAUUAUUUUCAGUG
Bce-9-1 AAUACAUAUUGGUU..ACUAAGAUCGUC.UGGUUGC.A...CA...UUU.....UUGAUGCAACCGGACGGUCUUUUUUUGUUAUAUAAAUAUAAAAAAUAGGAGGGAACUAUGCAAAUGAAAAGUACUAAAAGACAUAUUUCAAUGGUUUCAUUAGUUUUUCUAGUAUUAUUUUCAGUG
Bth-4-1 AAUACAUAUUGGUU..ACUAAGAUCGUC.UGGUUGC.A...CA...UUU.....UUGAUGCAACCGGACGGUCUUUUUUUGUUAUAUAAAUAUAAAAAAAUAGGAGGGAACUAUGCAAAUGAAAAGUACUAAAAGGCAUAUUUCAAUGGUUUCAUUAGUUUUUCUAGUAUUAUUUUCAGU
Bce-4-1 AAUACAUAUUGGUU..ACUAAGAUCGUC.UGGUUGC.A...CA...UUU.....UUGAUGCAACCGGACGGUCUUUUUUUGUUAUAUAAAUAUAAAAAAUAGGAAGGAACUAUGCAAAUGAAAAGUACUAAAAGACAUAUUUCAAUGGUUUCAUUAGUUUUUCUAGUAUUAUUUUCAGUG
Bce-10-1 AAUACAUAUUGGUU..ACUAAGAUCGUC.UGGUUGC.A...CA...UUU.....UUGAUGCAACCGGACGGUCUUUUUUGUUAUAUAAAUAUAAAAAAAUAGGAGGGAACUAUGCAAAUGAAAAGUACUAAAACACAUAUUUCAAUGGUUUCAUUAGUUUUUCUAGUAUUAUUUUCAGUG
Bth-13-1 AAUACAUAUUGGUU..ACUAAGAUCGUC.UGGUUGC.A...CA...UUU.....UUGAUGCAACCGGACGGUCUUUUUUUGUUAUAUAAAUAUAAAAAAUAGGAGGGAACUAUGCAAAUGAAAAGUACUAAAAGGCAUAUUUCAAUGGUUUCAUUAGUUUUUCUAGUAUUAUUUUCAGUG
Bce-18-1 AAUACAUAUUGGUU..ACUAAGAUCGUC.UGGUUGC.A...CA...UUU.....UUGAUGCAACCGGACGGUCUUUUUUUGUUAUAUAAAUAUAAAAAAUAGGAGGGAACUAUGCAAAUGAAAAGUACUAAAAGGCAUAUUUCAAUGGUUUCAUUAGUUUUUCUAGUAUUAUUUUCAGUG
Bth-2-1 AAUACAUAUUGGUU..ACUAAGAUCGUC.UGGUUGC.A...CA...UUU.....UUGAUGCAACCGGACGGUCUUUUUUUGUUAUAUAAAUAUAAAAAAUAGGAGGGAACUAUGCAAAUGAAAAGUACUAAAAGACAUAUUUCAAUGGUUUCAUUAGUUUUUCUAGUAUUAUUUUCAGUG
Bth-3-1 AAUACAUAUUGGUU..ACUAAGAUCGUC.UGGUUGC.A...CA...UUU.....UUGAUGCAACCGGACGGUCUUUUUUUGUUAUAUAAAUAUAAAAAAAUAGGAGGGAACUAUGCAAAUGAAAAGUACUAAAAGGCAUAUUUCAAUGGUUUCAUUAGUUUUUCUAGUAUUAUUUUCAGU
Bth-1-1 AAUACAUAUUGGUU..ACUAAGAUCGUC.UGGUUGC.A...CA...UUU.....UUGAUGCAACCGGACGGUCUUUUUUUGUUAUAUAAAUAUAAAAAAUAGGAGGGAACUAUGCAAAUGAAAAGUACUAAAAGACAUAUUUCAAUGGUUUCAUUAGUUUUUCUAGUAUUAUUUUCAGUG
Bwe-1-1 AAUAUAUUGGUU....ACUAAGAUCGUC.UGGUUGCAC...AU...UUUU....GAUGCAACCGGACGGUCUU.UUUUUGUUAUAUAAAUAUAAAAAAUUAGGAGGAAAUUAUGCAAACGAAAAGUACUAAAAGGCACAUUUCAAUGAUUUCAUUAGUUUUUCUAGUAUUGUUUUCAGUG
Bce-7-1 AAUAUAUUGGUU....ACUAAGAUCGUC.UGGUUGCAC...AU...UUUU....GAUGCAACCGGACGGUCUU.UUUUUUGUUAUAUAAAUAUAAAAAAUUAGGAGGAAAUUAUGCAAACGAAAAGUACUAAAAGGCACAUUUCAAUGGUUUCAUUAGUUUUUCUAGUAUUAUUUUCAGU
Bce-14-1 AAUAUAUAUUGGUU..ACUAAGAUCGUC.UGGUUGC.AC.......UUUU....UGAUGCAAUCGGACGAUCUUUUUUAUUAUAUAAAUAUAAUAUUCAAGGAGGAAAAUAUGCAAGCGAAAAUUACUAAAAGGCACAUUUCAAUGGUUUCAUUAGUUUUUCUAGUAUUAUUUUCAGUGC
Bce-5-1 AAUAUAUAUUGGUU..ACUAAGAUCGUC.UGGUUGC.AC.......UUUU....GAUGCAAUUGGAUGAUCUUUUUUAUUAUAUAAAUAUAAUAUUCAAGGAGGAAAAUAUGCAAGCAAAAAGUACUAAAAGGCACAUUUCAAUGGUUUCAUUAGUUUUUCUAGUAUUAUUUUCAGUGCU
Bce-8-1 AUUUUGUGC............AAUAGAA.AGGUUGG.A...AAAA.U..A....GAAAAAGAUAGUAAUAGCU.AUCAAGCAUAUGUAAGUAAAAUAGUUUAAUGGCAUUGAAGAGUAGAACUUUUUUCAUAGUAUGUUUGUACCAGAACCUAGAAACAUUGAAUUUUAUAGGGAGGGUA
Gth-1-1 UAUUCUCAAUA.....GACAUGCCAGCC..AGUUGC..................CCUUCCGUGAAAAAUCAUUGCGAUUUUUCAAGAAGGUUUUUAAGUAGUGCAUUGUCUACUCAACUGCCCUCUUUAGGAUUUUAGAGGGCAGUUUUUUAUAUUAAAAGGAGGUGGAUGGCGGGGCAA
Bce-1-1 GUUGA...........GUCAUGCCAGCC..AGUUGC.C...GAA..UACA....UUAUUAACCAUCAACUAAUAAAAUUAGGAGGGCUUUUUAUGGUAGAAGGUCCUUUUUCGAUUGGAAUGUUGUGGGGGACUGCACUCAGUAUCCCAUUAUAGUUAUCCAUUUUUGGGUGGAUUAAGC
Pla-1-1 AAUCUGCUAAGAUAC.GUGAUGCCAGCC..AGUUGC.C...GAA..UACG....ACGGAAGCCUCCGUCCUAUUUUGCUAUGGUAAUCUUCAUGGAUGGAGGUUUUUUAUUUUUCGCUAAGAGCUACCGAAUCUUCACAGCGGCGAUAAAUAGGAGAUCGAUUUCAUUAUUAAUCACUUA
Pla-1-2 GGGACCUACUGCAACCGCAAUGCCAGCC..AGUUGC.C...GAA..UACA....ACGGGAAACCUCCGUUUUAUUCAUUAUUUUGAAUUGAUGAAAGGGGUUUUUUUGACGUUCCAAAAAACAACGGCGGCUUCGCUAUAACAAAGAAACUAGUCUGGUGUUGAAGGGGGACGCUAUUUC
Osp-1-1 CUUGAGAAAAG.....ACUAGGAUUGCC.AGACUGC.C...GAAAUGG.G....UUGACUUAUAAUGGUUCAUGUUUUCAUGAAGGCCAUCAGUCCACCGUUCUUUGGGAGGGCUAUUUUUUAUGGGAAAAGAAGGAGAAUGUAAAGAUGGCGAAAGAAUUAUUGCAAAAAGAUGUAUUG
Pte-1-1 CUUUUUAAG.......AU...GGCAGCCU.GGCCGC.C...GAAAG........GAAGUUUUUCUAUGAGGAAAAUGAUAUUUUCCGCACUUCUUCUAUUUUUCAUGUUGUCCACAACACUCUUAAAUUCGACAACUUACGCUGCUGAUAGUGAUAGUGUUGCAUGGUUGGAUCAAAACA
Pmu-2-1 AUGAAGCUUCUCAU..UCUAUGGCAGCC.GGGCUGC.CUUAG....UG......GUGUGCGCGCAACCAUCACCUGCUUGGGUGGUGGUUUUUUUGAUUACAAAAGGGGCACUUCCAACAUGAGAUCAAUCCAUUCUUCCCGCCUGCUGAUCUUCGGUCUGCUCUUCGUCUUCGUGCAGG
Pmu-1-1 AUGAACCUUCUCAU..UCUAUGGCAGCC.GGGCUGC.CUUAG....UG......GUGUGCGCGCAACCAUCACCUGCUUGGGUGGUGGUUUUUUUGAUUACAAAAGGGGCGCUUCCAACAUGAGAUCAAUCCACUCUUCCCGCCUGCUGAUCUUCGGUCUGCUCUUCGUCUUCGUGCAGG
Pmu-3-1 AUGAACCUUCUCAU..UCUAUGGCAGCC.GGGCUGC.CUUAG....UG......GUGUGCGCGCAACCAUCACCUGCUUGGGUGGUGGUUUUUUUGAUUACAAAAGGGGCGCUUCCAACAUGAGAUCAAUCUACUCUUCCCGCCUGCUGAUCUUCGGUCUGCUCUUCGUCUUCGUGCAGG
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alignment positions 343 · · · 522

Svi-1-1 UCAGAACGGCCUUUCGGGACGGCAUAAUCGUCGCUGUACGCAGAUUGUGACUGUUUGCAAUAGGAUAUUUCCGGAGGUGCAGCCCAUUGAUCCCCACACGAAGCCUCACAGCCAUCGGGACUUUCGCGGCCGCGGCCGCGGCAGUAGCUGCUGCAGCCGCAGCAAUGCCUGGUGUCGCAC
Bce-19-1 CUAAAUGUGUGGGCUCCAGUUAUUCAAGCCGCUGUGAUAAAAAAUCCAGUGGACGAGAUUAAUAUUUCCCGUACUGAUGGUACAACGUCUGAACCAUAUCAAGCCUCAGAUGGCAUGAAAGUAGAAGUGAAGUGGUCAGCUAAAGAAAAAAUAAAAAGUGGAGAUCAAUUCACAAUUGAU
Bce-22-1 GCUGAAUGUGUGGGCUCCAGUUAUUCAAGCUGCUGUGAUGAAAAGUCCAGUGGACGAAAUUAAUAUUUCCCGUACUGAUGGCACGACAUCUGAACCGUAUCAAGCCUCAGAUGGAAUGAAAGUAGAAGUGAAGUGGUCAGCUAAAGAAAAAUAAAAAGUGGAGAUCAAUUCACAAUUGAU
Bth-11-1 GCUGAAUGUGUGGGCUCCAGUUAUUCAAGCUGCUGUGAUGAAAAGUCCAGUGGACGAAAUUAAUAUUUCCCGUACUGAUGGCACGACAUCUGAACCAUAUCAAGCCUCAGAUGGUAUGAAAGUAGAAGUGAAGUGGUCAGCUAAAGAAAAAAUAAAAAGUGGAGAUCAAUUCACAAUUGA
Bce-3-1 GCUGAAUGUGUGGGCUCCAGUUAUUCAAGCUGCUGUGAUGAAAAGUCCAGUGGACGAAAUUAAUAUUUCCCGUACUGAUGGCACGACAUCUGAACCAUAUCAAGCCUCAGAUGGUAUGAAAGUAGAAGUGAAGUGGUCAGCUAAAGAAAAAAUAAAAAGUGGAGAUCAAUUCACAAUUGA
Bce-21-1 GCUGAAUGUGUGGGCUCCAGUUAUUCAAGCUGCUGUUAUGAAAAGUCCAGUGGACGAAAUUAAUAUUUCCCGUACUGAUGGCACGACAUCUGAACCAUAUCAAGCCUCAGAUGGUAUGAAAGUAGAAGUGAAGUGGUCAGCUAAAGAAAAAAUAAAAAGUGGAGAUCAAUUCACAAUUGA
Bth-9-1 GCUGAAUGUAUGGGCUCCAGUUAUUCAAGCUGCUGUGAUGAAAAGUCCAGUGGACGAAAUUAAUAUUUCCCGUACUGAUGGCACGACAUCUGAACCGUAUCAAGCCUCAGAUGGAAUGAAAGUAGAAGUGAAGUGGUCAGCUAAAGAAAAAAUAAAAAGUGGAGAUCAGUUCACAAUUGA
Bth-15-1 GCUGAAUGUGUGGGCUCCAGUUAUUCAAGCUGCUGUGAUGAAAAGUCCAGUGGACGAAAUUAAUAUUUCCCGUACUGAUGGCACGACAUCUGAACCGUAUCAAGCCUCAGAUGGUAUGAAAGUAGAAGUGAAGUGGUCAGCUAAAGAAAAAAUAAAAAGUGGAGAUCAAUUCACAAUUGA
Bth-6-1 CUGAAUGUGUGGGCUCCAGUUAUUCAAGCUGCUGUGAUGAAAAGUCCAGUGGACGAAAUUAAUAUUUCCCGUACUGAUGGCACGACAUCUGAACCGUAUCAAGCCUCAGAUGGUAUGAAAGUAGAAGUGAAGUGGUCAGCUAAAGAAAAAAUAAAAAGUGGAGAUCAAUUCACAAUUGAU
Bce-9-1 CUGAAUGUGUGGGCUCCAGUUAUUCAAGCUGCUGUGAUGAAAAGUCCAGUGGACGAAAUUAAUAUUUCCCGUACUGAUGGCACGACAUCUGAACCGUAUCAAGCCUCAGAUGGUAUGAAAGUAGAAGUGAAGUGGUCAGCUAAAGAAAAAAUAAAAAGUGGAGAUCAAUUCACAAUUGAU
Bth-4-1 GCUGAAUGUGUGGGCUCCAGUUAUUCAAGCUGCUGUGAUGAAAAGUCCAGUGGACGAAAUUAAUAUUUCCCGUACUGACGGCACGACAUCUGAACCGUAUCAAGCCUCAGAUGGUAUGAAAGUAGAAGUGAAGUGGUCAGCUAAAGAAAAAAUAAAAAGUGGAGAUCAAUUCACAAUUGA
Bce-4-1 CUGAAUGUGUGGGCUCCAGUUAUUCAAGCUGCUGUGAUGAAAAGUCCAGUGGACGAAAUUAAUAUUUCCCGUACUGAUGGCACGACAUCUGAACCAUAUCAAGCCUCAGAUGGUAUGAAAGUAGAAGUGAAGUGGUCAGCUAAAGAAAAAAUAAAAAGUGGAGAUCAAUUCACAAUUGAU
Bce-10-1 CUGAAUGUGUGGGCUCCAGUUAUUCAAGCUGCUGUGAUGAAAAGUCCAGUGGACGAAAUUAAUAUUUCCCGUACUGAUGGCACGACAUCUGAACCAUAUCAAGCCUCAGAUGGUAUGAAAGUAGAAGUGAAGUGGUCAGCUAAAGAAAAAAUAAAAAGUGGAGAUCAAUUCACAAUUGAU
Bth-13-1 CUGAAUGUGUGGGCUCCAGUUAUUCAAGCUGCUGUGAUGAAAAGUCCAGUGGACGAAAUUAAUAUUUCCCGUACUGAUGGCACGACAUCUGAACCGUAUCAAGCCUCAGAUGGUAUGAAAGUAGAAGUGAAGUGGUCAGCUAAAAGAAAAAAUAAAAAGUGGAGAUCAAUUCACAAUUGA
Bce-18-1 CUGAAUGUGUGGGCUCCAGUUAUUCAAGCUGCUGUGAUGAAAAGUCCAGUGGACGAAAUUAAUAUUUCCCGUACUGAUGGCACGACAUCUGAACCGUAUCAAGCCUCAGAUGGUAUGAAAGUAGAAGUGAAGUGGUCAGCUAAAGAAAAAAUAAAAAGUGGAGAUCAAUUCACAAUUGAU
Bth-2-1 CUGAAUGUGUGGGCUCCAGUUAUUCAAGCUGCUGUGAUGAAAAGUCCAGUGGACGAAAUUAAUAUUUCCCGUACUGAUGGCACGACAUCUGAACCGUAUCAAGCCUCAGAUGGUAUGAAAGUAGAAGUGAAGUGGUCAGCUAAAGAAAAAAUAAAAAGUGGAGAUCAAUUCACAAUUGAU
Bth-3-1 GCUGAAUGUGUGGGCUCCAGUUAUUCAAGCUGCUGUGAUGAAAAGUCCAGUGGACGAAAUUAAUAUUUCCCGUACUGAUGGCACGACAUCUGAACCGUAUCAAGCCUCAGAUGGUAUGAAAGUAGAAGUGAAGUGGUCAGCUAAAGAAAAAAUAAAAAGUGGAGAUCAAUUCACAAUUGA
Bth-1-1 CUGAAUGUGUGGGCUCCAGUUAUUCAAGCUGCUGUGAUGAAAAGUCCAGUGGACGAAAUUAAUAUUUCCCGUACUGAUGGCACGACAUCUGAACCGUAUCAAGCCUCAGAUGGUAUGAAAGUAGAAGUGAAGUGGUCAGCUAAAGAAAAAAUAAAAAGUGGAGAUCAAUUCACAAUUGAU
Bwe-1-1 CUGAAUGUAUGGGCUCCAGUUAUUCAAGCCGCUGUGAUAAAAAAUCCAGUGGACGAGAUUAAUAUUUCUCGUACUGAUGGCACAACAUCUGAACCAUAUCAGGCUUCAGAUGGUAUGAAAGUAGAAGUGAAGUGGUCAGCUAAAGAGCAAAUAAAAAGUGGAGAUCAAUUCACAAUUGAU
Bce-7-1 GCUGAAUGUAUGGGCUCCAGUUAUUCAAGCCGCUGUGAUAAAAAAUCCAGUGGACGAGAUUAAUAUUUCUCGUACUGAUGGCACAACAUCUGAACCAUAUCAGGCUUCAGAUGGUAUGAAAGUAGAAGUGAAGUGGUCAGCUAAAGAGCAAAUAAAAAGUGGAGAUCAAUUCACAAUUGA
Bce-14-1 UGAAUGUAUGGGCUCCAGUUAUUCAAGCCGCUGUGAUAAAAAAUCCAGUGGACGAGAUUAAUAUUUCCCGUACUGAUGGCACAACAUCUGAACCAUAUCAGGCCUCAGACGGUAUGAAAGUAGAAGUGAAGUGGUCAGCUAAAGAGCAAAUAAAAGCUGGAGAUCAAUUCACAAUUGAUA
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Bce-5-1 GAAUGUGUGGGCUCCAGUUAUUCAAGCUGCUGUGAUGAAAAGUCCGGUGGAUGAUAUUAGCAUUUCCCGUACUGAUGGCACGAUAUCUGAACCAUAUCAGGCUUCAGAUGGUAUGAAAGUAGAAGUGAAGUGGUCAGCUAAAGAACAGAUAAAAAGUGGAGAUCAAUUCACAAUUGAUAU
Bce-8-1 ACGUAUGUAUUUAAAAAGAAUAACUUCGAUUUUUUCGAUUAUAAUGAUUUUUAUGUUUACUAUAGGUCAAAGUCUUUUACCUAUAAUAGCAAAUGCACAAGAGUUAAAUACAGUAGGACUUGUGGAUAGUUUUCAGAUUGGUAAAACAAAUCUAAGUACCACAGAACGGACUAAAGUAAC
Gth-1-1 GACAGAAAACGCGCUGUUAUUAAUCUAUGUAACGAGUAUGUGGAAUGGACAUUCAUCAAAUUCGUUCUGUUGAAUGAUCGCAAAGUAUUACAGUCAUUCCCCAUGCUUCCUCUAUGUCCAAGGGAUUGUCAUCUCCGCUGUAAUCGAUUUAUGCCAAUGCUUUUCAAUGGAUGGAAAAGG
Bce-1-1 UAAUUAGUAUGUAUAUGUUAUAACAUUAAUUUUAGAUUGUUUUGAAACGUUAUAUUUCUAAAAUAAAUAAGCCCCCUUAACCUAUGAAGAUUAAGGGGCUAAGGCCGUCCUACUAUUACAAUUGCUUUCCAUUUAGUCUACUUUUAUUUAAUAAUGGUUCCAUUCUGUGAUCGGUGAAAC
Pla-1-1 UUCUUAACAAGGAAGAAGGGAAAAUAAUGGGCCAAAGAACAUUGCUGAAAGUAAACGAUCAUUUUCCUAAUAUCCUCAGCAUCUCUGAAAUUAAAGAAAGGCUGAUCGAGCGAAAAGAAAUCCUGUAUCUGUUGCAAGAGGAAACCAGGAAUAUGAACGAUUUGCUGUCUAUACCUUAUU
Pla-1-2 AUUACAGAAUGCUAAGAGGAUUUUUCUGUUCGUUAACAAUCAGACAUUAAUGAAUCGAUAAUCCGGGAGGUUGAUGGUCAUGGAACAAACGACAAGUGAAGUAACAAUUGACGAAUUGCCAAGAGGGGGAUGGACCAACGAUGAAAGAAACCGGGUUAGUUUUUCCCUUGAUUUUGCAAC
Osp-1-1 GAAAGUCAUAUUCAUGAAUUGUUGUAUCUAUUAGGUGAGAAUCCUGAUCGUGAAGGAUUAAAGGAAACGCCGAAGCGAGUGGCAAAAAUGUAUAGGGAAGUAUUUGCCGGAAUUGGUGUUGCACCAGAAACAGCAUUGACCACUACAUUUGACUCUGAAGGUUAUGAUGGCAUGAUUGUC
Pte-1-1 AUGUAAAUCAUGGUACGGUCAGUGUGCGUUACCCUGUUAAACCUAACAUUAAAACCAAGAUUUUGGUUACCAAAGAUGCGCAAAAAUACUCUUAUAAUCUGACACCCGGAAAAUCUGAGGAAGUAUUUCCUCUCCAAAUGGGUAAUGGGAACUAUAGCAUUAGUAUUUUGGAACAGCUUA
Pmu-2-1 CUGCCGUGUCCUUAGGGUACGGCCAAUAUAUUCUGCCGCUCUAUCUGAUGGAUAUCCUGGCACCGGCCAUCUCCCUCGGGGUGGUGAUCCAGGUCAUCCGUGCCCAUACCGGACCCCAGAAGGGGUUCUGGCUGCUGAUCGGCACGGCACUCUUCUGCGAGAUGACGGCCCAGCUCAUCU
Pmu-1-1 CUGCCGUGUCCUUAGGGUACGGCCAAUAUAUUCUUCCGCUCUAUCUGAUGGAUAUCCUGGCACCGGCCAUCUCCCUCGGGGUGGUGAUCCAGGUCAUCCGUGCCCAUACCGGACCCCAGAAGGGGUUCUGGCUGCUGAUCGGCACCGCACUCUUCUGCGAGAUGACGGCCCAGCUCAUCU
Pmu-3-1 CUGCCGUGUCCUUAGGGUACGGCCAAUAUAUUCUUCCGCUCUAUCUGAUGGAUAUCCUGGCACCGGCCAUCUCCCUCGGGGUGGUGAUCCAGGUCAUCCGUGCCCAUACCGGACCCCAGAAGGGGUUCUGGCUGCUGAUCGGCACCGCACUCUUCUGCGAGAUGACGGCCCAGCUCAUCU
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alignment positions 523 · · · 536

Svi-1-1 AUGCAGAUGAAUUU
Bce-19-1 AUGCCAAAAGAAUU
Bce-22-1 AUGCCAAAAGAGUU
Bth-11-1 UAUGCCAAAAGAGU
Bce-3-1 UAUGCCAAAAGAGU
Bce-21-1 UAUGCCAAAAGAGU
Bth-9-1 UAUGCCAAAAGAGU
Bth-15-1 UAUGCCAAAAGAGU
Bth-6-1 AUGCCAAAAGAGUU
Bce-9-1 AUGCCAAAAGAGUU
Bth-4-1 UAUGCCAAAAGAGU
Bce-4-1 AUGCCAAAAGAGUU
Bce-10-1 AUGCCAAAAGAGUU
Bth-13-1 UAUGCCAAAAGAGU
Bce-18-1 AUGCCAAAAGAGUU
Bth-2-1 AUGCCAAAAGAGUU
Bth-3-1 UAUGCCAAAAGAGU
Bth-1-1 AUGCCAAAAGAGUU
Bwe-1-1 AUGCCAAAAGAAUU
Bce-7-1 UAUGCCAAAAGAAU
Bce-14-1 UGCCAAAAGAAUUU
Bce-5-1 GCCAAAAGAAUUUC
Bce-8-1 UGUAAACUUCAGUG
Gth-1-1 AAAAUUCUUAUACU
Bce-1-1 GAAGAGAAUUAAUA
Pla-1-1 UAUUUGUGAUUGCG
Pla-1-2 GACCCGAAAACUCC
Osp-1-1 GUUAAAGAUAUAGA
Pte-1-1 GUGGUAAUCAAUAU
Pmu-2-1 GGGGCUCCUACGAA
Pmu-1-1 GGGGCUCCUACGAA
Pmu-3-1 GGGGCUCCUACGAA

..............

..............qa qa qa qa qaR qa qa qaR qa qa qa qa
3 BacillalesG20G

3.1 Taxa

The taxonomy of each organism containing a putative BacillalesG20G is listed,
with abbreviations identifying each hit (e.g., “Eco-1-1” and “Eco-1-2” might hy-

pothetically represent two distinct RNAs in E. coli). The abbreviations will be
used to identify each individual BacillalesG20G in Sections 3.2 and 3.4.

abbrev. of hits taxonomy of species
Aac-1-1 to Aac-1-5 Bacteria Firmicutes Bacillales Alicyclobacillaceae Alicyclobacillus acidocaldarius LAA1
Aac-2-1 to Aac-2-2 Bacteria Firmicutes Bacillales Alicyclobacillaceae Alicyclobacillus acidocaldarius subsp. acidocaldarius DSM 446
Aac-3-1 Bacteria Firmicutes Bacillales Alicyclobacillaceae Alicyclobacillus acidocaldarius subsp. acidocaldarius Tc-4-1
Ahe-1-1 to Ahe-1-6 Bacteria Firmicutes Bacillales Alicyclobacillaceae Alicyclobacillus hesperidum URH17-3-68
Btu-1-1 Bacteria Firmicutes Bacillales Alicyclobacillaceae Bacillus tusciae DSM 2912
Axy-1-1 Bacteria Firmicutes Bacillales Bacillaceae Amphibacillus xylanus NBRC 15112
Afl-1-1 to Afl-1-2 Bacteria Firmicutes Bacillales Bacillaceae Anoxybacillus flavithermus WK1
Baz-1-1 to Baz-1-5 Bacteria Firmicutes Bacillales Bacillaceae Bacillus azotoformans LMG 9581
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Bba-1-1 to Bba-1-7 Bacteria Firmicutes Bacillales Bacillaceae Bacillus bataviensis LMG 21833
Bce-1-1 to Bce-1-6 Bacteria Firmicutes Bacillales Bacillaceae Bacillus cellulosilyticus DSM 2522
Bco-1-1 to Bco-1-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus coagulans 2-6
Bco-2-1 to Bco-2-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus coagulans 36D1
Bco-3-1 to Bco-3-4 Bacteria Firmicutes Bacillales Bacillaceae Bacillus coahuilensis m4-4
Bha-1-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus halodurans C-125
Bli-1-1 to Bli-1-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus licheniformis ATCC 14580 (DSM 13)
Bme-1-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus megaterium DSM 319
Bme-2-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus megaterium QM B1551
Bme-3-1 to Bme-3-3 Bacteria Firmicutes Bacillales Bacillaceae Bacillus megaterium WSH-002
Bme-4-1 to Bme-4-3 Bacteria Firmicutes Bacillales Bacillaceae Bacillus methanolicus PB1
Bpu-1-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus pumilus ATCC 7061
Bpu-2-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus pumilus SAFR-032
Bse-1-1 to Bse-1-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus selenitireducens MLS10
Bsm-1-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus smithii 7 3 47FAA
Bsp-1-1 to Bsp-1-4 Bacteria Firmicutes Bacillales Bacillaceae Bacillus sp. 10403023
Bsp-2-1 to Bsp-2-7 Bacteria Firmicutes Bacillales Bacillaceae Bacillus sp. 1NLA3E
Bsp-3-1 to Bsp-3-5 Bacteria Firmicutes Bacillales Bacillaceae Bacillus sp. 2 A 57 CT2
Bsp-4-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus sp. B14905
Bsp-5-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus sp. BT1B CT2
Bsp-6-1 to Bsp-6-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus sp. HYC-10
Bsp-7-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus sp. M 2-6
Bsp-10-1 to Bsp-10-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus sp. m3-13
Bsp-8-1 to Bsp-8-8 Bacteria Firmicutes Bacillales Bacillaceae Bacillus sp. NRRL B-14911
Bsp-9-1 to Bsp-9-9 Bacteria Firmicutes Bacillales Bacillaceae Bacillus sp. SG-1
Ban-2-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus anthracis str. ’Ames Ancestor’
Ban-3-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus anthracis str. A0174
Ban-4-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus anthracis str. A0193
Ban-5-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus anthracis str. A0248
Ban-6-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus anthracis str. A0389
Ban-7-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus anthracis str. A0442
Ban-8-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus anthracis str. A0465
Ban-9-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus anthracis str. A0488
Ban-10-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus anthracis str. A1055
Ban-11-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus anthracis str. A2012
Ban-12-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus anthracis str. Ames
Ban-13-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus anthracis str. Australia 94
Ban-14-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus anthracis str. CDC 684
Ban-15-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus anthracis str. CNEVA-9066
Ban-16-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus anthracis str. H9401
Ban-17-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus anthracis str. Kruger B
Ban-18-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus anthracis str. Sterne
Ban-19-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus anthracis str. Vollum
Ban-20-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus anthracis str. Western North America USA6153
Ban-1-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus anthracis Tsiankovskii-I
Bce-2-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus 03BB102
Bce-3-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus 03BB108
Bce-4-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus 172560W
Bce-5-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus 95/8201
Bce-6-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus AH1134
Bce-7-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus AH1271
Bce-8-1 to Bce-8-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus AH1272
Bce-9-1 to Bce-9-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus AH1273
Bce-10-1 to Bce-10-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus AH187
Bce-11-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus AH603
Bce-12-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus AH621
Bce-13-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus AH676
Bce-14-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus AH820
Bce-15-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus ATCC 10876
Bce-16-1 to Bce-16-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus ATCC 10987
Bce-17-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus ATCC 14579
Bce-18-1 to Bce-18-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus ATCC 4342
Bce-19-1 to Bce-19-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus B4264
Bce-20-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus BDRD-Cer4
Bce-21-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus BDRD-ST196
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Bce-22-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus BDRD-ST24
Bce-23-1 to Bce-23-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus BDRD-ST26
Bce-24-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus BGSC 6E1
Bce-46-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus biovar anthracis str. CI
Bce-25-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus E33L
Bce-26-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus F65185
Bce-27-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus F837/76
Bce-28-1 to Bce-28-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus FRI-35
Bce-29-1 to Bce-29-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus G9241
Bce-30-1 to Bce-30-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus G9842
Bce-31-1 to Bce-31-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus H3081.97
Bce-47-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus m1293
Bce-48-1 to Bce-48-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus m1550
Bce-32-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus MM3
Bce-33-1 to Bce-33-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus NC7401
Bce-34-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus NVH0597-99
Bce-35-1 to Bce-35-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus Q1
Bce-36-1 to Bce-36-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus R309803
Bce-37-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus Rock1-15
Bce-38-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus Rock1-3
Bce-39-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus Rock3-28
Bce-40-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus Rock3-29
Bce-41-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus Rock3-42
Bce-42-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus Rock4-18
Bce-43-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus Rock4-2
Bce-44-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus SJ1
Bce-45-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cereus W
Bcy-1-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus cytotoxicus NVH 391-98
Bmy-1-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus mycoides DSM 2048
Bsp-11-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus sp. 7 6 55CFAA CT2
Bth-1-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis BMB171
Bth-2-1 to Bth-2-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis Bt407
Bth-3-1 to Bth-3-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis HD-771
Bth-4-1 to Bth-4-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis IBL 200
Bth-5-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis IBL 4222
Bth-6-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis MC28
Bth-7-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis serovar andalousiensis BGSC 4AW1
Bth-8-1 to Bth-8-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis serovar berliner ATCC 10792
Bth-9-1 to Bth-9-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis serovar chinensis CT-43
Bth-10-1 to Bth-10-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis serovar finitimus YBT-020
Bth-11-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis serovar huazhongensis BGSC 4BD1
Bth-12-1 to Bth-12-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis serovar israelensis ATCC 35646
Bth-13-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis serovar konkukian str. 97-27
Bth-14-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis serovar kurstaki str. T03a001
Bth-15-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis serovar monterrey BGSC 4AJ1
Bth-16-1 to Bth-16-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis serovar pakistani str. T13001
Bth-17-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis serovar pondicheriensis BGSC 4BA1
Bth-18-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis serovar pulsiensis BGSC 4CC1
Bth-19-1 to Bth-19-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis serovar sotto str. T04001
Bth-20-1 to Bth-20-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis serovar thuringiensis str. T01001
Bth-21-1 to Bth-21-2 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis serovar tochigiensis BGSC 4Y1
Bth-22-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus thuringiensis str. Al Hakam
Bwe-1-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus Bacilluscereus group Bacillus weihenstephanensis KBAB4
Cth-1-1 to Cth-1-2 Bacteria Firmicutes Bacillales Bacillaceae Caldalkalibacillus thermarum TA2.A1
Gsp-1-1 to Gsp-1-2 Bacteria Firmicutes Bacillales Bacillaceae Geobacillus sp. C56-T3
Gsp-2-1 to Gsp-2-2 Bacteria Firmicutes Bacillales Bacillaceae Geobacillus sp. Y412MC52
Gsp-3-1 to Gsp-3-2 Bacteria Firmicutes Bacillales Bacillaceae Geobacillus sp. Y412MC61
Gth-1-1 Bacteria Firmicutes Bacillales Bacillaceae Geobacillus thermoglucosidasius C56-YS93
Gth-2-1 Bacteria Firmicutes Bacillales Bacillaceae Geobacillus thermoleovorans CCB US3 UF5
Lfu-1-1 to Lfu-1-2 Bacteria Firmicutes Bacillales Bacillaceae Lysinibacillus fusiformis ZC1
Oih-1-1 Bacteria Firmicutes Bacillales Bacillaceae Oceanobacillus iheyensis HTE831
Osp-1-1 Bacteria Firmicutes Bacillales Bacillaceae Oceanobacillus sp. Ndiop
Osc-1-1 to Osc-1-4 Bacteria Firmicutes Bacillales Bacillaceae Ornithinibacillus scapharcae TW25
Ssp-1-1 Bacteria Firmicutes Bacillales Bacillaceae Salimicrobium sp. MJ3
Ean-1-1 Bacteria Firmicutes Bacillales Bacillales Family XII. IncertaeSedis Exiguobacterium antarcticum B7
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Esp-1-1 to Esp-1-2 Bacteria Firmicutes Bacillales Bacillales Family XII. IncertaeSedis Exiguobacterium sp. AT1b
Lmo-1-1 Bacteria Firmicutes Bacillales Listeriaceae Listeria monocytogenes 08-5578
Lmo-2-1 Bacteria Firmicutes Bacillales Listeriaceae Listeria monocytogenes 08-5923
Bbr-1-1 to Bbr-1-4 Bacteria Firmicutes Bacillales Paenibacillaceae Brevibacillus brevis NBRC 100599
Bsp-12-1 to Bsp-12-4 Bacteria Firmicutes Bacillales Paenibacillaceae Brevibacillus sp. BC25
Bsp-13-1 to Bsp-13-3 Bacteria Firmicutes Bacillales Paenibacillaceae Brevibacillus sp. CF112
Pal-1-1 to Pal-1-6 Bacteria Firmicutes Bacillales Paenibacillaceae Paenibacillus alvei DSM 29
Pcu-1-1 to Pcu-1-3 Bacteria Firmicutes Bacillales Paenibacillaceae Paenibacillus curdlanolyticus YK9
Pde-1-1 to Pde-1-5 Bacteria Firmicutes Bacillales Paenibacillaceae Paenibacillus dendritiformis C454
Pel-1-1 to Pel-1-7 Bacteria Firmicutes Bacillales Paenibacillaceae Paenibacillus elgii B69
Pla-1-1 Bacteria Firmicutes Bacillales Paenibacillaceae Paenibacillus lactis 154
Pmu-1-1 to Pmu-1-8 Bacteria Firmicutes Bacillales Paenibacillaceae Paenibacillus mucilaginosus 3016
Pmu-2-1 to Pmu-2-9 Bacteria Firmicutes Bacillales Paenibacillaceae Paenibacillus mucilaginosus K02
Pmu-3-1 to Pmu-3-8 Bacteria Firmicutes Bacillales Paenibacillaceae Paenibacillus mucilaginosus KNP414
Ppe-1-1 to Ppe-1-2 Bacteria Firmicutes Bacillales Paenibacillaceae Paenibacillus peoriae KCTC 3763
Ppo-1-1 Bacteria Firmicutes Bacillales Paenibacillaceae Paenibacillus polymyxa E681
Ppo-2-1 Bacteria Firmicutes Bacillales Paenibacillaceae Paenibacillus polymyxa M1
Ppo-3-1 Bacteria Firmicutes Bacillales Paenibacillaceae Paenibacillus polymyxa SC2
Psp-1-1 to Psp-1-2 Bacteria Firmicutes Bacillales Paenibacillaceae Paenibacillus sp. Aloe-11
Psp-2-1 Bacteria Firmicutes Bacillales Paenibacillaceae Paenibacillus sp. HGF7
Psp-3-1 Bacteria Firmicutes Bacillales Paenibacillaceae Paenibacillus sp. JC66
Psp-4-1 Bacteria Firmicutes Bacillales Paenibacillaceae Paenibacillus sp. JDR-2
Psp-5-1 to Psp-5-2 Bacteria Firmicutes Bacillales Paenibacillaceae Paenibacillus sp. oral taxon 786 str. D14
Pte-1-1 to Pte-1-2 Bacteria Firmicutes Bacillales Paenibacillaceae Paenibacillus terrae HPL-003
Tco-1-1 to Tco-1-4 Bacteria Firmicutes Bacillales Paenibacillaceae Thermobacillus composti KWC4
Lsp-1-1 Bacteria Firmicutes Bacillales Planococcaceae Lysinibacillus sphaericus C3-41
Pan-1-1 to Pan-1-2 Bacteria Firmicutes Bacillales Planococcaceae Planococcus antarcticus DSM 14505
Pdo-1-1 to Pdo-1-2 Bacteria Firmicutes Bacillales Planococcaceae Planococcus donghaensis MPA1U2
Sne-1-1 Bacteria Firmicutes Bacillales Planococcaceae Sporosarcina newyorkensis 2681
Sin-1-1 Bacteria Firmicutes Bacillales Sporolactobacillaceae Sporolactobacillus inulinus CASD

3.2 Gene contexts

Each BacillalesG20G (indicated by “RNA→”) is listed. For each hit, the genes
located within 6 Kb of the hit are given, except that genes are not listed for
eukaryotes, because these organisms were not used in the statistics of genetic el-
ements associated with c-di-GMP riboswitches.. Some environmental sequences
and some RefSeq entries lack gene annotations, and so no genes are available for
such sequences. The direction of each gene is indicated with an arrow (→), and
each conserved domain in the gene is colored. Conserved domains associated
with more than one BacillalesG20G are assigned a color; other domains are gray.
Information about these conserved domains is given in Section 3.3. The acces-

sion number of the sequence containing each BacillalesG20G is given. Accessions
beginning with “NC ”, “NS ”, “NW ” or “NZ ” are contained in RefSeq. Other
accession refer to environmental samples, whose sources are cited in Methods. Nu-
cleotide coordinates are given for the 5′ and 3′ boundaries of each BacillalesG20G.
If the 5′ coordinate is greater than the 3′ coordinate, the RNA is present on the
reverse-complement strand of the containing genomic DNA sequence. Each hit is
denoted by an abbreviation (like “Eco-1-1”) that refers to a taxonomy given in
Section 3.1.

abbrev. Seq. accession 5′ at 3′ at genes

Bacteria Firmicutes Bacillales
Bce-1-1 NC 014829.1 + 1321207 1321325 hypo→ RNA→ hypo→ ABC ATPase (cd00267)→ pseudogene→
Bce-8-1 NZ ACMS01000035.1 + 17011 17126 hypo→ RNA→ hypo→
Bce-9-1 NZ ACMT01000359.1 + 10511 10626 hypo→ RNA→ hypo→
Bce-28-1 NC 018491.1 - 327323 327193 HATPase c (cd00075)HAMP (cd06225)HisKA (cd00082)→ RNA→

HATPase c (cd00075)HAMP (cd06225)HisKA (cd00082)→
Bth-10-1 NC 017200.1 + 1434403 1434533 HATPase c (cd00075)HAMP (cd06225)HisKA (cd00082)→ RNA→

HATPase c (cd00075)HAMP (cd06225)HisKA (cd00082)→
Bce-33-1 NC 016771.1 + 1325893 1326023 HATPase c (cd00075)HAMP (cd06225)HisKA (cd00082)→ RNA→

HATPase c (cd00075)HAMP (cd06225)HisKA (cd00082)→
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Bce-10-1 NC 011658.1 + 1366413 1366543 HATPase c (cd00075)HAMP (cd06225)HisKA (cd00082)→ RNA→
HATPase c (cd00075)HAMP (cd06225)HisKA (cd00082)→

Bce-35-1 NC 011969.1 + 1365405 1365535 HATPase c (cd00075)HAMP (cd06225)HisKA (cd00082)→ RNA→
HATPase c (cd00075)HAMP (cd06225)HisKA (cd00082)→

Bce-31-1 NZ ABDL02000025.1 + 21420 21550 HATPase c (cd00075)HAMP (cd06225)HisKA (cd00082)→ RNA→
HATPase c (cd00075)HAMP (cd06225)HisKA (cd00082)→

Bce-23-1 NZ ACMC01000030.1 + 103856 103986 HATPase c (cd00075)HAMP (cd06225)HisKA (cd00082)→ RNA→
HATPase c (cd00075)HAMP (cd06225)HisKA (cd00082)→

Bce-16-1 NC 003909.8 + 1417375 1417505 HATPase c (cd00075)HAMP (cd06225)HisKA (cd00082)→ RNA→
HATPase c (cd00075)HAMP (cd06225)HisKA (cd00082)→

Pel-1-1 NZ AFHW01000003.1 - 20692 20569 MFS (cd06174)→ RNA→ hypo→
Bha-1-1 NC 002570.2 + 597571 597690 (big gap) GroEL (cd03344)→ RNA→ hypo→ hypo→ MA (smart00283)→
Esp-1-1 NC 012673.1 + 1190630 1190745 ←GGDEF (smart00267) RNA→ DUF297 (pfam03537)→
Pel-1-2 NZ AFHW01000008.1 - 14794 14670 ←hypo RNA→ ←hypo
Bco-3-1 NZ ABFU01000018.3 - 9024 8910 ←SpoVR (pfam04293) RNA→ EAL (cd01948)→
Pcu-1-1 NZ AEDD01000012.1 - 51630 51513 hypo→ RNA→ IPT (cd00102)vWFA (cd00198)TIG (pfam01833)→
Bsp-8-1 NZ AAOX01000001.1 + 434564 434678 ←membrane-bound transcriptional regulator LytR RNA→ ←LytR (COG1316)
Bse-1-1 NC 014219.1 + 2058935 2059053 ←pseudogene RNA→ EAL (cd01948)GGDEF (cd01949)→
Pmu-1-1 NC 016935.1 - 8601987 8601858 (big gap) ←hypo RNA→ COG3401 (COG3401)fn3 (pfam00041)→
Pmu-3-1 NC 015690.1 - 8527209 8527080 (big gap) ←hypo RNA→ COG3401 (COG3401)fn3 (pfam00041)→
Pmu-2-1 NC 017672.1 - 8638169 8638040 ←hypo RNA→ fn3 (pfam00041)→
Tco-1-1 NZ AGFE01000012.1 + 86133 86295 Dabb (pfam07876)→ RNA→ hypo→
Pal-1-1 NZ AMBZ01000001.1 + 818584 818706 ←ABC BcrA bacitracin resist (cd03268) RNA→ vWFA (cd00198)→
Pde-1-1 NZ AHKH01000186.1 + 5413 5530 ←PBP1 Qymf like (cd06291)HTH LacI (cd01392) RNA→ vWFA (cd00198)→
Ahe-1-1 NZ AKZN01000017.1 + 29392 29514 AdoMet MTases (cd02440)→ RNA→ trans reg C (cd00383)→
Ahe-1-2 NZ AKZN01000075.1 - 237 120 ←3-isopropylmalate dehydratase, large subunit RNA→
Ahe-1-3 NZ AKZN01000011.1 - 49223 49106 GT1 WabH like (cd03811)→ RNA→ hypo→
Aac-1-1 NZ ACCS01000010.1 + 51827 51944 MFS (cd06174)→ RNA→ hypo→
Aac-1-2 NZ ACCS01000033.1 - 24038 23922 COG1878 (COG1878)→ RNA→ hypo→
Bsp-9-1 NZ ABCF01000033.1 + 2261 2383 COG3464 (COG3464)→ RNA→ FlgB (TIGR01396)→ FlgC (COG1558)→ FliE (pfam02049)→

fliF (TIGR00206)→ fliG (TIGR00207)→ FliH bacil (TIGR03825)→
ATPase flagellum-secretory path III (cd01136)→ FliJ (pfam02050)→ COG3334 (COG3334)→ FliK (COG3144)→
FlgD (pfam03963)→ flg new (TIGR02530)→ FlgE (COG1749)→

Gth-1-1 NC 015660.1 + 2912333 2912448 ←COG3617 (COG3617) RNA→ REC (cd00156)→
Ahe-1-4 NZ AKZN01000067.1 + 47481 47604 ←Fur like (cd07153) RNA→ HAMP (cd06225)Cache 1 (pfam02743)→
Bsp-9-2 NZ ABCF01000011.1 - 25263 25145 ←RHOD YceA (cd01518) RNA→ GGDEF (cd01949)→
Psp-4-1 NC 012914.1 - 4481344 4481224 ←DUF2536 (pfam10750) RNA→ MA (smart00283)→
Pcu-1-2 NZ AEDD01000006.1 - 3995 3866 HDc (cd00077)→ RNA→ PilZ (pfam07238)→
Pmu-3-2 NC 015690.1 - 8482469 8482343 LasB (COG3227)→ RNA→ hypo→
Pmu-1-2 NC 016935.1 - 8557734 8557610 LasB (COG3227)→ RNA→ pseudogene→
Pmu-2-2 NC 017672.1 - 8593355 8593231 LasB (COG3227)→ RNA→ hypo→
Bsp-9-3 NZ ABCF01000005.1 + 53545 53665 Ferritin like (cd00657)→ RNA→ hypo→ HDc (cd00077)→
Pcu-1-3 NZ AEDD01000012.1 - 237431 237322 ←hypo RNA→ RhsA (COG3209)NT KNTase like (cd05403)Rhs assc core (TIGR03696)→
Bco-3-2 NZ ABFU01000045.3 - 13922 13809 COG0397 (COG0397)→ RNA→ Rtn (COG2200)PAS 3 (pfam08447)GGDEF (cd01949)→ EAL (cd01948)→

EAL (cd01948)→
Bme-4-1 NZ AFEU01000001.1 - 508899 508777 ←Transposase 11 (pfam01609) RNA→ HAMP (cd06225)MA (smart00283)→

PP-binding (pfam00550)AA-adenyl-dom (TIGR01733)Thioester-redct (TIGR01746)→ Sfp (COG2091)→
Afl-1-1 NC 011567.1 + 368629 368746 ←CAD3 (cd08297) RNA→ COG5278 (COG5278)HAMP (cd06225)MA (smart00283)→
Bsp-8-2 NZ AAOX01000025.1 - 55968 55851 hypo→ RNA→ amidase→
Ahe-1-5 NZ AKZN01000011.1 - 209244 209137 PAS (cd00130)GGDEF (cd01949)→ RNA→ PAS (cd00130)GGDEF (cd01949)→

phosphoribosylformylglycinamidine synthase II→
Tco-1-2 NZ AGFE01000025.1 + 68000 68121 ←hypo RNA→ COG5581 (COG5581)→ tRNA-Arg→
Pel-1-3 NZ AFHW01000031.1 - 107116 106989 COG2964 (COG2964)→ RNA→ G glu transpept (pfam01019)→

COG4191 (COG4191)HAMP (cd06225)MA (smart00283)→
Bco-3-3 NZ ABFU01000063.1 - 11745 11627 HTH XRE (cd00093)→ RNA→ hypo→
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Bco-2-1 NC 016023.1 - 1076909 1076786 CaiC (COG0318)→ RNA→ GGDEF (cd01949)→
Bco-1-1 NC 015634.1 + 265090 265213 CaiC (COG0318)→ RNA→ GGDEF (cd01949)→
Pel-1-4 NZ AFHW01000028.1 + 124874 124994 PAS (cd00130)EAL (cd01948)COG3300 (COG3300)GGDEF (cd01949)→ RNA→ REC (cd00156)→
Bsp-2-1 NZ AGJD01000001.1 + 233226 233344 ←DUF192 (pfam02643) RNA→ Flp/Fap pilin component→
Pmu-1-3 NC 016935.1 + 5864544 5864664 ←ATS1 (COG5184) RNA→ HATPase c (cd00075)HisKA (cd00082)→
Pmu-2-3 NC 017672.1 + 5982897 5983017 ←ATS1 (COG5184) RNA→ hypo→ HATPase c (cd00075)HisKA (cd00082)→
Pmu-3-3 NC 015690.1 + 6097637 6097757 ←ATS1 (COG5184) RNA→ hypo→ HATPase c (cd00075)HisKA (cd00082)→
Pmu-2-4 NC 017672.1 - 8249516 8249400 F5 F8 type C (pfam00754)Glyco hydro 43 (pfam04616)→ RNA→ Cu amine oxidN1 (pfam07833)→
Bsp-8-3 NZ AAOX01000005.1 + 210203 210317 ←WHTH GntR (cd07377) RNA→ PAS (cd00130)EAL (cd01948)GGDEF (cd01949)PilZ (pfam07238)→
Pan-1-1 NZ AJYB01000002.1 + 37675 37794 ←FlgG (COG4786) RNA→ FlgB (TIGR01396)→ FlgC (COG1558)→
Bsp-9-4 NZ ABCF01000023.1 + 20588 20713 ←HDc (cd00077) RNA→ GGDEF (cd01949)7TMR-DISM 7TM (pfam07695)→
Aac-3-1 NC 017167.1 + 141343 141463 ←RHOD (cd00158)Lactamase B (smart00849) RNA→ ←hypo

Aac-1-3 NZ ACCS01000010.1 - 47519 47399 ←RHOD (cd00158)Lactamase B (smart00849) RNA→ EAL (cd01948)SpoOE-like (pfam09388)→
HAMP (cd06225)MA (smart00283)→ hypo→ REC (cd00156)→

Aac-2-1 NC 013207.1 + 23529 23648 ←hypo RNA→ EAL (cd01948)SpoOE-like (pfam09388)→ pseudogene→ REC (cd00156)→
Aac-1-4 NZ ACCS01000020.1 + 37503 37622 ←hypo RNA→ EAL (cd01948)SpoOE-like (pfam09388)→ DUF342 (pfam03961)→ REC (cd00156)→
Pdo-1-1 NZ AEPB01000001.1 + 112408 112528 ←CBS pair Mg transporter (cd04606) RNA→ hypo→
Pan-1-2 NZ AJYB01000042.1 + 87740 87860 ←CBS pair Mg transporter (cd04606) RNA→ hypo→
Lfu-1-1 NZ ADJR01000049.1 + 117789 117913 CheW like (cd00588)→ RNA→ Uncharacterized conserved protein, probably secreted→
Psp-2-1 NZ AFDH01000004.1 + 14979 15094 L-ribulokinase (TIGR01234)→ RNA→ EAL (cd01948)GGDEF (cd01949)→ UgpB (COG1653)→
Pmu-2-5 NC 017672.1 + 3426172 3426301 spore ytfJ (TIGR02874)→ RNA→ PAS (cd00130)EAL (cd01948)COG3300 (COG3300)GGDEF (cd01949)→
Pmu-1-4 NC 016935.1 + 3415008 3415137 spore ytfJ (TIGR02874)→ RNA→ PAS (cd00130)EAL (cd01948)COG3300 (COG3300)GGDEF (cd01949)→
Pmu-3-4 NC 015690.1 + 2865281 2865410 spore ytfJ (TIGR02874)→ RNA→ PAS (cd00130)EAL (cd01948)COG3300 (COG3300)GGDEF (cd01949)→
Osc-1-1 NZ AEWH01000024.1 + 131217 131340 hypo→ RNA→ COG3899 (COG3899)GGDEF (cd01949)PKc (cd00180)→
Bsp-2-2 NZ AGJD01000002.1 + 137084 137210 hypo→ RNA→ SinI (pfam08671)→
Ahe-1-6 NZ AKZN01000067.1 + 151676 151803 TM PBP2 (cd06261)→ RNA→ PAS (cd00130)EAL (cd01948)PAS 3 (pfam08447)GGDEF (cd01949)→
Pde-1-2 NZ AHKH01000016.1 - 3028 2908 ←MenA (COG1575) RNA→ hypo→
Pmu-2-6 NC 017672.1 + 30707 30828 ←nucleoside deaminase (cd01285) RNA→ PilZ (pfam07238)→
Pmu-1-5 NC 016935.1 + 30469 30590 ←nucleoside deaminase (cd01285) RNA→ PilZ (pfam07238)→
Pmu-3-5 NC 015690.1 + 30528 30649 ←nucleoside deaminase (cd01285) RNA→ PilZ (pfam07238)→
Pel-1-5 NZ AFHW01000138.1 - 4929 4807 ←nucleoside deaminase (cd01285) RNA→ PilZ (pfam07238)→ PGRP (cd06583)→
Bba-1-1 NZ AJLS01000115.1 + 11211 11326 HTH XRE (cd00093)→ RNA→ (big gap) ←COG1835 (COG1835)

Bba-1-2 NZ AJLS01000045.1 - 507 392 RNA→
Bsp-8-4 NZ AAOX01000001.1 + 422545 422663 TelA (pfam05816)→ RNA→ hypo→
Bsp-2-3 NZ AGJD01000001.1 - 316668 316556 ←HTH MARR (smart00347) RNA→ ←hypo

Afl-1-2 NC 011567.1 - 1599579 1599465 ←SIR2-fam (cd01407) RNA→ hypo→ SspH (pfam08141)→
Bme-4-2 NZ AFEU01000002.1 - 665771 665657 ATZ TRZ like (cd01298)→ RNA→ SMC prok A (TIGR02169)→
Gsp-3-1 NC 013411.1 - 3336965 3336852 COG4127 (COG4127)→ RNA→ SMC prok A (TIGR02169)→
Gsp-2-1 NC 014915.1 - 3342934 3342821 COG4127 (COG4127)→ RNA→ SMC prok A (TIGR02169)→
Gth-2-1 NC 016593.1 - 3279446 3279333 ←COG5421 (COG5421) RNA→ hypo→
Gsp-1-1 NC 014206.1 - 3363375 3363260 hypo→ RNA→ hypo→
Pal-1-2 NZ AMBZ01000008.1 + 183694 183810 ←COG1378 (COG1378) RNA→ pseudogene→
Pde-1-3 NZ AHKH01000015.1 + 42202 42319 ←3oxo ACP reduc (TIGR01830) RNA→

ChtBD3 (cd00036)Big 3 (pfam07523)GH18 PF-ChiA-like (cd06543)GH18 chitinase (cd06548)→
Cth-1-1 NZ AFCE01000160.1 + 14636 14756 nucleoside deaminase (cd01285)→ RNA→ HATPase c (cd00075)PAS (cd00130)HisKA (cd00082)→
Ssp-1-1 NZ AMPQ01000001.1 + 108303 108420 COG3883 (COG3883)Peptidase M23 (pfam01551)→ RNA→

PDZ CTP protease (cd00988)Peptidase S41 CPP (cd07560)PG binding 1 (pfam01471)→
Pmu-3-6 NC 015690.1 - 7702466 7702349 BI-1-like (cd06181)→ RNA→ EAL (cd01948)GGDEF (cd01949)→ UgpB (COG1653)→
Pmu-1-6 NC 016935.1 - 7786376 7786259 hypo→ RNA→ hypo→
Pmu-2-7 NC 017672.1 - 7822997 7822880 hypo→ RNA→ hypo→
Bsp-12-1 NZ AKIX01000033.1 - 9354 9234 ←SET (pfam00856) RNA→ G glu transpept (pfam01019)→
Bbr-1-1 NC 012491.1 + 5867825 5867945 hypo→ RNA→ G glu transpept (pfam01019)→ HAMP (cd06225)MA (smart00283)Cache 1 (pfam02743)→
Bsp-13-1 NZ AKKB01000014.1 + 21576 21696 ←SET (pfam00856) RNA→ G glu transpept (pfam01019)→
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Ean-1-1 NC 018665.1 + 2548267 2548384 ←SDF (pfam00375) RNA→ hypo→
Bba-1-3 NZ AJLS01000044.1 + 39838 39962 ←hypo RNA→ SinI (pfam08671)→
Bme-3-1 NC 017138.1 + 3889762 3889880 ←MurD (COG0771) RNA→ CESA like (cd06423)→
Bsp-13-2 NZ AKKB01000046.1 + 17406 17522 ←hypo RNA→ NAT SF (cd04301)→ MA (smart00283)→
Bbr-1-2 NC 012491.1 - 1128100 1127983 ←hypo RNA→ NAT SF (cd04301)→ MA (smart00283)→
Bsp-12-2 NZ AKIX01000095.1 + 13354 13470 PRX like2 (cd02970)→ RNA→ COG3153 (COG3153)→ MA (smart00283)→
Gsp-3-2 NC 013411.1 + 3234818 3234938 ←COG1741 (COG1741) RNA→ hypo→
Gsp-2-2 NC 014915.1 + 3240787 3240907 ←COG1741 (COG1741) RNA→ hypo→
Gsp-1-2 NC 014206.1 + 3278483 3278603 ←COG1741 (COG1741) RNA→ hypo→
Tco-1-3 NZ AGFE01000005.1 - 138356 138218 ←COG0436 (COG0436) RNA→ hypo→ hypo→
Bsp-1-1 NZ CAET01000038.1 - 12913 12796 phage protein→ RNA→ RF3 II (cd03689)RF3 (cd04169)→ TM ABC iron-siderophores like (cd06550)→

ABC Iron-Siderophores B12 Hemin (cd03214)→
Aac-2-2 NC 013207.1 + 28662 28780 REC (cd00156)→ RNA→ HATPase c (cd00075)→ HDc (cd00077)TPR (cd00189)→
Aac-1-5 NZ ACCS01000020.1 + 42523 42641 REC (cd00156)→ RNA→ HATPase c (cd00075)→ HDc (cd00077)TPR (cd00189)→
Bse-1-2 NC 014219.1 + 807933 808045 ←DUF1648 (pfam07853) RNA→ MA (smart00283)→
Bsp-12-3 NZ AKIX01000067.1 - 20870 20737 FTHFS (cd00477)→ RNA→ HAMP (cd06225)MA (smart00283)Cache 1 (pfam02743)→
Bbr-1-3 NC 012491.1 - 5961475 5961342 FTHFS (cd00477)→ RNA→ HAMP (cd06225)MA (smart00283)Cache 1 (pfam02743)→
Bsp-13-3 NZ AKKB01000028.1 + 17848 17980 FTHFS (cd00477)→ RNA→ HAMP (cd06225)MA (smart00283)Cache 1 (pfam02743)→
Pde-1-4 NZ AHKH01000030.1 + 35092 35214 ←HTH Hin like (cd00569) RNA→ Sfp (COG2091)→

EntF (COG1020)PP-binding (pfam00550)Condensation (pfam00668)AA-adenyl-dom (TIGR01733)Thioester-redct (TIGR01746)→
Pde-1-5 NZ AHKH01000008.1 - 165600 165477 SLC13 permease (cd01115)→ RNA→ SCP bacterial (cd05379)→
Pal-1-3 NZ AMBZ01000001.1 - 864376 864253 ←PAF-AH p II (pfam03403) RNA→ SCP bacterial (cd05379)→
Pal-1-4 NZ AMBZ01000001.1 - 256717 256595 (big gap) PKc (cd00180)→ RNA→ SCP bacterial (cd05379)SLH (pfam00395)cohesin like (cd08546)→
Bme-3-2 NC 017138.1 + 3829325 3829442 ←nitri red nirB (TIGR02374) RNA→ hypo→
Psp-5-1 NZ GG695975.1 + 137064 137181 ←hypo RNA→ SinI (pfam08671)→
Ppe-1-1 NZ AGFX01000009.1 + 129344 129459 ←hypo RNA→ SinI (pfam08671)→ hypo→
Psp-1-1 NZ JH601067.1 + 1306 1424 ←hypo RNA→ SinI (pfam08671)→
Pte-1-1 NC 016641.1 - 4653421 4653303 ←hypo RNA→ SinI (pfam08671)→
Esp-1-2 NC 012673.1 - 1052307 1052198 hypo→ RNA→ Transglut core (pfam01841)→
Pal-1-5 NZ AMBZ01000001.1 - 823924 823803 ←WcaG (COG0451) RNA→ hypo→
Bsp-10-1 NZ ACPC01000020.1 + 181020 181165 ←COG1647 (COG1647) RNA→ SinI (pfam08671)→ HTH XRE (cd00093)SinI (pfam08671)→
Osc-1-2 NZ AEWH01000074.1 - 6941 6823 HAMP (cd06225)MA (smart00283)→ RNA→ LuxR C like (cd06170)→
Btu-1-1 NC 014098.1 - 2855444 2855325 ←pseudogene RNA→ EAL (cd01948)SpoOE-like (pfam09388)→ pseudogene→
Lmo-2-1 NC 013768.1 - 1816294 1816175 hypo→ RNA→ sigma70-ECF (TIGR02937)→
Lmo-1-1 NC 013766.1 - 1849563 1849444 hypo→ RNA→ sigma70-ECF (TIGR02937)→
Bce-1-2 NC 014829.1 - 2534525 2534404 ←HAD like (cd01427) RNA→ HAMP (cd06225)MA (smart00283)→
Osc-1-3 NZ AEWH01000012.1 - 10595 10477 TM PBP2 (cd06261)→ RNA→ PilZ (pfam07238)→
Tco-1-4 NZ AGFE01000013.1 + 14016 14134 radical SAM B12 BD (cd02068)→ RNA→ EAL (cd01948)GGDEF (cd01949)→
Bcy-1-1 NC 009674.1 + 420948 421065 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→

PP-binding (pfam00550)NAD binding 4 (pfam07993)AA-adenyl-dom (TIGR01733)→
Bwe-1-1 NC 010184.1 + 416906 417016 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bth-21-1 NZ ACMY01000012.1 + 29719 29829 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-29-1 NZ AAEK01000015.1 - 90989 90879 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-18-1 NZ ACLZ01000008.1 + 110899 111009 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-27-1 NC 016779.1 + 402329 402448 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bth-13-1 NC 005957.1 + 421262 421381 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-14-1 NC 011773.1 + 413578 413697 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-46-1 NC 014335.1 + 393787 393906 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-45-1 NZ ABCZ02000007.1 + 116263 116382 ←DcuB (COG2704) RNA→ pseudogene→ pseudogene→
Bth-18-1 NZ ACNJ01000012.1 + 117665 117784 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-47-1 NZ ACLS01000016.1 + 3275 3394 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Ban-5-1 NC 012659.1 + 397181 397300 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Ban-16-1 NC 017729.1 + 387771 387890 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
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Ban-18-1 NC 005945.1 + 397294 397413 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Ban-2-1 NC 007530.2 + 397281 397400 RNA→
Ban-14-1 NC 012581.1 + 397634 397753 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Ban-12-1 NC 003997.3 + 397281 397400 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Ban-11-1 NZ AAAC02000001.1 + 914169 914288 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Ban-15-1 NZ AAEN01000023.3 + 138404 138523 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Ban-10-1 NZ AAEO01000030.1 + 151843 151962 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Ban-19-1 NZ AAEP01000046.1 + 103733 103852 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Ban-17-1 NZ AAEQ01000043.3 - 90684 90565 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Ban-20-1 NZ AAER01000042.3 - 136413 136294 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Ban-13-1 NZ AAES01000043.1 + 103403 103522 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-34-1 NZ ABDK02000010.1 + 105172 105291 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-3-1 NZ ABDM02000008.1 + 106845 106964 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Ban-1-1 NZ ABDN02000009.1 - 88723 88604 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Ban-9-1 NZ ABJC01000008.1 + 11309 11428 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Ban-4-1 NZ ABKF01000028.1 + 10919 11038 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Ban-7-1 NZ ABKG01000009.1 - 135159 135040 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Ban-6-1 NZ ABLB01000011.1 - 135169 135050 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Ban-8-1 NZ ABLH01000025.1 - 55424 55305 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Ban-3-1 NZ ABLT01000026.1 - 56028 55909 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-24-1 NZ ACLU01000015.1 + 50002 50121 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-5-1 NZ ACMF01000010.1 + 108209 108328 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-41-1 NZ ACMK01000017.1 + 3202 3321 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bth-17-1 NZ ACNH01000011.1 + 108292 108411 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-28-2 NC 018491.1 - 1158194 1158075 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-25-1 NC 006274.1 + 414654 414773 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-2-1 NC 012472.1 + 416683 416802 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-44-1 NZ ADFM01000080.1 + 102087 102206 ←DcuB (COG2704) RNA→ (big gap) MA (smart00283)HAMP (pfam00672)→
Bth-7-1 NZ ACNG01000016.1 + 100860 100979 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bth-10-2 NC 017200.1 + 508018 508137 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-33-2 NC 016771.1 + 463926 464045 ←hypo RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-10-2 NC 011658.1 + 464054 464173 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-35-2 NC 011969.1 + 463071 463190 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-31-2 NZ ABDL02000002.1 + 149760 149879 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-23-2 NZ ACMC01000013.1 + 34662 34781 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-16-2 NC 003909.8 + 504273 504392 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bth-15-1 NZ ACNE01000010.1 + 108336 108446 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bth-22-1 NC 008600.1 + 435368 435478 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-7-1 NZ ACMR01000019.1 + 23748 23858 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-21-1 NZ ACMD01000018.1 + 1587 1706 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bmy-1-1 NZ ACMU01000010.1 + 105757 105876 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bth-4-1 NZ ACNK01000011.1 + 128841 128960 ←DcuA DcuB (pfam03605) RNA→ MA (smart00283)HAMP (pfam00672)→
Bth-3-1 NC 018500.1 - 3715241 3715122 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bth-19-1 NZ ACNB01000015.1 + 22100 22219 ←DcuB (COG2704) RNA→ HAMP (cd06225)→ MA (smart00283)→
Bce-30-1 NC 011772.1 + 404484 404603 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bth-12-1 NZ AAJM01000023.1 + 10959 11078 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→

PP-binding (pfam00550)NAD binding 4 (pfam07993)AA-adenyl-dom (TIGR01733)→
Bth-5-1 NZ ACNL01000013.1 + 45052 45171 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bth-14-1 NZ ACND01000016.1 + 13845 13964 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-15-1 NZ ACLT01000013.1 + 109223 109342 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-13-1 NZ ACMQ01000015.1 + 52017 52136 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bth-1-1 NC 014171.1 + 428497 428616 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
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Bce-17-1 NC 004722.1 + 408145 408264 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-19-1 NC 011725.1 + 426361 426480 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-48-1 NZ ACMA01000009.1 + 110098 110217 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-22-1 NZ ACMB01000013.1 + 50668 50787 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-20-1 NZ ACME01000010.1 + 50657 50776 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-37-1 NZ ACMH01000013.1 + 50635 50754 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bth-16-1 NZ ACNC01000014.1 + 63865 63984 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bth-9-1 NC 017208.1 + 421324 421443 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bth-2-1 NZ ACMZ01000014.1 + 26327 26446 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bth-20-1 NZ ACNA01000012.1 + 26340 26459 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bth-8-1 NZ ACNF01000012.1 + 50740 50859 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-6-1 NZ ABDA02000001.1 + 113205 113324 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-43-1 NZ ACMM01000057.1 + 109125 109244 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-26-1 NZ ACMO01000012.1 + 50775 50894 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bsp-11-1 NZ ACWE01000086.1 + 111531 111650 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-4-1 NZ ACLV01000013.1 + 36845 36964 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-11-1 NZ ACMP01000014.1 + 1584 1703 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bth-11-1 NZ ACNI01000012.1 + 108761 108880 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-42-1 NZ ACMN01000011.1 + 114209 114328 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-39-1 NZ ACMI01000055.1 + 114089 114208 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-40-1 NZ ACMJ01000013.1 + 114093 114212 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bth-6-1 NC 018693.1 + 5044014 5044133 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-38-1 NZ ACMG01000012.1 + 114153 114272 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-36-1 NZ ACLY01000012.1 + 2385 2504 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-8-2 NZ ACMS01000029.1 + 25207 25326 ←DcuB (COG2704) RNA→ HAMP (cd06225)MA (smart00283)→
Bce-9-2 NZ ACMT01000028.1 + 6601 6720 ←DcuB (COG2704) RNA→ HAMP (cd06225)MA (smart00283)→
Bce-32-1 NZ ACLW01000014.1 + 4413 4532 ←DcuB (COG2704) RNA→ MA (smart00283)HAMP (pfam00672)→
Bce-12-1 NZ ACLX01000013.1 + 1584 1703 RNA→ MA (smart00283)HAMP (pfam00672)→
Bsp-9-5 NZ ABCF01000011.1 - 46739 46623 hypo→ RNA→ ←SecA (COG0653)SEC-C (pfam02810)

Pal-1-6 NZ AMBZ01000001.1 - 1188905 1188787 Cu amine oxidN1 (pfam07833)→ RNA→ Sfp (COG2091)→ hypo→
EntF (COG1020)PP-binding (pfam00550)Condensation (pfam00668)NAD binding 4 (pfam07993)AA-adenyl-dom (TIGR01733)→

Psp-5-2 NZ GG695975.1 + 162298 162417 (big gap) Acetyltransf 1 (pfam00583)→ RNA→ HATPase c (cd00075)→ REC (cd00156)LuxR C like (cd06170)→
Bsp-9-6 NZ ABCF01000005.1 + 23254 23379 GGDEF (cd01949)→ RNA→ Peptidases S8 1 (cd07487)→
Pdo-1-2 NZ AEPB01000057.1 + 65080 65201 ←hypo RNA→ Peptidases S8 1 (cd07487)→
Bsp-8-5 NZ AAOX01000007.1 - 21306 21184 TerD like (cd06974)terB (cd07176)→ RNA→ hypo→
Bsm-1-1 NZ ACWF01000090.1 - 9640 9517 ←hypo RNA→ REC (cd00156)→
Bsp-3-1 NZ ACWD01000004.1 + 23723 23844 ←hypo RNA→ ←hypo

Bsp-2-4 NZ AGJD01000014.1 + 77977 78099 ←hypo RNA→ REC (cd00156)→
Bsp-3-2 NZ ACWD01000020.1 - 177216 177097 ComFC (COG1040)→ RNA→ PAS (cd00130)EAL (cd01948)GGDEF (cd01949)PilZ (pfam07238)→

YvyF (TIGR03826)→
Bce-1-3 NC 014829.1 - 4574697 4574590 MPP CapA (cd07381)→ RNA→ EAL (cd01948)GGDEF (cd01949)→ UgpB (COG1653)→
Bco-3-4 NZ ABFU01000064.1 + 66871 66985 ←HTH XRE (cd00093)SinI (pfam08671) RNA→ SinI (pfam08671)→
Bsp-6-1 NZ AMSH01000051.1 - 17939 17819 MA (smart00283)→ RNA→ GTP cyclohydro1 (cd00642)→ PTPS (cd00470)→ COG4221 (COG4221)→

HATPase c (cd00075)→ PldB (COG2267)→ Tar (COG0840)→ STAS anti-anti-sigma factors (cd07043)→
SpoIIE (pfam07228)→ Jag (COG1847)DUF342 (pfam03961)→ STAS anti-anti-sigma factors (cd07043)→

Bsp-3-3 NZ ACWD01000060.1 - 8598 8483 hypo→ RNA→ ←HTH XRE (cd00093)SinI (pfam08671)
Bsp-9-7 NZ ABCF01000117.1 + 1833 1959 hypo→ RNA→ SinI (pfam08671)→ possible transposase→ PHA02517 (PHA02517)→
Bsp-8-6 NZ AAOX01000005.1 - 221625 221483 hypo→ RNA→ SinI (pfam08671)→
Osc-1-4 NZ AEWH01000060.1 - 92418 92303 hypo→ RNA→ hypo→ HTH XRE (cd00093)SinI (pfam08671)→
Pel-1-6 NZ AFHW01000001.1 - 90447 90327 CdaR (COG3835)PucR (pfam07905)→ RNA→ PTS-HPr like (cd00367)→ MEKHLA (pfam08670)→

MEKHLA (pfam08670)→
Baz-1-1 NZ AJLR01000033.1 - 23064 22948 ←ProX deacylase (cd04333) RNA→ SinI (pfam08671)→ HTH XRE (cd00093)SinI (pfam08671)→
Pmu-1-7 NC 016935.1 + 3756128 3756251 Fumarase classII (cd01362)→ RNA→ DUF192 (pfam02643)→ pseudogene→
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Pmu-3-7 NC 015690.1 + 3205232 3205355 Fumarase classII (cd01362)→ RNA→ DUF192 (pfam02643)→ hypo→
Pmu-2-8 NC 017672.1 + 3815000 3815123 Fumarase classII (cd01362)→ RNA→ DUF192 (pfam02643)→ hypo→
Bli-1-1 NC 006270.3 + 378596 378715 TM PBP2 (cd06261)→ RNA→

EntF (COG1020)PP-binding (pfam00550)Condensation (pfam00668)NRPS-para261 (TIGR01720)→
Bli-1-2 NC 006322.1 + 378402 378521 TM PBP2 (cd06261)→ RNA→

EntF (COG1020)PP-binding (pfam00550)Condensation (pfam00668)NRPS-para261 (TIGR01720)→
Bsp-5-1 NZ ACWC01000025.1 - 9240 9121 TM PBP2 (cd06261)→ RNA→ EntF (COG1020)PP-binding (pfam00550)Condensation (pfam00668)→
Bpu-2-1 NC 009848.1 + 318451 318577 TM PBP2 (cd06261)→ RNA→

EntF (COG1020)PP-binding (pfam00550)Condensation (pfam00668)NRPS-para261 (TIGR01720)→
Bpu-1-1 NZ ABRX01000003.1 - 451245 451119 TM PBP2 (cd06261)→ RNA→

EntF (COG1020)PP-binding (pfam00550)Condensation (pfam00668)NRPS-para261 (TIGR01720)→
Bsp-6-2 NZ AMSH01000039.1 + 24433 24550 TM PBP2 (cd06261)→ RNA→

EntF (COG1020)propion prpE (TIGR02316)PP-binding (pfam00550)Condensation (pfam00668)→
Bsp-7-1 NZ AJWW01000040.1 - 9192 9076 hypo→ RNA→ EntF (COG1020)propion prpE (TIGR02316)PP-binding (pfam00550)Condensation (pfam00668)→
Axy-1-1 NC 018704.1 + 666057 666179 hypo→ RNA→ ←NosY (COG1277)

Bba-1-4 NZ AJLS01000042.1 + 35662 35782 ←VanY (pfam02557) RNA→ Beta-lactamase (pfam00144)→
Oih-1-1 NC 004193.1 - 2580339 2580219 hypo→ RNA→ HTH XRE (cd00093)SinI (pfam08671)→
Bce-1-4 NC 014829.1 + 854044 854169 REC (cd00156)trans reg C (cd00383)→ RNA→ SinI (pfam08671)→
Pel-1-7 NZ AFHW01000094.1 + 37865 37988 Sortase (cd00004)→ RNA→ Transglut core (pfam01841)→
Ppo-3-1 NC 014622.1 - 507718 507604 Transglut core (pfam01841)→ RNA→ Transglut core (pfam01841)→
Ppo-2-1 NC 017542.1 - 506111 505997 Transglut core (pfam01841)→ RNA→ Transglut core (pfam01841)→
Psp-3-1 NZ CAES01000080.1 + 29895 30020 (big gap) hypo→ RNA→ Transglut core (pfam01841)→
Pte-1-2 NC 016641.1 - 2098668 2098552 HTH ARAC (smart00342)AraC binding (pfam02311)→ RNA→ Transglut core (pfam01841)→
Ppo-1-1 NC 014483.1 - 444506 444391 AraC (COG2207)AraC binding (pfam02311)→ RNA→ COG4932 (COG4932)→
Ppe-1-2 NZ AGFX01000029.1 + 152204 152321 AraC (COG2207)AraC binding (pfam02311)→ RNA→ COG4932 (COG4932)→
Psp-1-2 NZ JH601043.1 - 25212 25095 AraC (COG2207)AraC binding (pfam02311)→ RNA→ COG4932 (COG4932)→
Pla-1-1 NZ AGIP01000013.1 + 159159 159279 hypo→ RNA→ Transglut core (pfam01841)→
Bsp-8-7 NZ AAOX01000001.1 + 400817 400924 ←MhpC (COG0596)COG3947 (COG3947) RNA→ hypo→
Bsp-2-5 NZ AGJD01000007.1 - 64972 64845 ←hypo RNA→ SinI (pfam08671)→
Osp-1-1 NZ CAER01000006.1 - 6166 6048 hypo→ RNA→ SinI (pfam08671)→ HTH XRE (cd00093)SinI (pfam08671)→
Sin-1-1 NZ AFVQ01000045.1 + 148 263 RNA→ EAL (cd01948)→
Bbr-1-4 NC 012491.1 - 4601893 4601774 MA (smart00283)→ RNA→ ALDH HBenzADH (cd07151)→ MA (smart00283)→
Bsp-12-4 NZ AKIX01000050.1 + 29942 30061 MA (smart00283)→ RNA→ ALDH HBenzADH (cd07151)→ MA (smart00283)→
Bba-1-5 NZ AJLS01000183.1 - 40030 39912 ←PBP1 BmpA PnrA like (cd06354) RNA→ ←hisJ fam (TIGR01856)
Bba-1-6 NZ AJLS01000115.1 - 54561 54443 COG2374 (COG2374)YhcR OBF like (cd04486)PHP (pfam02811)ABC transp aux (pfam09822)→ RNA→ hypo→

RelE (COG2026)→
Baz-1-2 NZ AJLR01000038.1 - 102339 102220 ←EAL (cd01948) RNA→ ←ComK (pfam06338)

Bce-1-5 NC 014829.1 - 2575588 2575469 excinuclease ABC subunit B→ RNA→ hypo→
Bsp-3-4 NZ ACWD01000021.1 - 129690 129572 Glt symporter (pfam03616)→ RNA→ hypo→
Baz-1-3 NZ AJLR01000038.1 + 102507 102612 ComK (pfam06338)→ RNA→ EAL (cd01948)→
Bme-4-3 NZ AFEU01000002.1 + 637512 637637 ←PTZ00121 (PTZ00121) RNA→ hypo→
Lsp-1-1 NC 010382.1 + 272129 272253 hypo→ RNA→ hypo→ MA (smart00283)→ 3oxo ACP reduc (TIGR01830)→ PutP (COG0591)→
Bsp-4-1 NZ AAXV01000001.1 - 231073 230948 hypo→ RNA→ MA (smart00283)→ 3oxo ACP reduc (TIGR01830)→ PutP (COG0591)→
Lfu-1-2 NZ ADJR01000014.1 - 47214 47106 hypo→ RNA→ MA (smart00283)→
Bme-1-1 NC 014103.1 - 1084621 1084496 ←PGM2 (cd05799) RNA→ ←hisJ fam (TIGR01856)
Bme-3-3 NC 017138.1 + 3878553 3878678 VanZ (pfam04892)→ RNA→ ←hisJ fam (TIGR01856)

Bme-2-1 NC 014019.1 - 1077109 1076990 HTH XRE (cd00093)→ RNA→ SinI (pfam08671)→
Cth-1-2 NZ AFCE01000088.1 + 6 125 RNA→ PAS (cd00130)EAL (cd01948)→
Bsp-1-2 NZ CAET01000042.1 - 59761 59641 MecA N (pfam05223)pbp2 mrdA (TIGR03423)→ RNA→ polysaccharide deacetylase→
Pmu-2-9 NC 017672.1 + 976656 976774 hypo→ RNA→ Glyco hydro 10 (pfam00331)→
Pmu-1-8 NC 016935.1 + 983183 983301 hypo→ RNA→ Glyco hydro 10 (pfam00331)→
Pmu-3-8 NC 015690.1 + 980446 980564 hypo→ RNA→ Glyco hydro 10 (pfam00331)→
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Bba-1-7 NZ AJLS01000157.1 - 15322 15202 FliS (COG1516)→ RNA→ FlgB (TIGR01396)→ FlgC (TIGR01395)→ FliE (pfam02049)→ fliF (COG1766)→
fliG (TIGR00207)→ FliH bacil (TIGR03825)→ ATPase flagellum-secretory path III (cd01136)→
FliJ (pfam02050)→ fliN (TIGR02480)→ PRK13415 (PRK13415)→ FliP (pfam00813)→ fliQ (TIGR01402)→
Bac export 1 (pfam01311)→ flhB (TIGR00328)→

Bsp-2-6 NZ AGJD01000001.1 + 416294 416417 ←hypo RNA→ hypo→
Bsp-3-5 NZ ACWD01000078.1 - 42016 41898 ←hypo RNA→ hypo→ hypo→ MA (smart00283)→
Bsp-9-8 NZ ABCF01000011.1 + 47412 47529 ←hypo RNA→ ←ChrA (COG2059)
Bsp-1-3 NZ CAET01000065.1 - 111888 111617 ←ABC PotA N (cd03300) RNA→ GAF (smart00065)GGDEF (cd01949)→
Baz-1-4 NZ AJLR01000038.1 - 100780 100658 ←HTH XRE (smart00530) RNA→ PAS (cd00130)EAL (cd01948)GGDEF (cd01949)PilZ (pfam07238)→
Baz-1-5 NZ AJLR01000045.1 + 132785 132901 ←REC (cd00156) RNA→ COG5278 (COG5278)HAMP (cd06225)MA (smart00283)→
Bsp-8-8 NZ AAOX01000005.1 - 65997 65882 YhjA→ RNA→ GGDEF (cd01949)sensory box (TIGR00229)→ DmpA (cd02253)→
Bco-2-2 NC 016023.1 + 2189760 2189877 hypo→ RNA→ hypo→ KAS III (cd00830)→ MA (smart00283)HAMP (pfam00672)→
Bco-1-2 NC 015634.1 - 2451020 2450903 ←AAA (cd00009) RNA→ hypo→ KAS III (cd00830)→ MA (smart00283)HAMP (pfam00672)→
Bsp-9-9 NZ ABCF01000037.1 + 19031 19153 EAL (cd01948)GGDEF (cd01949)→ RNA→ hypo→
Bsp-1-4 NZ CAET01000056.1 - 84332 84210 flav wrbA (TIGR01755)→ RNA→ GGDEF (cd01949)sensory box (TIGR00229)→
Bsp-2-7 NZ AGJD01000024.1 + 21230 21344 COG2323 (COG2323)→ RNA→ EAL (cd01948)GGDEF (cd01949)→
Bce-29-2 NZ AAEK01000003.1 - 195177 195057 HATPase c (cd00075)→ RNA→ hypothetical protein protein→ cell wall surface anchor family protein→

conserved hypothetical protein protein→ conserved hypothetical protein protein→
Bth-12-2 NZ AAJM01000107.1 - 5821 5702 HATPase c (cd00075)→ RNA→ (big gap) Cell surface protein→ Cell surface protein→ hypo→ hypo→
Bce-48-2 NZ ACMA01000078.1 - 13609 13488 HATPase c (cd00075)→ RNA→ hypo→ Cell surface protein→ hypo→ hypo→
Bth-3-2 NC 018500.1 + 4896450 4896571 HATPase c (cd00075)→ RNA→ hypo→ hypo→ hypo→ cell surface protein→
Bce-30-2 NC 011772.1 - 4695559 4695438 HATPase c (cd00075)→ RNA→ hypo→ hypo→ cell surface protein→ cell surface protein→
Bth-16-2 NZ ACNC01000167.1 - 6471 6350 HATPase c (cd00075)→ RNA→ Cell surface protein→ Cell surface protein→ hypo→ hypo→
Bth-4-2 NZ ACNK01000085.1 - 43302 43181 HATPase c (cd00075)→ RNA→ hypo→ hypo→ Cell surface protein→ hypo→ hypo→
Bce-18-2 NZ ACLZ01000070.1 - 14160 14039 HATPase c (cd00075)→ RNA→ hypo→ Cell surface protein→ hypo→ hypo→
Bth-21-2 NZ ACMY01000115.1 - 8619 8498 HATPase c (cd00075)→ RNA→ Cell surface protein→ Cell surface protein→ hypo→ hypo→
Bth-9-2 NC 017208.1 - 4753040 4752919 HATPase c (cd00075)→ RNA→ Cell surface protein→ Cell surface protein→ hypo→ hypo→
Bth-2-2 NZ ACMZ01000107.1 - 13710 13589 HATPase c (cd00075)→ RNA→ Cell surface protein→ Cell surface protein→ hypo→ hypo→
Bth-20-2 NZ ACNA01000101.1 - 13765 13644 HATPase c (cd00075)→ RNA→ Cell surface protein→ Cell surface protein→ hypo→ hypo→
Bth-8-2 NZ ACNF01000103.1 - 13780 13659 HATPase c (cd00075)→ RNA→ Cell surface protein→ Cell surface protein→ hypo→ hypo→
Bce-19-2 NC 011725.1 - 4733012 4732891 HATPase c (cd00075)→ RNA→ hypo→ hypo→ cell surface protein→ cell surface protein→
Bth-19-2 NZ ACNB01000155.1 - 159 42 HATPase c (cd00075)→ RNA→
Bce-36-2 NZ ACLY01000011.1 + 19468 19588 ←GlcD (COG0277) RNA→ COG4932 (COG4932)→ COG4932 (COG4932)LPXTG anchor (TIGR01167)→

Sortase C 3 (cd05827)→
Bsp-10-2 NZ ACPC01000050.1 + 24666 24794 ←Aamy (smart00642)PUD (pfam03714) RNA→ hypo→
Bce-1-6 NC 014829.1 - 2551978 2551861 DUF583 (pfam04519)→ RNA→ LuxR C like (cd06170)→
Sne-1-1 NZ AFPZ01000077.1 - 28098 27953 RNA→ HAMP (cd06225)Cache 1 (pfam02743)→ MA (smart00283)→

3.3 Conserved domains

Conserved domains found in protein-coding genes listed in Section 3.2 are
shown below, with the first sentence in their description from the Conserved Do-
main Database (if any). Conserved domains associated with more than one Bacil-
lalesG20G are assigned a color, while others are shown in gray. The symbols ‘d’
and ‘u’ (if any) to the left of the colored domain name indicate whether the do-
main occurs upstream or downstream of the RNA motif. Domains marked with
lower-case ‘d’ occur (at least once) present downstream of some BacillalesG20G in

the opposite orientation. Domains marked with capital ‘D’ occur downstream and
in the same orientation (i.e., a potential cis-regulatory arrangement). Domains
marked with a ‘u’ occur upstream of the RNA in either orientation. If the ‘d’/‘u’
symbols are missing, then the domain is downstream and in the same strand. (This
mode is used for motifs predicted as cis-regulatory. The number in parentheses
after the colored domain name is the number of occurrences in Section 3.2.
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cd00004 (1) Sortases are cysteine transpeptidases, found in gram-positive bacteria, that anchor

surface proteins to peptidoglycans of the bacterial cell wall envelope.
cd00009 (1) The AAA+ (ATPases Associated with a wide variety of cellular Activities) super-

family represents an ancient group of ATPases belonging to the ASCE (for additional strand,

catalytic E) division of the P-loop NTPase fold.
cd00036 (1) Chitin/cellulose binding domain.
cd00075 (39) Histidine kinase-like ATPases; This family includes several ATP-binding pro-

teins for example: histidine kinase, DNA gyrase B, topoisomerases, heat shock protein HSP90,

phytochrome-like ATPases and DNA mismatch repair proteins

cd00077 (5) Metal dependent phosphohydrolases with conserved ’HD’ motif
cd00082 (20) Histidine Kinase A (dimerization/phosphoacceptor) domain; Histidine Kinase A

dimers are formed through parallel association of 2 domains creating 4-helix bundles; usually

these domains contain a conserved His residue and are activated via trans-autophosphorylation

by the catalytic domain of the histidine kinase.

cd00093 (10) Helix-turn-helix XRE-family like proteins.
cd00102 (1) Immunoglobulin-like fold, Plexins, Transcription factors (IPT).
cd00130 (12) PAS domain; PAS motifs appear in archaea, eubacteria and eukarya.

cd00156 (12) Signal receiver domain; originally thought to be unique to bacteria (CheY, OmpR,

NtrC, and PhoB), now recently identified in eukaroytes ETR1 Arabidopsis thaliana; this domain

receives the signal from the sensor partner in a two-component systems; contains a phosphoac-

ceptor site that is phosphorylated by histidine kinase homologs; usually found N-terminal to a

DNA binding effector domain; forms homodimers

cd00158 (2) Rhodanese Homology Domain (RHOD); an alpha beta fold domain found dupli-

cated in the rhodanese protein.

cd00180 (2) Catalytic domain of Protein Kinases.
cd00189 (2) Tetratricopeptide repeat domain; typically contains 34 amino acids [WLF]-X(2)-

[LIM]-[GAS]-X(2)-[YLF]-X(8)-[ASE]-X(3)-[FYL]-X(2)-[ASL]-X(4)-[PKE]

cd00198 (3) Von Willebrand factor type A (vWA) domain was originally found in the blood

coagulation protein von Willebrand factor (vWF).

cd00267 (1) ABC (ATP-binding cassette) transporter nucleotide-binding domain; ABC trans-

porters are a large family of proteins involved in the transport of a wide variety of different

compounds, like sugars, ions, peptides, and more complex organic molecules.
cd00367 (1) Histidine-containing phosphocarrier protein (HPr)-like proteins.

cd00383 (2) Effector domain of response regulator.
cd00470 (1) 6-pyruvoyl tetrahydropterin synthase (PTPS).
cd00477 (3) Formyltetrahydrofolate synthetase (FTHFS) catalyzes the ATP-dependent activa-

tion of formate ion via its addition to the N10 position of tetrahydrofolate.

cd00569 (1) Helix-turn-helix domain of Hin and related proteins, a family of DNA-binding

domains unique to bacteria and represented by the Hin protein of Salmonella.
cd00588 (1) CheW-like domain.

cd00642 (1) GTP cyclohydrolase I (GTP-CH-I) catalyzes the conversion of GTP into dihydro-

neopterin triphosphate.
cd00657 (1) Ferritin-like superfamily of diiron-containing four-helix-bundle proteins.

cd00830 (2) Ketoacyl-acyl carrier protein synthase III (KASIII) initiates the elongation in type

II fatty acid synthase systems.
cd00988 (1) PDZ domain of C-terminal processing-, tail-specific-, and tricorn proteases, which

function in posttranslational protein processing, maturation, and disassembly or degradation, in

Bacteria, Archaea, and plant chloroplasts.

cd01115 (1) Permease SLC13 (solute carrier 13).

cd01136 (2) Flagellum-specific ATPase/type III secretory pathway virulence-related protein.

cd01285 (5) Nucleoside deaminases include adenosine, guanine and cytosine deaminases.
cd01298 (1) TRZ/ATZ family contains enzymes from the atrazine degradation pathway and

related hydrolases.
cd01362 (3) Class II fumarases.

cd01392 (1) Helix-turn-helix (HTH) DNA binding domain of the LacI family of transcriptional

regulators.

cd01407 (1) SIR2 family of proteins includes silent information regulator 2 (Sir2) enzymes which

catalyze NAD+-dependent protein/histone deacetylation, where the acetyl group from the lysine

epsilon-amino group is transferred to the ADP-ribose moiety of NAD+, producing nicotinamide

and the novel metabolite O-acetyl-ADP-ribose.

cd01427 (1) Haloacid dehalogenase-like hydrolases.
cd01518 (1) Member of the Rhodanese Homology Domain superfamily.

cd01948 (26) EAL domain.

cd01949 (27) Diguanylate-cyclase (DGC) or GGDEF domain.
cd02068 (1) B12 binding domain like associated with radical SAM domain.

cd02253 (1) L-Aminopeptidase D-amidase/D-esterase (DmpA) family; DmpA catalyzes the

release of N-terminal D and L amino acids from peptide susbtrates.

cd02440 (1) S-adenosylmethionine-dependent methyltransferases (SAM or AdoMet-MTase),

class I; AdoMet-MTases are enzymes that use S-adenosyl-L-methionine (SAM or AdoMet) as a

substrate for methyltransfer, creating the product S-adenosyl-L-homocysteine (AdoHcy).

cd02970 (1) Peroxiredoxin (PRX)-like 2 family; hypothetical proteins that show sequence simi-

larity to PRXs.

cd03214 (1) ABC transporters, involved in the uptake of siderophores, heme, and vitamin B12,

are widely conserved in bacteria and archaea.
cd03268 (1) The BcrA subfamily represents ABC transporters involved in peptide antibiotic

resistance.
cd03300 (1) PotA is an ABC-type transporter and the ATPase component of the

spermidine/putrescine-preferential uptake system consisting of PotA, -B, -C, and -D.
cd03344 (1) GroEL like type I chaperonin.

cd03689 (1) RF3 II: this subfamily represents the domain II of bacterial Release Factor 3 (RF3).
cd03811 (1) This family is most closely related to the GT1 family of glycosyltransferases.
cd04169 (1) RF3 subfamily.

cd04301 (2) N-Acyltransferase superfamily: Various enzymes that characteristically catalyze

the transfer of an acyl group to a substrate.
cd04333 (1) This CD, composed mainly of bacterial single-domain proteins, includes the Ther-

mus thermophilus (Tt) YbaK-like protein, a homolog of the trans-acting Escherichia coli YbaK

Cys-tRNA(Pro) deacylase and the Agrobacterium tumefaciens ProX Ala-tRNA(Pro) deacylase

and also the cis-acting prolyl-tRNA synthetase-editing domain (ProRS-INS).
cd04486 (1) YhcR OBF like: A subfamily of OB-fold domains similar to the OB folds of Bacillus

subtilis YhcR.
cd04606 (2) This cd contains two tandem repeats of the cystathionine beta-synthase (CBS pair)

domain in the magnesium transporter, MgtE.

cd05379 (3) SCP bacterial: SCP-like extracellular protein domain, as found in bacteria and

archaea.

cd05403 (1) Nucleotidyltransferase (NT) domain of Staphylococcus aureus kanamycin nu-

cleotidyltransferase, and similar proteins. [D/E]
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cd05799 (1) This CD includes PGM2 (phosphoglucomutase 2) and PGM2L1 (phosphoglucomu-

tase 2-like 1).
cd05827 (1) Sortase C (SrtC) or subfamily-3 sortases are membrane cysteine transpeptidases

found in Gram-positive bacteria that anchor surface proteins to peptidoglycans of the bacterial

cell wall envelope.
cd06170 (3) C-terminal DNA-binding domain of LuxR-like proteins.
cd06174 (2) The Major Facilitator Superfamily (MFS) is a large and diverse group of secondary

transporters that includes uniporters, symporters, and antiporters.

cd06181 (1) BAX inhibitor (BI)-1 like protein family.
cd06225 (32) Histidine kinase, Adenylyl cyclase, Methyl-accepting protein, and Phosphatase

(HAMP) domain.

cd06261 (8) Transmembrane subunit (TM) found in Periplasmic Binding Protein (PBP)-

dependent ATP-Binding Cassette (ABC) transporters which generally bind type 2 PBPs.

cd06291 (1) Ligand binding domain of the lacI-like transcription regulator from a novel metal-

reducing bacterium Alkaliphilus Metalliredigens (strain Qymf) and its close homologs.

cd06354 (1) Periplasmic binding domain of basic membrane lipoprotein, PnrA, in Treponema

pallidum and its homologs from other bacteria and Archaea.

cd06423 (1) CESA like is the cellulose synthase superfamily.
cd06543 (1) PF-ChiA is an uncharacterized chitinase found in the hyperthermophilic archaeon

Pyrococcus furiosus with a glycosyl hydrolase family 18 (GH18) catalytic domain as well as a

cellulose-binding domain.

cd06548 (1) The GH18 (glycosyl hydrolases, family 18) type II chitinases hydrolyze chitin, an

abundant polymer of N-acetylglucosamine and have been identified in bacteria, fungi, insects,

plants, viruses, and protozoan parasites.

cd06550 (1) Transmembrane subunit (TM), of Periplasmic Binding Protein (PBP)-dependent

ATP-Binding Cassette (ABC) transporters involved in the uptake of siderophores, heme, vitamin

B12, or the divalent cations Mg2+ and Zn2+.

cd06583 (1) Peptidoglycan recognition proteins (PGRPs) are pattern recognition receptors that

bind, and in certain cases, hydrolyze peptidoglycans (PGNs) of bacterial cell walls.

cd06974 (1) Uncharacterized proteins involved in stress response, similar to tellurium resistance

terD.

cd07043 (2) Sulphate Transporter and Anti-Sigma factor antagonist) domain of anti-anti-sigma

factors, key regulators of anti-sigma factors by phosphorylation.
cd07151 (2) NADP+-dependent p-hydroxybenzaldehyde dehydrogenase-like.
cd07153 (1) Ferric uptake regulator(Fur) and related metalloregulatory proteins; typically iron-

dependent, DNA-binding repressors and activators.

cd07176 (1) tellurite resistance protein terB.

cd07377 (1) Winged helix-turn-helix (WHTH) DNA-binding domain of the GntR family of

transcriptional regulators.
cd07381 (1) CapA and related proteins, metallophosphatase domain.

cd07487 (2) Peptidase S8 family domain, uncharacterized subfamily 1.
cd07560 (1) C-terminal processing peptidase; serine protease family S41.
cd08297 (1) Cinnamyl alcohol dehydrogenases (CAD).

cd08546 (1) Cohesin domain, interaction parter of dockerin.

COG0277 (1) FAD/FMN-containing dehydrogenases [Energy production and conversion]
COG0318 (2) Acyl-CoA synthetases (AMP-forming)/AMP-acid ligases II [Lipid metabolism /

Secondary metabolites biosynthesis, transport, and catabolism]

COG0397 (1) Uncharacterized conserved protein [Function unknown]

COG0436 (1) Aspartate/tyrosine/aromatic aminotransferase [Amino acid transport and

metabolism]
COG0451 (1) Nucleoside-diphosphate-sugar epimerases [Cell envelope biogenesis, outer mem-

brane / Carbohydrate transport and metabolism]
COG0591 (2) Na+/proline symporter [Amino acid transport and metabolism / General function

prediction only]

COG0596 (1) Predicted hydrolases or acyltransferases (alpha/beta hydrolase superfamily) [Gen-

eral function prediction only]

COG0653 (1) Preprotein translocase subunit SecA (ATPase, RNA helicase) [Intracellular traf-

ficking and secretion]
COG0771 (1) UDP-N-acetylmuramoylalanine-D-glutamate ligase [Cell envelope biogenesis,

outer membrane]
COG0840 (1) Methyl-accepting chemotaxis protein [Cell motility and secretion / Signal trans-

duction mechanisms]

COG1020 (9) Non-ribosomal peptide synthetase modules and related proteins [Secondary

metabolites biosynthesis, transport, and catabolism]

COG1040 (1) Predicted amidophosphoribosyltransferases [General function prediction only]

COG1277 (1) ABC-type transport system involved in multi-copper enzyme maturation, perme-

ase component [General function prediction only]
COG1316 (1) Transcriptional regulator [Transcription]

COG1378 (1) Predicted transcriptional regulators [Transcription]
COG1516 (1) Flagellin-specific chaperone FliS [Cell motility and secretion / Intracellular traf-

ficking and secretion / Posttranslational modification, protein turnover, chaperones]
COG1558 (2) Flagellar basal body rod protein [Cell motility and secretion]
COG1575 (1) 1,4-dihydroxy-2-naphthoate octaprenyltransferase [Coenzyme metabolism]

COG1647 (1) Esterase/lipase [General function prediction only]
COG1653 (3) ABC-type sugar transport system, periplasmic component [Carbohydrate trans-

port and metabolism]
COG1741 (3) Pirin-related protein [General function prediction only]

COG1749 (1) Flagellar hook protein FlgE [Cell motility and secretion]
COG1766 (1) Flagellar basal body M-ring protein [Cell motility and secretion]

COG1835 (1) Predicted acyltransferases [Lipid metabolism]

COG1847 (1) Predicted RNA-binding protein [General function prediction only]
COG1878 (1) Kynurenine formamidase [Amino acid transport and metabolism]

COG2026 (1) Cytotoxic translational repressor of toxin-antitoxin stability system [Translation,

ribosomal structure and biogenesis / Cell division and chromosome partitioning]
COG2059 (1) Chromate transport protein ChrA [Inorganic ion transport and metabolism]
COG2091 (3) Phosphopantetheinyl transferase [Coenzyme metabolism]
COG2200 (1) c-di-GMP phosphodiesterase class I (EAL domain) [Signal transduction mecha-

nisms]

COG2207 (3) AraC-type DNA-binding domain-containing proteins [Transcription]

COG2267 (1) Lysophospholipase [Lipid metabolism]
COG2323 (1) Predicted membrane protein [Function unknown]

COG2374 (1) Predicted extracellular nuclease [General function prediction only]
COG2704 (89) Anaerobic C4-dicarboxylate transporter [General function prediction only]

COG2964 (1) Uncharacterized protein conserved in bacteria [Function unknown]

COG3144 (1) Flagellar hook-length control protein [Cell motility and secretion]
COG3153 (1) Predicted acetyltransferase [General function prediction only]

COG3209 (1) Rhs family protein [Cell envelope biogenesis, outer membrane]

COG3227 (3) Zinc metalloprotease (elastase) [Amino acid transport and metabolism]
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COG3300 (4) MHYT domain (predicted integral membrane sensor domain) [Signal transduction

mechanisms]
COG3334 (1) Uncharacterized conserved protein [Function unknown]
COG3401 (2) Fibronectin type 3 domain-containing protein [General function prediction only]

COG3464 (1) Transposase and inactivated derivatives [DNA replication, recombination, and

repair]
COG3617 (1) Prophage antirepressor [Transcription]

COG3835 (1) Sugar diacid utilization regulator [Transcription / Signal transduction mecha-

nisms]

COG3883 (1) Uncharacterized protein conserved in bacteria [Function unknown]
COG3899 (1) Predicted ATPase [General function prediction only]
COG3947 (1) Response regulator containing CheY-like receiver and SARP domains [Signal

transduction mechanisms]

COG4127 (2) Uncharacterized conserved protein [Function unknown]
COG4191 (1) Signal transduction histidine kinase regulating C4-dicarboxylate transport system

[Signal transduction mechanisms]
COG4221 (1) Short-chain alcohol dehydrogenase of unknown specificity [General function pre-

diction only]

COG4786 (1) Flagellar basal body rod protein [Cell motility and secretion]

COG4932 (5) Predicted outer membrane protein [Cell envelope biogenesis, outer membrane]
COG5184 (3) Alpha-tubulin suppressor and related RCC1 domain-containing proteins [Cell

division and chromosome partitioning / Cytoskeleton]
COG5278 (2) Predicted periplasmic ligand-binding sensor domain [Signal transduction mecha-

nisms]

COG5421 (1) Transposase [DNA replication, recombination, and repair]
COG5581 (1) c-di-GMP-binding protein [Signal transduction mechanisms]
pfam00041 (3) Fibronectin type III domain.

pfam00144 (1) Beta-lactamase.
pfam00331 (3) Glycosyl hydrolase family 10.
pfam00375 (1) Sodium:dicarboxylate symporter family.

pfam00395 (1) S-layer homology domain.
pfam00550 (12) Phosphopantetheine attachment site.

pfam00583 (1) Acetyltransferase (GNAT) family.

pfam00668 (9) Condensation domain.
pfam00672 (90) HAMP domain.

pfam00754 (1) F5/8 type C domain.

pfam00813 (1) FliP family.
pfam00856 (2) SET domain.

pfam01019 (4) Gamma-glutamyltranspeptidase.

pfam01311 (1) Bacterial export proteins, family 1.
pfam01471 (1) Putative peptidoglycan binding domain.

pfam01551 (1) Peptidase family M23.

pfam01609 (1) Transposase DDE domain.
pfam01833 (1) IPT/TIG domain.

pfam01841 (9) Transglutaminase-like superfamily.
pfam02049 (2) Flagellar hook-basal body complex protein FliE.

pfam02050 (2) Flagellar FliJ protein.

pfam02311 (4) AraC-like ligand binding domain.
pfam02557 (1) D-alanyl-D-alanine carboxypeptidase.

pfam02643 (4) Uncharacterized ACR, COG1430.

pfam02743 (6) Cache domain.

pfam02810 (1) SEC-C motif. [HC]

pfam02811 (1) PHP domain.

pfam03403 (1) isoform II.
pfam03537 (1) TM1410 hypothetical-related protein.

pfam03605 (1) Anaerobic c4-dicarboxylate membrane transporter.
pfam03616 (1) Sodium/glutamate symporter.
pfam03714 (1) Bacterial pullanase-associated domain.

pfam03961 (2) Protein of unknown function (DUF342).
pfam03963 (1) Flagellar hook capping protein.
pfam04293 (1) SpoVR like protein.

pfam04519 (1) Protein of unknown function, DUF583.
pfam04616 (1) Glycosyl hydrolases family 43.

pfam04892 (1) VanZ like family.

pfam05223 (1) NTF2-like N-terminal transpeptidase domain.
pfam05816 (1) Toxic anion resistance protein (TelA).

pfam06338 (2) ComK protein.

pfam07228 (1) Stage II sporulation protein E (SpoIIE).
pfam07238 (9) PilZ domain.

pfam07523 (1) Bacterial Ig-like domain (group 3).

pfam07695 (1) 7TM diverse intracellular signalling.
pfam07833 (2) Copper amine oxidase N-terminal domain.

pfam07853 (1) Protein of unknown function (DUF1648).
pfam07876 (1) Stress responsive A/B Barrel Domain.
pfam07905 (1) Purine catabolism regulatory protein-like family.

pfam07993 (3) Male sterility protein.
pfam08141 (1) Small acid-soluble spore protein H family.
pfam08447 (2) PAS fold.

pfam08670 (2) MEKHLA domain.
pfam08671 (22) Anti-repressor SinI.
pfam09388 (4) Spo0E like sporulation regulatory protein.

pfam09822 (1) ABC-type uncharacterized transport system.
pfam10750 (1) Protein of unknown function (DUF2536).

PHA02517 (1) putative transposase OrfB; Reviewed

PRK13415 (1) flagella biosynthesis protein FliZ; Provisional
PTZ00121 (1) MAEBL; Provisional

smart00065 (1) Domain present in phytochromes and cGMP-specific phosphodiesterases.
smart00267 (1) diguanylate cyclase.
smart00283 (120) Methyl-accepting chemotaxis-like domains (chemotaxis sensory transducer).

smart00342 (1) helix turn helix, arabinose operon control protein.
smart00347 (1) helix turn helix multiple antibiotic resistance protein.
smart00530 (1) Helix-turn-helix XRE-family like proteins.

smart00642 (1) Alpha-amylase domain.
smart00849 (2) Metallo-beta-lactamase superfamily.
TIGR00206 (1) flagellar basal-body M-ring protein/flagellar hook-basal body protein (fliF).

TIGR00207 (2) flagellar motor switch protein FliG.
TIGR00229 (2) PAS domain S-box.
TIGR00328 (1) flagellar biosynthetic protein FlhB.

TIGR01167 (1) LPXTG-motif cell wall anchor domain.
TIGR01234 (1) L-ribulokinase.

TIGR01395 (1) flagellar basal-body rod protein FlgC.
TIGR01396 (3) flagellar basal-body rod protein FlgB.

TIGR01402 (1) flagellar biosynthetic protein FliQ.
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TIGR01720 (4) non-ribosomal peptide synthase domain TIGR01720.

TIGR01733 (5) amino acid adenylation domain.

TIGR01746 (2) thioester reductase domain.
TIGR01755 (1) NAD(P)H:quinone oxidoreductase, type IV.

TIGR01830 (3) 3-oxoacyl-(acyl-carrier-protein) reductase. [ACP]
TIGR01856 (3) histidinol phosphate phosphatase HisJ family.
TIGR02169 (3) chromosome segregation protein SMC, primarily archaeal type.

TIGR02316 (2) propionate–CoA ligase.
TIGR02374 (1) nitrite reductase [NAD(P)H]

TIGR02480 (1) flagellar motor switch protein FliN.

TIGR02530 (1) flagellar operon protein.

TIGR02874 (3) sporulation protein YtfJ.
TIGR02937 (2) RNA polymerase sigma factor, sigma-70 family.

TIGR03423 (1) penicillin-binding protein 2.
TIGR03696 (1) RHS repeat-associated core domain.
TIGR03825 (2) flagellar assembly protein FliH.

TIGR03826 (1) flagellar operon protein TIGR03826.

3.4 Multiple-sequence alignment

Each BacillalesG20G is denoted by an abbreviation (like “Eco-1-1”) that refers
to a taxonomy given in Section 3.1. Nucleotides proposed to basepair as part
of the consensus structure are shaded in color when they comprise Watson-Crick or
G-U pairs. Otherwise they are shaded gray. Conserved stems are also indicated at
the bottom of the alignment by angle brackets, where matching < and > denote
base-paired columns. Below these angle brackets, the symbol “2” denotes base
pairs exhibiting covariation, “1” denotes base pairs exhibiting compatible muta-
tions, “0” denotes base pairs that are not observed to mutate and “?” denotes base

pairs that have a significant frequency of non-canonical nucleotides for Watson-
Crick or G-U pairs (> 5%). Below these base pair annotation is the consensus
sequence: “R” = “A” or “G”, “Y” = “C” or “U”, red nucleotides: nucleotide
identity conserved more than 97% of the time, black nucleotides: 90%, gray nu-
cleotides: 75%, red circle (qa): nucleotide is present 97% of the time, black circle (qa):
90%, gray circle (qa): 75%, white circle (qa): 50%. All percentages of sequences just
described (e.g. 97% conserved) assume that sequences have been weighted by the
GSC algorithm implemented by the Infernal software package.

Duplicate sequences: the following putative homologs are not shown in the alignment because their sequences are identical to a homolog already shown: Ban-1-1,
Ban-10-1, Ban-11-1, Ban-12-1, Ban-13-1, Ban-14-1, Ban-15-1, Ban-16-1, Ban-17-1, Ban-18-1, Ban-19-1, Ban-2-1, Ban-20-1, Ban-3-1, Ban-4-1, Ban-6-1, Ban-7-1, Ban-
8-1, Ban-9-1, Bce-10-1, Bce-10-2, Bce-19-1, Bce-20-1, Bce-22-1, Bce-23-1, Bce-23-2, Bce-24-1, Bce-3-1, Bce-30-2, Bce-31-1, Bce-31-2, Bce-34-1, Bce-35-1, Bce-35-2,
Bce-37-1, Bce-40-1, Bce-41-1, Bce-43-1, Bce-45-1, Bce-46-1, Bce-48-1, Bce-5-1, Bce-9-1, Bce-9-2, Bli-1-2, Bsp-5-1, Bth-12-1, Bth-16-1, Bth-17-1, Bth-18-1, Bth-19-1,
Bth-2-1, Bth-20-1, Bth-20-2, Bth-5-1, Bth-8-1, Bth-8-2, Gsp-2-1, Gsp-2-2, Lmo-1-1, Pmu-2-2, Pmu-2-3, Pmu-3-7, Ppo-2-1

alignment positions 1 · · · 144

Bce-1-1 UUGCAUACUAGAGGUUCGGGACUUUUUUCUGCAGAGUAGAACCGUCCCUAUUAGCCAAUAGUGAGUUUAGUCUUUGAUUUUUAAUAAAUG......A..U..A..U........AUUUUGGCAAACC.GC.UUGAAAAGGUG.G
Bce-8-1 GAAAAAAUUAAAAACAAACCAUCCAUUGUAUGGUACAUGGUGUGGAAUAAUGAGAAGAUGUCACAAACCAAAUGAUUCAC..AUUAUAAA....U.A.UU..AUGG......UAAUAAGGGUAUAAC.AG.UUGCAAAACAG.U
Bce-28-1 GAACGAGUUGCCAAUCAUUUGGCUACGGGGGAUUUCUCAGAACGAAUUACAAUUUCUUCUGAAGAUGAAAUUGGGCGAUUAGGAAAAGCA....U...UUA.A..U........AAAAUGGCAAAUU.CUUUGGAGAC.AGA.A
Bth-10-1 GAACGAGUUGCCAAUCAUUUGGCUACGGGGGAUUUUUCGGAACGAAUUACAAUUUCUUCUGAAGAUGAAAUUGGGCGAUUAGGAAAAGCA....U...UUA.A..U........AAAAUGGCAAAUU.CUUUGGAGAC.AGA.A
Bce-33-1 GAACGAGUUGCCAAUCAUUUGGCUACGGGGGAUUUCUCAGAACGAAUUACAAUUUCUUCUGAAGAUGAAAUUGGGCGAUUAGGAAAAGCA....U...UUA.A..U........AAAAUGGCAAAUU.CUUUGGAGAC.AGA.A
Bce-16-1 GAACGAGUUGCCAAUCAUUUGGCUACGGGGGAUUUCUCAGAACGAAUUACAAUUUCUUCUGAAGAUGAAAUUGGGCGAUUAGGAAAAGCA....U...UUA.A..U........AAAAUGGCAAAUU.CUUUGGAGAC.AGA.A
Pel-1-1 AUAGUUCAUAAGAACUAUGUAUUCUACAAGGUUGAUCUUUUAUCCUAAGAGAUGAGAUUCAAUCAUACACAAAAAGACAA.UUUUCGAGC....G.U.GCU.C..G........AUAAAGGCAAACC.GG.GCGAAAGCUCG.C
Bha-1-1 AUGAAAAUUAUACCAGAGUAGACAAGGUAUAAUAAGUAUUUUAUACUAGUAUUGGUAAAGUUAUGAUUAUGAUAUUAGUCCUAGUUUCGU.....GC.CU..U..G........AAAAAGGCGAG.U.GU.UUGAAAUGGAA.A
Esp-1-1 GCGAUGUUGGGUAUAAAUCAUAGUGUCACUCAUUCCUUUACGUGGUAUUUUAGUAGUAGGACUUUCAAUGGAUUGUCGACAAAAAUUUCA........UA..UC.G........AGACGGGCAAACU.UA.CUGAAAAGUAA.G
Pel-1-2 AUAUUCGCAGCCGCUGAAAAUAAAGAAAAAUAAAUCGUGCUAGAAAACGCUCACAAACUGUAGUAGAAUAGAUCAAGUAUUUACAUAUUC..................AUGAGUAAAAAGGCACACC.UGUCUGAAAAGCGG.G
Bco-3-1 UUGUAAUGGGUCUUAUGAUUCAGUUUCAACAAAUUUCAACAAAAAUAUAGAAAAAUCUACAUAUAUAUAGUAGGAUGGUGUGAGUUAAUG........GA..AUAU........AUAAGGGCAAUCC.AA.UUGAUAUAUUG.G
Pcu-1-1 UAAAAUAGUAACAGAUUUUUGUAGAAACAAAUUGAAACUGCAUUACUUUUUUCAUAUAAUAUAAGUAACAAAGGCACACUUCCAUACAUU....................UAAAUACUUGGCAAAGC.UA.UAGAAAUAUAG.U
Bsp-8-1 AAUGAAAUCUUAAGGAUUACUGGAAUUGCCAAGAUAUUUUGUUUAUGAUAUAAAAGUCCUGUUUAAUAAAGGGCAGAUAGUUCCGAUAUA........AA..U..........ACCAAAGGCAAAAU.CA.UUGAAAAAUGA.U
Bse-1-1 UUAAGCAUAAAGAACUAUUUGUCUGUUGUCUGAUCAUUCUGUUAUUCUUUUUAUACCAAUUAAGGUAUAAUAGGAUUAGUUCAAUAGAUU......C.AA..UUAG.........AAAAGGCAAAAU.CU.GUGAAAUCAGA.U
Pmu-1-1 UGAUUUAAGGUAUUUGUACCUAGAAACCUAGUGCUUUUCUAUAGACAGUUCGCCCUAAAUCGAAUAUGAUAGAGAUGUACAAAUCAUAUU....C.U.AG..U..G........AAAAGGGCAAAAC.GC.AGGAAACUGCG.U
Pmu-3-1 UGAUUUAAGGUAUUUGUACCUAGAAACCUAGUGCUUUUCUAUAGACAGUUCGCCCUAAAUCGAAUAUGAUAGAGAUGUACAAAUCAUAUU....C.U.AG..U..G........AAAAGGGCAAAAC.GC.AGGAAACUGCG.U
Pmu-2-1 UGAUUUAAGGUAUUUGUACCUAGAAACCUAGUGCUUUUCUAUAGACAGUUCGCCCUAAAUCGAAUAUGAUAGAGAUGUACAAAUCAUAUU....C.U.AG..U..G........AAAAGGGCAAAAC.GC.AGGAAACUGCG.U
Tco-1-1 UUUGUGAAGCGCAUAUCGGUCCGACGGAAGACGCAGAAAAUGAUUGAAAGGAUAGUAAUUGUUUCCUAUACUUGGGAUGCGCAAGUCCUG....C.U.UG..G..G........AUCAAGGCAACCU.GC.GCGAAAGCGCAAG
Pal-1-1 ACAAAUUGUUCCUCUUAACCUAUAUUGAGCAUGAUAGUUCCCUAUGCCUAGGAUCUCAGUCAUCUACGCUUACAUUUACGAAGCACUUAA....U.U.A.A.AUCU........CAUAGGGCACACU.AA.UCGAAAGAUUA.G
Pde-1-1 ACAAUUUUCAAAAAAGUGAUUGACAAAUAGGAAGCUGUCCCAUAUAUUGAGCAUUGAAUAGUGCUUUAGCUGGGUAUGAUUGGAUACAAC........AA..C..U.......ACAUAGGGCACACU.AA.UCGAAAGAUUA.G
Ahe-1-1 CACUAUUCAUUUUCCGGGACAAUGGAUCAAAGCGCGUGUGCCGCUGUAACGAUCACGAAUGGGCUGAUUGAGUCCAUUACACCCCAAGUA........CA..UAUG........AACUCGGCAAACU.CU.GCGAAAGCAGG.G
Ahe-1-2 GAAAGUAGGCGACAUUAUGUGGAUAUUCAUUUCUUGAUGAGAAUCAAGGUAAUCUCCAAAAUAAAGAUGUAAUUCGAAUUCUGGGUACGC...GU.U.GU..A..G.........AAAAGGCAUACC.UGACUGAAAAGCAG.G
Ahe-1-3 GGUCAUGCGUGCGACACACGUGCGACACAAUGGGUUGGUAAUAACCCCCUCAACCCCCGCAGUUUUUUCGAAUCUCUCGAAUCCUCUCGU......A.GGUAG..G........UCAAAGGCAAACC.AU.GUGAAAGCAUG.G
Aac-1-1 UGCCAGCGUUCGAGAUCGCUCGCGAACGGAAUGUCACCUGUUUUGGCUACCCCUAUUUACCUCGCUAAGUAUUCGAAUAUGCUAUCGUAA....G.G.UC..G..G........UCAAAGGCAAACU.UC.GCGAAAGCGGA.G
Aac-1-2 GGUCAUGCAGAUGAGCGUUCUGCGCUUUGGACGAAGGGACUAGAUAACCCCUAUAUUUUUUUUGCCGAUAUGUCUGAUAGAAUAGUUGUA...GG.U.C...G..G........UCAAAGGCAAACU.UC.GCGCAAGCGGA.G
Bsp-9-1 ACCUAAGGUGAAUACGUUAGAAAGGGUUGUUUUUACUUUCAUACAUAGUAAAAUAAGAUUACAGAUAAUUUCCGACAAUUUUCUCAUUGU...UA.U.AG..A...............AGGCAAACU.CAUCUGAAAAGGGA.G
Gth-1-1 GUUAUCCUUCCCAGCAUUCUUUUAAAUUUUUUAUUUUUUAUAAAAUUUUAAAUAAAUAAAAAUCUGGCGUUUUUAAUAAU..UUGUGCUA........AAC.UUUG........CUAAAGGCAAAUU.UG.ACAAAAGUAAG.A
Ahe-1-4 CAGGCCAAUCUAGCAUUGGAUCUCAUUGACUCCUGUCGAAUCUUGUUGGAUAAUGUGCCAGGCUAUGAAAAUCGGGCUCCAAGAUGUGCC........CG..AUUG..........CAAGGCAAACC.AG.CGGAAACGCUG.G

...........................................................................................<<<<.<.<<..<..<..............<<...<<.<<.<<....>>>>>.>
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Bsp-9-2 ACUGUCCCUCUUAGUGCUUUAAUAUGGUAAAGAAUACACUUGUAUUCCAAUUAAUAGAAGUGUAGAAUAUAGGUAAUAAG.AACUAA...............U..A.AAUUUAAAUAUUGGCAAAUC.AG.UCGAAAGGCUG.G
Psp-4-1 AGUCGGAGUGUUGGGAAUUGAGCCAUUUUUUGUUUACAAAUAGGUAUAUAUAUCCUAAACUAGUCCUUGUGUGUCGAAAAUAGCGUAAUU.....AA.AC..U..G........AAAAAGGCAAACU.UG.CCGAAAGGCAA.G
Pcu-1-2 GCCGUCGAGCGUAUAUGAGAUUGACCUGAAGAAUGAGGUAAGCAUACUCAUUGUGAAGGAGUUAUAAACGAACUUCAUAGCACGUUUGAU....C.G.AA..C..G........AUAAUGGCAAACU.UG.CUGAAAAGCAA.G
Pmu-3-2 AGACUAGUCGAAUUGUGUCGAAAUAACAAAUAUUCUAUGUUGACAAUUUCACGAAAAGUUCAUAAUAUUAGUUUCAUAGAAGGAAAUAAA....................CGCGAGAUUGGCAAACU.UAAAUGAAAAUCAA.G
Pmu-1-2 CUAGUCGAAUUGUGUCGAAAUAACAAAUAUUCUAUAUUGACAAUUUCACGAAAAGUUCAUAAUAUUAGUUUCACAGAAGGAAACAAACGC...............G........AGAAUGGCAAACU.UG.AUGAAAAUCAA.G
Bsp-9-3 UUUUAAUAUUCACCAAAACUAGACAGAAUAUUACAAUCAUUUCACUAGACUUAGGUCUUAAGUCCUUAUAUACUAAGAUUAACAAGAGAA.........UAGU.........AAAUAAAGGCAACCUCUU.CCGAAAGGAAUUG
Pcu-1-3 CAAAAUGCGACAAUUGACCUAUAUAAACUUCCAACUUCUGUCGAUAUAAUCCCAGUAAGUAGAAGUGUAUUACUAGAUUACUUGAAGCUA........UGACC..G........AUAAUGGCAAACU.CG.UCGCGAGGCGA.G
Bco-3-2 AUAAGGAAAAUAUUUCUAUUAUUUUAUAAAUUAUCAUUUACUCUUUCAUAAAUAUAUAUUAUAUUGAAUUUAGUAAAUAAUACCUAAUUU...............U.......AUAUUCGGCAAACU.AC.UUGAAAGGGUA.G
Bme-4-1 UUGUGAAUUUUUUUGAACGAGGUAAAAAUUUCUUAUCUUUUGCCGGUAUAUAUAGUAGAGGCUCACUUUUGGUUCUAUUUCUUAAAUUUA........CAU.AUU.........UAUUUGGCAAACU.GC.UCGAAAGGGUA.G
Afl-1-1 UAUAUUGACGAUGUGGGAAGUUGCUUUUUUGGUGACAAUUUCCUUAUUUCUUUUUCCUAAGAAUUGUGUUAAAAUGGAAAUGUGAAAAAU.............U.G......AAUAAUCGGCAAACU.AC.UCGAAAGGGUA.G
Bsp-8-2 ACUAAGAAGAAGGCCCCCGUCAUCAGGGGGCCUUUUUGCGUAAAAAAUACCUUUAUUUUUCCUGAAAAGUGAUUAUAAUCAAAUUAACAA......C.UUACU..G........AUAAAGGCAAACC.UG.UCGAAAGGCAG.G
Ahe-1-5 UAUGCAGGGAUUUGCGCCCCUUACGAUUGCCCCUAGUAUCCUCCUUGUCGACGAUGUACAAUAUGAUUAAACACAAUCGAUCAGAGAACC.........................AGUCGGCAAACA.CA.CCGAAAGGUGU.G
Tco-1-2 AUGAAAAUUGGCAUUGCCAUUUCAAUACAAUUUACAGUAUAAUGAACUUUGCAGAUUCUUGAAAUAUGACUGACAUCUAUAUCGGCAUCG....A.A.UC..A..G........CAAAGGGCAAACU.UG.UCGAAAGGCAA.G
Pel-1-3 GGAAUUUUACAAAAAAAACAAUUGCCGGACUAGGAAAAAUGGUGUAUAUUUCCUACAAGGCCGUAGGCUGAAUUUUCCAUACGAUCCUUU...UA.A.CA..U..G........AAAAAGGCAAACU.AU.UUGAAAGAAUA.G
Bco-3-3 UACUGUUAAUUAGCAACAAUCUAGGUCUUAUUUCUCAAUUUUCCAUCUGAAUGUUGAAAUUUGUCGAGAGCAGACGAUAU...AUAUCAU........GA..U..G.CUUCACUAUAAGGGCAAAAU.AU.UUGAAAAAAUA.U
Bco-2-1 CAGACGGCAAAUUUUAACCGAAUUGCCCUUUCUUAUCCUUUGACUGAUGGUUUCUUUUGGACAGAAAUACAGUAUAAUAGGAUAAAAGAC..CUA....UA.U..C........AAAGGGGCAAAUC.CA.UUGAAAAAUGG.A
Bco-1-1 CAGACGGCAAAUUUUAACCGAAUUGCCCUUUCUUAUCCUUUGACUGACGGUUUCUUUUGGACAGAAAUACAGUAUAAUAGGAUAAAAGAC..CUA....UA.U..C........AAAGGGGCAAAUC.CA.UUGAAAAAUGG.A
Pel-1-4 AACAGCGGGGAUGUUGCGAAGAGGUCUUAUUUGGCGUUAUACUUGUAUUUUUUCUACCAGAUGCUUAUAAUACAAUUUACAAUCGUUUUU....U.G.UCA.CA.G.........ACAUGGCAAACU.UG.GCGAAAGUCAA.G
Bsp-2-1 AUUCGCCUUAUAAUUUUCACAAAAUCGCCCUUCCUUCUCCUACCGUACAUAGCGAUUUUACCAAUUAAAGUGCUAUAUUUAAAUAGCAAA........CAAAC..G.........AAAAGGCAAACC.UU.GAGAAAUCAUG.G
Pmu-1-3 CAAAAGACUCGUUUUGUAAGGUGAAAUGUAUCGAAAGCAGGUCUUGGAGUCUAUACAAAUACGCCAGGAAUCAAUACAAUAGAAGUAUAA....C.U.UC..C..G........ACAAAGGCAAACU.CC.UCUAAAGGGGA.G
Pmu-3-3 CAAAAGACUCGUUUUUCAAGGUGAAAUGUAUCGAAAGCAGGUCUUGGAGUCUAUACAAAUACGCCAGGAAUCAAUACAAUAGAAGUAUAA....C.U.UC..C..G........ACAAAGGCAAACU.CC.UCUAAAGGGGA.G
Pmu-2-4 AGGGGAUGGCGUAAACUGCCAUCCCUAUUUUUCGACAAAUUAGGACUUUGGUCUUAGGAAUCCGUUGAAUUAUCCCUAUAUACUGAAGUU....A.U.A.U.U..G........AUCAAGGCAAACU.UC.UGGAAACGGAA.G
Bsp-8-3 GUUUUUUUAUGAACUUGAAAAUGGCUCAAACUUUAAGUAGGUAUAUAUUACCAUUAAAAUACCUAAUUUCCCAUUAAAGG....UAUAUG...GU.A.C...UAUA........UAAGUGGCAAAUU.UU.AUGAAAGUAAA.A
Pan-1-1 AAAAUUAUUGAAACGUGAUAUUAUCACUUUGUUAUUAAUUUUAGAAAAUAGUACGAAAUAACGAGUUUAAUAAUUUAAUAUUAGAAUAUC.....AU.A.A.U..G........AAAAUGGCAAACU.UACUCGAAAGGUAA.C
Bsp-9-4 UUUCCGUUCAAGGCACUCGGUUUUUAUGGGCAGCAUAUCGGAGCCUUCUGUGCACCCGCCAAUGUAUUCCUGAACGGCAG.AGUGAAAAU......A.U.A.UAAG.........AAAAGGCAAACU.UG.GCGAAAGCAAA.G
Aac-3-1 UGCAUUUGCUUGGGUAUGUCGAAUCGUAAGAGAUGAUGUCGAUAAAAAACAUGGGCAAGCAAUGGAAUCCGAGGACAAUGAACCAUAUAC.....GA.GG..C..G.......UUUCAGGGCAAACC.AA.CGGAAACGUUG.G
Aac-1-3 GCAUUUGCUCGGGAAUGUCGAAUCGUAAGAGAUGAUGUCGAUAUUUUAAACUUGGGCAAACAAUAGAAUACGAGGAAAUGAACCAUAUAU.....GA.GG..C..G.......UUUCAGGGCAAACC.AA.CGGAAACGUUG.G
Aac-2-1 ACAAGAAGAUGUCGAAUUCUGCCGACGUACGUCGAAUGUAGCGGCGUCGGACCUUGGCCCGGACCCAUCGGUGAAAAACUGGAUACGAUG....A.G.AG..C..G.......CAUCAGGGCAAACC.AA.CGGAAACGUUG.G
Aac-1-4 CAAGAAGAUGUCGAAUUCUGCCGACAUGCGCCGAAUUGUGGCGGCGUCGGAUCUUGGCCCGAACCCAUCGGUGAAAAACUGGAUACGAUG....A.G.AG..C..G.......CAUCAGGGCAAACC.AA.CGGAAACGUUG.G
Pdo-1-1 CUAUUGUUGAUUAUUACGUUAAAUCUUUCAUAUGAAAAGAAUUAUUUAAAAAAGAUGGCAAAAAUGCAUUAUUUAACAUAUAAUGAUAAA....A.A.UC..U..G........AAAAAGGCAAACU.CCAUCGAAAGAGGA.G
Pan-1-2 UCCUAUUGUUGAUUAUUGCGUUAAAUCUUCAUUUUGAAAAGGGGUAAAAAAAAGAUAGCGUAAUUGAAUUAUUUGACAUAUAAUAAUGAA........AA..UCUG........AAAAAGGCAAACU.UCACCGAAAGGGAA.G
Lfu-1-1 UUGUCGUUUUUACCUGAUCAUACAUGUGACAAUUAUGCAUUAUACCUACAGACAAACAAUUGCUAACCGCGUAUGAUAAUGAUUAAGAAA.....AA.AC..U..G........AAAAAGGCAAACU.UCACCGAAAGGGAG.G
Psp-2-1 ACUGCGACUUUUGCCCUAUUUUAUUCUUGUAAAAAAGAGGAGAAGGACCCAGUGCGUCGAAAUUAUUAACUAACGAAUCUUUAGUUGAAU....A.A.CU..C..G........AUAAAGGCAAACU.AUCGCGAAAGCAUA.G
Pmu-2-5 UCUAUAAAAAUAUUGAAAUUAUAGGAUAAAAGAGAUAGACUAACCCCGGCCUUCAUGCUACUAUAGGUAACAAAGAACUAUACAUACCUG.......AUUA.C..G........AUAAAGGCAAACU.CA.UCGAAAGGUGG.G
Pmu-1-4 UCUAUAAAAAUAUUGAAAUUAUAGGAUAAAAGAGAUAGACUAACCCCGGCCUUCAUGCUACUAUAGGUAACAAAGAACUAUACAUACCUG.......AUUA.C..G........AUAAAGGCAAACU.CA.UCGAAAGGUGG.G
Pmu-3-4 UCUAUAAAAAUAUUGCAAUUAUAGGAUAAAAGAGAUAGACUAACCCCGGCCUUCAUGCUACUAUAGGUAACAAAGAACUAUACAUACCUG.......AUUA.C..G........AUAAAGGCAAACU.CA.UCGAAAGGUGG.G
Osc-1-1 AUUGAAAAAAUUGUUGUAAAAGUAAAGAUUAAUUAUUGAAUUAUUGGAAGAUUGGUGUAGAAUAGGUAAUAAGUAUUAGUAAUUAAAUAC......C.UAA.U..G........AAAAAGGCAAACU.AU.UCGAAAGGGUA.G
Bsp-2-2 AUGUCUAUUAUAUACUACCUCAUGAUAUCCAUUGAAAAGUUUUUGACCUCUUAGGAUUUAUUUCUUUUCGAACAACAAUUUUGUAUCGGU........GAACA..G........UAAAAGGCAAAUC.UA.UUGAAAGAUAG.U
Ahe-1-6 GUCUCCUACUUUAUGCAACUUUUUGUCCGAAACCGGAAGGAUUACUCAUGAUUUUGUCGAAAUUAUCACUUUGUCGUUUCAUGUAGAAAA......AGCA..C..G........AAAAAGGCAACCC.UC.CGGAAACGGAGAG
Pde-1-2 GUGUCUUUCGCGAACGUUCUCAAGCCCUUCUUACUUCGGUAGGCGGGGCUUUUUCAUUAGGAUGGACAAGCGAAGGAACAGGUCAACUCC...GU.A..U..U..G........ACAAAGGCAAACC.UG.UUGAAAAGCAG.G
Pmu-2-6 UGUAUCAGGGAUUCGUACCUAUAAUGAAGAGUGUGAAUAGGUAUUAGUGCCUAAUAACUGAUGCUAAGUAACUAUGCAUAUCAUAAGAAU....C.A.UU..C..G.......UUUCAUGGCAAACC.UG.CCGAAAGGCAG.G
Pmu-1-5 UGUAUCAGGGAUUCGUACCUAUAAUGAAGAGUAUGAAUAGGUAUUAGUGCCUAAUAACUGAUGCUAAGUAACUAUGCAUAUCAUAAGAAA....C.A.UU..C..G.......UUUCAUGGCAAACC.UG.CCGAAAGGCAG.G
Pmu-3-5 UGUAUCAGGGAUUCGUACCUAUAAUGAAGAGUAUGAAUAGGUAUUAGUGCCUAAUAACUGAUGCUAAGUAACUAUGCAUAUCAUAAGAAA....C.A.UU..C..G.......UUUCAUGGCAAACC.UG.CCGAAAGGCAG.G
Pel-1-5 AUCGAUAUACUAAAAAUAGUAUCGAUUAGGUAAAUUGUCCUAUAAUUGAUUGAUUUGACAUAUACGAUAAUGAUAAUAAAGUACUGCAAC....C.A.UU..C..G........UUCAUGGCAAACC.UG.CCGAAAGGCAG.C
Bba-1-1 AUAAUCGGGGCGUGACAGGCACCAAGAUCGAAAUUUGUCGAAACUACAGUGGCUUUUUACUAACUUUAUGUACGUAUAUAAUAUAUAAUA........UU..UAU.........UUAAGGGCAAACU.CA.CUGAAAGGUGA.C
Bba-1-2 AGAUUUAAGUGGGGUUUGACCCCAAAUUCGAAAUUUGUCGAAACUACAGUGGCUUUUUACUAACUUUAUGUACGUAUAUAAUAUAUAAUA...................UUAAUUUAAAGGCAAACU.CA.CUGAAAGGUGA.C
Bsp-8-4 AAAAAUAUUUUUUUGAAAAUCAUGUUUAUUUAAUUUUUAGUGUGGUAUUAAAUUUUAGUGCAUGAUCUGGUAAAUACAGG..AUGAGAGG.....GU........G....AAUAUCAAGGGCAAAAU.CA.CUGAAAAGUGA.U
Bsp-2-3 CAGUUACAGAUUCCAAAAUACUGUUUUUCGACAAAAUUCGAGAUUAUCGUGGACUCUUCCAAUUAUUAUCAUUAUAAUUAUAAGUGGAAC.......................UUCAAGGGCAAAAU.CG.CUGAAAAGUGA.U
Afl-1-2 UUAUUUGCCCUUUUGUUCCUUUAUUUUCACAUAUGUUUAUAAGAAAAUAAGGACUUUUGAUUCAUGCUCAUGAAAAUAAGAGAAGUAUAA....U.AAGA..A..G.........UAAAGGCACAGC.UA.AGGAAACUUAG.C
Bme-4-2 ACUCGCAUGAUCGGGUCUCUCAUUCUUGUAUAAUUUAGCAGAAAAAUAGUAAUUUAGACUUACUUCCAUGAAAAGAAAAUUAAGGUAAGA........UA..AUUU........AUAAAGGUACAGC.CA.AGGAAACUUGG.C
Gsp-3-1 CAGGAAUGUUUGAGACAUAUAUGAAAUGGUUCAAAGGUCGAAAAUAGUCAUUUCGUCUCACUUCCUUGCGAAGAAAAUCAUGGUACAAUC.........A..U..G.......AUGAAAGGUACAGC.UA.AGGAAACUUAG.C
Gth-2-1 CCUCCCGAUUUUCGUCGAGAGGGUGCGAAAUGUGAGAUAAAAAAUAGUCAUUUUAUCUCACUUCCUCGCGAAGAAAAUCAUGGUACAAUC.........A..U..G.......AUGAAAGGUACAGC.UA.AGGAAACUUAG.C
Gsp-1-1 AAGCAGGAACGUUUGGGGCAUAUAUGAAAUGGUUCAGAGGUCGAAAAUAGUCAUUUCGUCUCACUUCCUUGCGAAGAAAAUCAUGGUACA.....AU.CA..U..G........AUAAAGGUACAGC.UA.AGGAAACUUAG.C
Pal-1-2 GAGCCGCAUGACCCAUUAACGAAACGCGAAACUGCUGUAUAUUUAACGGUGUAAACAUGUAUCGUUAUGCAAGAGUAUGCAUGUUUGCAC....A.AGCA..C..G.........ACUAGGCAAAGC.UA.GGGAAAUCUAG.U
Pde-1-3 UAUAUUAAACGGUGCAAACAUGCAUCGUUAUACAAGAUACAGGAUAAAUAGUCGCCAUAAAAAGUAAAAGCGUAUGCAUUUUUGUCGAGG.....................UAUUACUAGGCAAAGC.UA.GGGAAAUCUAG.U
Cth-1-1 UCAAAAUGAUGCCGGGUGUCUUUUUAUUUAAUUGCUAAUUUAGUAUAAUCAGAAGUAUGAGAGUGUAUCGUACAUAUGUACAUAACAAGA......U.CG..UUUG.........AAAGGGCAAAGC.UA.CGGAAACGUAG.U
Ssp-1-1 GUGAAUAACAUUCCCGACAGGAAUAGUCGAACUCCUCUUAAAACAGUGCUUUACCCAGCGUGGGCAAUGAAACCUUAAAUAAAUCCUGCU........UUAAC..G.........AAAAGGCAAACC.UU.AUGAAAAUAAG.G
Pmu-3-6 GCUUCGUAAGAGGGUCAGCAGCAAUUUCCAAUAGGAACAAAGUAGGAUAAAAAGAGGAAUUUGAUGAUUUAUGUCGAAAAGUAUUAGGUA..UGC.G.A.U.C..G........AAAAAGGCAAACC.AU.GCGAAAGCAUG.G
Pmu-1-6 CUUCGUAAGAGGGUCAGCAGCAUUUUCCAAUAGGAACAAAGUAGGAUAAAAAGAGGAAUUUGAUGAUUUGUGUCGAAAAGUAUUUAGAUA..UGC.G.A.U.C..G........AAAAAGGCAAACC.AU.GCGAAAGCAUG.G
Pmu-2-7 CUUCGUAAAAAGGUCAGCAGCAUUUUCCAAUAGGAACAAAGUAGGAUAAAAAGAGGGAUUUGAUGAUUUGUGUCGAAAAGUAUUUAGAUA..UGC.G.A.U.C..G........AAAAAGGCAAACC.AU.GCGAAAGCAUG.G
Bsp-12-1 UAGUCUAUAUUAUUGGCAAACGGAGUUUUAGGAACAUUUUCCCACAACGAUCGAAUCAGUAUCUGUGUCAAUUUUCUACUUCAUCCAUUG.......AUAU.C..G.........AAACGGCAUACC.CG.GGGAAAUCCGG.C
Bbr-1-1 AUAGUCUAUAUUAUUGGCAAACGGAGUUUUAGGAACAUUUUCCCACAACGAUUGAAUCAGUAUAUGUGUCAUUUUAUGCUUCACCCAUUG.......AUAU.C..G.........AAACGGCAUACC.CG.GGGAAAUCCGG.C
Bsp-13-1 CCUUAUUUACCCCAAUCGACAAAUCGUCUAUAUUAUUGACAAACAGGUUUAGGAAAUUUUACCUGCAACAUUUGCAUUAAUUUUUCAUUG.....AU.A.U.C..G.........AAACGGCAAACC.CG.GGGAAAUCCGG.C
Ean-1-1 GCUGAUUAUAUAUUUUACUGACUCGUUAUUUAAAACCCUCCCCUCUCUAUAAAAACGAAUCACUUAUACUAAACGUACGGUUCUUCACUG....G.A.AU..C..G.........AACGGGCAAACC.CA.CAGAAAUGUGG.U
Bba-1-3 UAUAAUGAACAUAUCAUUUAUUUGAAUAAGUAAAUUGGCCUAGUGAAGAAUCCGCGAAAAAGGUAAUCGGUCAUGCUUUAGUUGUACUGG......U.GAC.A..G........AAAAAGGCAAACC.UG.UUGAAAAGUAG.G
Bme-3-1 AACUAUUUAUAUGGUAAAAUAUAAAAUAAUAUUCAUUAUAAAGUUUCUUUUUUAUCUUUUAUGUUCUUUUUAAAAAACAAUUUGAUACUU....G.U.AC..A..G........ACAAGGGCAAACC.AG.UUGAAAGGCUG.G
Bsp-13-2 UCGGUUACUUUACCCUACCAAAACUUGACAAGAUUGUUUCUCUUGGAUUAUAUUUUGCAUAAUUCGACACUUCUAUACAUUUUUCGCAAA....U...GAA.U..G........ACAAAGGCAAAGU.CA.UCGAAAGGUGG.C
Bbr-1-2 CCUACCAAAACUUGACAAAGUAUAUCUUUUGUCUUAUAUUUUGCAUGAUUAUGUCCAGCAAAAUUCGACACACUUUUACAAGUUUUGCUA.......AUA..AAUG........CAAAAGGCAAAGU.CA.UCGAAAGGUGG.C
Bsp-12-2 UACCAAAACUUGACAAAGUUAUAUCUUUUGGCUUAUAUUUUGCAUGAUUAUCUCUAGCAAAAUUCGACACGUUUUUACAAAUUUUGCUAA.......AGAA.U..G........CAAAAGGCAAAGU.CA.UCGAAAGGUGG.C
Gsp-3-2 GGCCAAAAAAAUGGGACAAAUGGAUGAUUUACCUGCGGCAAAUGGACAACUUAUAGUGAAAGUAACGCCGCAUCUUCUCCUGCGAGGAGA....U.A.CGG.C..G.........AAAAGGCAAAGC.GC.UGGAAACAGCG.U
Gsp-1-2 GAAAAAUAGGACAAAUGGAUGAUUUACCUCAGAUCGUAGGACAACUUAUAGUGAAGAUAGAUUACCGCCGCAUCUUCUCCUGCGAGGAGA....U.A.CGG.C..G.........AAAAGGCAAAGC.GC.UGGAAACAGCG.U
Tco-1-3 UGAUCGCGUGGCAAAAAUUGACGAUAAAAACGAAUGAGAGGAACUUCAGAUCGGCAGGUCCCGGACGGGACUCCAACCUGAAAAACCAGG........CAA.A..G.......AAAAGAGGUAAACC.CGUACGAAAGUCGG.G
Bsp-1-1 AGACUAAAUCGUAGCCCGAUUAGCAUUCAACGAAAAUAUCAACGUAUGAGUAAAGCCGCAAAAUAAAAAACCAUCAUAGAUAAAAGCCAA........A.C.UAUA........CAAAAGGCAAAAU.UG.UUGAAAGACAA.U
Aac-2-2 UCGACGUAGGUAAGCAACAUCAAGCACGUACUUGUCGCUGGCUGGAUUUAUGUUAUAAUGAAUAUGGAAGAAUGAGGGCCGUUAGUGCUA.....GU.GU..U..G........GCAAGGGCAAACC.CGUCCGAAAGGCGG.G
Aac-1-5 UCGACGUAGGUAAGCAACAUCAAGCACGUACUUGUCGCUGGCUGGAUUUAUGUUAUAAUGAAUAUGGAAGAAUGAGGGCCGUUAGUGCUA.....GU.GU..U..G........GCAAGGGCAAACC.CGUCCGAAAGGCGG.G
Bse-1-2 CAUGCAUGUGAAUAUGCUGUAGGAUUAAAACUAUCAAUACGAAGUCUCUCUGUGGUGUUGAUUUGAUCCGUCAGAAGAGAGAUACAUAAC...................UGGAUAGAUGGGCAAACC.UG.UUGAAAAGCAG.G
Bsp-12-3 UUUUUUCCAUUUCGAGGUUUAUUGGCGGAAAGUUAUGGGAAAUGAAAGGUGAGAUUGAAAAAAUGUGGACCUUAAUUGAAAAAACAACAA....G.G.AA..U..G........ACAAAGGCAAACC.UG.CUGAAAGGCAG.G
Bbr-1-3 CUUUUUUUCCAUUUUGAGGUUUAUUGGCGGAAAGUUAUGGGAAAUGAAAGGUGAGAUUGAAAAAAAGUGAACUUAAUUGAAAAACAACAA....G.G.AA..U..G........ACAAAGGCAAACU.UG.CUGAAAGGCAG.G
Bsp-13-3 GUGUGGAAAAAAAUCCAAGCCAUUAUUUUAAAGUUAACCCACAUUUUUCCGAUGUUGUGCUAUAGUAUUUUUAUACAGAUAAAACGACAA........AA..AAUG........ACAAAGGCAAACC.UG.UUGAAAGGCAG.G
Pde-1-4 UAUUCGUAGUAUGGGUAUUGAAGCAUGACGCUAUACAGAGAGAGCUACUGCCGCGGAGAGAGAAGCAACCGUACCGUUUACAUACAACAA....A.A.CU..U..G........AUAAAGGCAAACU.UG.UCGAAAGGCAA.G
Pde-1-5 CAAUCUUCUAUUUUCAGCAGCAAAAAAGGAUAAUUUGUAUGUACGUUCCAUCUGAAAGAUGAUAGAAUGAACAUAUAAUAGAUACGCUAA....A...AAU.G..G........AUAAUGGCAAACC.CUAGCGAAAGCAGG.G
Pal-1-3 UGUCACUUUUUUGACGAAUCAAGGGAUCUUUAUGAAUCAGAUGUGUACAAGCCAUUUAGUUGCAUGUUACCAUAGACAUAUAACUGUUAC....A.U.U.U.G..G........AUAAUGGCAAACC.CUAGCGAAAGCAGG.G
Pal-1-4 GGACUCGAUGAAUUUUACGUACCUAUAGGCACAAUUGUAUACAAGCUGUUCAUUUACAUGUUACUAUAGAUGACAUAUAACCUGUGUAAC....A.U.U.U.G..G........AUAAUGGCAAACC.CUAGCGAAAGCAGG.G
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Bme-3-2 GCUUAAAAUAACGGAAACUCAGUCUCAAAAACUUAUUUUUUACAUGUUUUUACAGACUAAAUAUAGUAAAAUAUAACUUAAAUUAUAUUA........CUACA..G........AAAAAGGCAAACU.AA.UUGAAAAGUUA.G
Psp-5-1 CUUACGUGGAAUGACAUACUUUUCAAAUUUGAGACGUUAUAAUAAGUACCAAGAUGCAUACUGACUAAGGAGAUCCAUUGGCAUCAGAAG....C..ACC..A..G........AUAAGGGUAAACC.UG.UUGAAAAGCAG.G
Ppe-1-1 GAGCGACAUACUUUUCAUAUCAGGGACAUUAUAAUUAGUACCAAGGAAGCUUUCCGGCUGAAAGCCCGUUAUCCAUUGGC..AAACUGUA........GCA.CCAG........UAAAGGGUAAACC.UGCCCGAAAAGCAG.G
Psp-1-1 GGAGCGACAUACUUUUCAUAUCGGAGACAUUAUAAUAAGAACCAAGGAAGCUUUCUGGCUGAAAGCCCGUUAUCCAUUGGCAAACUAUAG........CA..CCAG........CAAAGGGUAAACC.UGCCCGGAAAGCAG.G
Pte-1-1 GGAGCGACAUACUUUUCAAAUCGGGGACAUUAUAAUUAGUACCAAGGAAGCUUUCCGGCUGAAAGCCCGUUAUCCAUUGGCAAACUGUAG........CA..CCAG........UAAAGGGUAAACC.UGCCCGAAAAGCAG.G
Esp-1-2 GCGCAUUCAUUUCGGCACAUUCAUUCCCAUAAAAUUUAAAAAUCAGACAUCGUCCACGCAUCCCUUAUGCUAAGGUUGAGGCGUAAGACU....U.C.A.C.U..G........AUAAUGGCAAAAC.UACGCGAAAGCUAG.U
Pal-1-5 AAAUUGCCGUUUCUUGCUUGACUUUCGAUUCUAGCAGCAUUAAUCUGGUGAUAUAGAACUAAUAGAUUUAUUUUCCAAAUUGAUAGAGUC......U.AU..AUAG........AUAAAGGCAAACC.CA.UCGAAAGAUGG.C
Bsp-10-1 ACAUUCCAUAAUUAGUUAUUUUAUAAUAAAUUUAGGGAAUAGGAAGGACAAUGGUAGCAAUACCAAAGUUGUAUAUCGAAUCAUUCGAAA........CAACA..G........UCAAAGGCAAACU.UG.CUGAAAGGCAA.G
Osc-1-2 CCAAGGCCACUAUUUUUUCCUAAAAGAAGCAAUAGAUUUCUGUUGCUAUUUUUAUAAGAUUUGGUAUACGAUAAUCUAUGUGGAAAAAAC........C.A.UUUG.......UAUAAAGGCAAACU.AU.CUGAAAGGGUA.G
Btu-1-1 ACAGGACAUCGAAAAAGGCUCGUGAUUGCGGACCCUUGACAGAUGUCGAAUAAUGUAGGAUUAUGCUAUCAAAAGGUAAAUAGAUCCAUA........G.A.GUUG.......UAUCAGGGCAAACU.AG.CGGAAACGCUA.G
Lmo-2-1 UCGGAUUUAAUAAACAACAAAUAAUUGAAGCUGUCACCCAGUAUAUUAAUGAAAUCGUAUAAGUGAGAGGUUUUAACUAAAAUAAAUAUA........GU..UGUG........UUAAGGGUAAACU.UG.CCGAAAGGCAA.G
Bce-1-2 AAUUUAAGUUUUUUUAUAUUUUUUUGUAAAAAAAUGUUGUUAGAGGUAUCGUUUUUCGUUACUAUAUUACUAGAAAUACUUUAUAUCAUA........A.U.UUUG........AUAAAGGCAAACU.AUUUCGAAAGGAUA.G
Osc-1-3 UUGAAGAAAGUGGAUAAAAAUAAGAUAUUUUUACGGAAUUUUGUCGAAUUGUGGAAAAACUUUUAGUAUAAUAGUACUAGUUAUCGAGGU......U.UUA.C..G........AAAAAGGCAAACU.UA.UCGAAAGGUAA.G
Tco-1-4 GGGCGGGGAGAAUCAUGUGAAAGGUGGUUAAAGAAGGAAAACGCGCGAAAAUGUCGAAUCUUUGCAGUGACAACCGAAAAGCUGUGCACC....A.A.GC..U..G........AUAAAGGCAAACC.AU.AUGAAAAUAUG.G
Bcy-1-1 UUUUAAUAAGUAGACAUUUUGAUUAUGAUGUUGUAACCUGUGAAAGGGAAUAUUUAAUUCUCAUAAAACCCCCAUAUUAU.UCAACUCAU........UGGGC..G........AGAAAGGCAAACU.CG.UGGAAACAUAA.G
Bwe-1-1 AAAUGGGUGGACAUUUUAAUUUUUAUGUUGUAAUAUUUGGAAGAGAAUAUUGUAAUUCUCAUAGAACUCCCAUAUCGUUC...AACUCG.......U.UCAGC..G........AGAAAGGCAAACU.UA.UGGAAACAUGA.G
Bth-21-1 AAAUAGGUAGACAUUUUAAUUUUUAUGUUGUAAUCUUUGAUAGAGAAUAAUUACAUUCUCAUAGAACUCCCAUAUCGUUC...AACUCG.......U.UCAGC..G........AGAAAGGCAAACU.GA.UGGAAACAUUA.G
Bce-29-1 AAAUAGGUAGACAUUUUAAUUUUUAUGUUGUAAUCUUUGAUAGAGAAUAAUUACAUUCUCAUAGAACUCCCAUAUCGUUC...AACUCG.......U.UCAGC..G........AGAAAGGCAAACU.GA.UGGAAACAUUA.G
Bce-18-1 AAAUAGGUAGACAUUUUAAUUUUUAUGUUGUAAUCUUUGAUAGAGAAUAAUUACAUUCUCAUAGAACUCCCAUAUCGUUC...AACUCG.......U.UCAGC..G........AGAAAGGCAAACU.GA.UGGAAACAUUA.G
Bce-27-1 UCUAAAUAGGUGGACAUUUUAAUUUUUAUGUUGUAAUCUUUGAUAGAGAAUAAUGUAAUUCUCAUAGAACUCCCAUAUCGUUCAACUCGU........UCAGC..G........AGAAAGGCAAACU.GA.UGGAAACAUUA.G
Bth-13-1 UUUAAAUAGGUGGACAUUUUAAUUUUUAUGUUGUAAUCUUUGAUAGAGAAUAAUGUAAUUCUCAUAGAACUCCCAUAUCGUUCAACUCGU........UCAGC..G........AGAAAGGCAAACU.GA.UGGAAACAUUA.G
Bce-14-1 UCUAAAUAGGUGGACAUUUUAAUUUUUAUGUUGUAAUCUUUGAUAGAGAAUAAUGUAAUUCUCAUAGAACUCCCAUAUCGUUCAACUCGU........UCAGC..G........AGAAAGGCAAACU.GA.UGGAAACAUUA.G
Bce-47-1 UCUAAAUAGGUGGACAUUUUAAUUUUUAUGUUGUAAUCUUUGAUAGAGAAUAAUGUAAUUCUCAUAGAACUCCCAUAUCGUUCAACUCGU........UCAGC..G........AGAAAGGCAAACU.GA.UGGAAACAUUA.G
Ban-5-1 UCUAAAUAGGUGGACAUUUUAAUUUUUAUGUUGUAAUCUUUGAUAGAGAAUAAUGUAAUUCUCAUAGAACUCCCAUAUCGUUCAACUCGU........UCAGC..G........AGAAAGGCAAACU.GA.UGGAAACAUUA.G
Bce-28-2 UCUAAAUAGGUGGACAUUUUAAUUUUUAUGUUGUAAUCUUUGAUAGAGAAUAAUGUAAUUCUCAUAGAACUCCCAUAUCGUUCAACUCGU........UCAGC..G........AGAAAGGCAAACU.GA.UGGAAACAUUA.G
Bce-25-1 UCUAAAUAGGUGGACAUUUUAAUUUUUAUGUUGUAAUCUUUGAUAGAGAAUAAUGUAAUUCUCAUAGAACUCCCAUAUCGUUCAACUCGU........UCAGC..G........AGAAAGGCAAACU.GA.UGGAAACAUUA.G
Bce-2-1 UCUAAAUAGGUGGACAUUUUAAUUUUUAUGUUGUAAUCUUUGAUAGAGAAUAAUGUAAUUCUCAUAGAACUCCCAUAUCGUUCAACUCGU........UCAGC..G........AGAAAGGCAAACU.GA.UGGAAACAUUA.G
Bce-44-1 UCUAAAUAGGUGGACAUUUUAAUUUUUAUGUUGUAAUCUUUGAUAGAGAAUAAUGUAAUUCUCAUAGAACUCCCAUAUCGUUCAACUCGU........UCAGC..G........AGAAAGGCAAACU.GA.UGGAAACAUUA.G
Bth-7-1 UCUAAAUAGGUGGACAUUUUAAUUUUUAUGUUGUAAUCUUUGAUAGAGAAUAAUGUAAUUCUCAUAGAACUCCCAUAUCGUUCAACUCGU........UCAGC..G........AGAAAGGCAAACU.GA.UGGAAACAUUA.G
Bth-10-2 UCUAAAUAGGUAGACAUUUUAAUUUUUAUGUUGUAAUCUUUGAUAGAGAAUAAUGUAAUUCUCAUAGAACUCCCAUAUCGUUCAACUCGU........UCAGC..G........AGAAAGGCAAACU.GG.UGGAAACAUUA.G
Bce-33-2 UCUAAAUAGGUAGACAUUUUAAUUUUUAUGUUGUAAUCUUUGAUAGAGAAUAAUGUAAUUCUCAUAGAACUCCCAUAUCGUUCAACUCGU........UCAGC..G........AGAAAGGCAAACU.GG.UGGAAACAUUA.G
Bce-16-2 UCUAAAUAGGUAGACAUUUUAAUUUUUAUGUUGUAAUCUUUGAUAGAGAACAAUGUAAUUCUCAUAGAACUCCCAUAUCGUUCAACUCGU........UCAGC..G........AGAAAGGCAAACU.GG.UGGAAACAUUA.G
Bth-15-1 AAAUAGGUGGACAUUUUAAUUUUUAUGUUGUAAUCUUUGAUAGAGAAUAAUGUAAUUCUCAUAGAACUCCCAUAUCGUUC...AACUCG.......U.UCAGC..G........AGAAAGGCAAACU.GA.UGGAAACAUUA.G
Bth-22-1 AAAUAGGUGGACAUUUUAAUUUUUAUGUUGUAAUCUUUGAUAGAGAAUAAUGUAAUUCUCAUAGAACUCCCAUAUCGUUC...AACUCG.......U.UCAGC..G........AGAAAGGCAAACU.GA.UGGAAACAUUA.G
Bce-7-1 AAAUAGGUAGACAUUUUAAUUUUUAUGUUGUAAUCUUUGAUAGAGAAUAAUUUAAUUCUCAUAGAACUCCCAUAUCGUUC...AACUCG.......U.UCAGC..G........AGAAAGGCAAACU.GA.UGGAAACAUUA.G
Bce-21-1 UCUAAAUAAGUGGACAUUUUAAUUUUUAUGUUGUAAUCUUUGAAAGAGAAUAUUUAAAUUCUCAUAGAACUCCCAUAUCGUUCAACUCGU........UCAGC..G........AGAAAGGCAAACU.GA.UGGAAACAUGA.G
Bmy-1-1 UCUAAAUAAGUGGACAUUUUAAUUUUUAUGUUGUAAUCUUUGAAAGAGAAUAUUUAAAUUCUCAUAGAACUCCCAUAUCGUUCAACUCGU........UCAGC..G........AGAAAGGCAAACU.GA.UGGAAACAUGA.G
Bth-4-1 CUCUAAAUAAGUAGACAUUUUGAUUUAUAUGUUGUAACCUUUGAUAGAGAAUAUAUGAUUCUCAUAGAACUCCCAUAUCGUUCAACUCGU........UCAGC..G........AGAAAGGCAAACU.GA.UGGAAACAUGA.G
Bth-3-1 CUCUAAAUAAGUAGACAUUUUGAUUUAUAUGUUGUAACCUUUGAUAGAGAAUAUAUGAUUCUCAUAGAACUCCCAUAUCGUUCAACUCGU........UCAGC..G........AGAAAGGCAAACU.GA.UGGAAACAUGA.G
Bce-30-1 CUCUAAAUAAGUAGACAUUUUGAUUUAUAUGUUGUAACCUUUGAUAGAGAAUAUAUGAUUCUCAUAGAACUCCCAUAUCGUUCAACUCGU........UCAGC..G........AGAAAGGCAAACU.GA.UGGAAACAUGA.G
Bth-14-1 UCUAAAUAAGUAGACAUUUUGAUUUAUAUGUUGUAAUCUUUGAAAGAGAAUAAAUUAAUUCUCAUAGAACUCCCAUAUCGUUCAACUCGU........UCAGC..G........AGAAAGGCAAACU.GA.UGGAAACAUGA.G
Bce-15-1 UCUAAAUAAGUAGACAUUUUGAUUUAUAUGUUGUAAUCUUUGAAAGAGAAUAAAUUAAUUCUCAUAGAACUCCCAUAUCGUUCAACUCGU........UCAGC..G........AGAAAGGCAAACU.GA.UGGAAACAUGA.G
Bce-13-1 UCUAAAUAAGUAGACAUUUUGAUUUAUAUGUUGUAAUCUUUGAAAGAGAAUAAAUUAAUUCUCAUAGAACUCCCAUAUCGUUCAACUCGU........UCAGC..G........AGAAAGGCAAACU.GA.UGGAAACAUGA.G
Bth-1-1 UCUAAAUAAGUAGACAUUUUGAUUUAUAUGUUGUAAUCUUUGAAAGAGAAUAAAUUAAUUCUCAUAGAACUCCCAUAUCGUUCAACUCGU........UCAGC..G........AGAAAGGCAAACU.GA.UGGAAACAUGA.G
Bce-17-1 UCUAAAUAAGUAGACAUUUUGAUUUAUAUGUUGUAAUCUUUGAAAGAGAAUAAAUUAAUUCUCAUAGAACUCCCAUAUCGUUCAACUCGU........UCAGC..G........AGAAAGGCAAACU.GA.UGGAAACAUGA.G
Bth-9-1 UCUAAAUAAGUAGACAUUUUGAUUUAUAUGUUGUAAUCUUUGAAAGAGAAUAAAUUAAUUCUCAUAGAACUCCCAUAUCGUUCAACUCGU........UCAGC..G........AGAAAGGCAAACU.GA.UGGAAACAUGA.G
Bce-6-1 UCUAAAUAAGUAGACAUUUUGAUUUAUAUGUUGUAAUCUUUGAAAGAGAAUAAAUUAAUUCUCAUAGAACUCCCAUAUCGUUCAACUCGU........UCAGC..G........AGAAAGGCAAACU.GA.UGGAAACAUGA.G
Bce-26-1 UCUAAAUAAGUAGACAUUUUGAUUUAUAUGUUGUAAUCUUUGAAAGAGAAUAAAUUAAUUCUCAUAGAACUCCCAUAUCGUUCAACUCGU........UCAGC..G........AGAAAGGCAAACU.GA.UGGAAACAUGA.G
Bsp-11-1 UCUAAAUAAGUAGACAUUUUGAUUUAUAUGUUGUAAUCUUUGAAAGAGAAUAAAUUAAUUCUCAUAGAACUCCCAUAUCGUUCAACUCGU........UCAGC..G........AGAAAGGCAAACU.GA.UGGAAACAUGA.G
Bce-4-1 UCUAAAUAAGUAGACAUUUUGAUUUAUAUGUUGUAAUCUUUGAAAGAGAAUAAAUUAAUUCUCAUAGAACUCCCAUAUCGUUCAACUCGU........UCAGC..G........AGAAAGGCAAACU.GA.UGGAAACAUGA.G
Bce-11-1 UACAAAUGGGUGGACAUUUUAAUUUUUAUGUUGUAAUCUUUGAAAGAGAAUAUUGUAAUUCUCAUAGAACUCCCAUAUCGUUCAACUCGU........UCAGC..G........AGAAAGGCAAACU.UA.UGGAAACAUGA.G
Bth-11-1 UCUAAAUAAGUAGACAUUUUGAUUUAUAUGUUGUAAUCUUUGAAAGAGAAUAAAUUAAUUCUCAUAGAACUCCCAUAUCGUUCAACUCGU........UCAGC..G........AGAAAGGCAAACU.GA.UGGAAACAUGA.G
Bce-42-1 AUAAGUAGACAUUUUAAUUUAAAUGUUGUAACCUUGGAAAGAGAAUAAUUUAAUUCUCAUAGAACUCCCAUAUCGUAUCGUUCAACUCGU........UCAGC..G........AGAAAGGCAAACU.GA.UGGAAACAUGA.G
Bce-39-1 UCUAAAUAAGUAGACAUUUUAAUUUAAAUGUUGUAACCUUGGAAAGAGAAUAAUUUAAUUCUCAUAGAACUCCCAUAUCGUUCAACUCGU........UCAGC..G........AGAAAGGCAAACU.GA.UGGAAACAUGA.G
Bth-6-1 UCUAAAUAAGUAGACAUUUUAAUUUAAAUGUUGUAACCUUGGAAAGAGAAUAAUUUAAUUCUCAUAGAACUCCCAUAUCGUUCAACUCGU........UCAGC..G........AGAAAGGCAAACU.GA.UGGAAACAUGA.G
Bce-38-1 UCUAAAUAAGUAGACAUUUUAAUUUAAAUGUUGUAACCUUGGAAAGAGAAUAAUUUAAUUCUCAUAGAACUCCCAUAUCGUUCAACUCGU........UCAGC..G........AGAAAGGCAAACU.GA.UGGAAACAUGA.G
Bce-36-1 UCUAAAUAAGUGGACAUUUUAAUCCGUAUGUUGUAAUCUUUGAAAGAGAAUAAUUUAAUUCUCAUAGAACUCCCAUAUCGUUCAACUCGU........UCAGC..G........AGAAAGGCAAACU.GA.UGGAAACAUGA.G
Bce-8-2 UCUAAAUAAGUGGACAUUUUAAUUUUUAUGUUGUAAUCUUUGAAAGAGAAUAUUUUAAUUCUCAUAGAACUCCCAUAUCGUUCAACUCGU........UCAGC..G........AGAAAGGCAAACU.GA.UGGAAACAUGA.G
Bce-32-1 AUUUGCAUCUCUAAAUAGGUAGACAUUUUAAUUCUUAUGUUGUAAUCUUUGAUAGAGAAUAAUUUAAUUCUCAUAGAACUCCCAUAUCGU........UCAGC..G........AGAAAGGCAAACU.GA.UGGAAACAUUA.G
Bce-12-1 UUUAAAUGGGUGGACAUUUUAAUUUUUAUGUUGUAAUAUUUGGAAGAGAAUAUUUUAAUUCUCAUAGAACUCCCAUAUCGUUCAACUCGU........UCAGC..G........AGAAAGGCAAACU.UA.UGGAAACAUGA.G
Bsp-9-5 CUUUAAGUGCGAGGAGAAUCGCAUUUAUAUUAAGGUUCUUCAAAACCCACGCAGGCGUCUAUUUAGAUAAUAAAUAAUUUAUGGUUAUUA....C.A.UU..C..G........AGAAAGGCAAAGU.CA.UUGAAAGAUGG.C
Pal-1-6 CACAAGAACUAGUGCGUAAACAAUGUUAUGACAUUCUUGCCUGGUAAUCGAUUUGCAACAAUCAAUGGAGACAUCAAGAAGAACAACAUC...................AGGAUUAAAAGGCAAACC.CAGUCGAAAGUUGG.G
Psp-5-2 CAUUAUGAGGUCAGGUGAGGGAUUCGAACAUCGCCAUGGACGAAUGGGUUAUGAACUAUUCUCCUAUUGGUUGUCCAAAUAAAUAUGAGC......U.GAA.G..G.......AAAAAUGGCAAACC.CGCUCGAAAGACGG.G
Bsp-9-6 CUAGUCAUUGUAAAUAGGUAAUAAUAACCCUAUAAUUAAAUAUAUAUUAAAUAGUUAGUGAUUUUAAACUAUUCCAAAUUAAUCAAAAUA....G.U.UAA.C..G.........AAAAGGCAAACU.UG.CUGAAAGGCAA.G
Pdo-1-2 AGUUGACAGUAGGUACAAAGAUUCUUAUAAUGUUAAUAAAUUGCAUUUUCUAAUCAUUCAGUAAAUUUAAGUAAAAUAUAGGUACAACUA.......AA.AAC..G.........AAAAGGCAAAUU.UG.UCGAAAGACAA.A
Bsp-8-5 UAGGUCAUCACUCCCCUCUACAACGGAGAGUGGCUAAAGUAAGAAUAUUAACAAUAAACAAACUCUUUAUUUUUCCCCUGAUUUAGUGCU......AAUC..UUAC.........UAAGGGCAAAUU.UU.ACGAAAGUAAA.A
Bsm-1-1 CAUUUCCAUCUGCUCUUUGCUAUUCUUGACGUAAAAGUAAACAUUUUAUUAUAAAGUACAAAACUUUAUCGACAAAAUUCGAUAUGUUAU........GA..UACG.........AUUGGGCAAAUU.UU.ACGAAAGUAAA.A
Bsp-3-1 CCUAAAAAUGCUAUCUUCCCUUUUGUAAACAUCAUUUCAUUAUUAUUACAAAUUCCAACAAAUUACGACAUUACACCUAAAUUAUGGUAG..UA..U.UUC.CUCU............GGGCAAAUU.UU.ACGAAAGUAAA.A
Bsp-2-4 GCAUAACUGCUACCAAUUGGUUUAGAGGUUUUCUUAAUUGGAUACAUCUUAAUAUGACAAAACACCAUAAUUUUCGACAAAUUAUGCUAA......U.AU..ACCU........ACAUAGGCAAAUU.UU.ACGAAAGUAAA.G
Bsp-3-2 ACUUUGGCAAGAGGAUAAUGGAUGGAAUAAAUUACAAGUUGGUGUUUUUGAACUAGAUAGUUAUUAGGAAAAUAAUCCUAUGUUAAAAUA........UU..CUA........AUCCAGGGCAAAUU.UU.ACGAAAGUAAA.A
Bce-1-3 UUAACGAAAAUACUUUUCAACGAGGGCAAUACAUACUAUAAUAAAAUGAAGAGUUAUGUCGAUAAUUGGAAAUUUUUAAAAUAAAUUUAA.........U..AUUG............GGGCAAACU.GU.GCGAAAGUGCA.G
Bco-3-4 AAAAUUCUGAAAAAACAGUGAAGUUACCGACAUAUUCCAACAAAAUCCAAUUUUGGGUACUUGUAUAAUUGUUUUAGAUGAUGCGAGUA.........AA..UUAG.........AAAGGGCAAACU.CA.UUGAAAAAUGA.G
Bsp-6-1 UUUUAGUGCCAAGGGAGAUAGAGCGAUUGAAUAAAAAGACGUGUUCUAACGUCUCUAUAAAAUUAUAAAUAAAUAUAUUAGAGAAGAAUA....C.C.UU..C..G........AUAAUGGCAAACU.UG.UUGAAAGAUAA.G
Bsp-3-3 AAUUAACUGAAAAUACAAAAUCUGACAACGUUAGCAAUACGGCCAUAGUAGAAUACAUUUAUGGUAAAAAUUUCUUUGAGCCGAUAGGCG.........C..A..G........AAAAAGGCAAACU.CA.UUGAAAGAUGA.G
Bsp-9-7 AAAAGUUGUUAAUCACAGCAAGAUUUUACACAAAAUAGGUUUUCCUAAUUAGUAUAAUGGAUAUAGUUAUAUAACUGGUUAGCCAAUGGA....U.AGUC..A..G........ACAAAGGCAAACU.CA.UUGAAAGAUGG.G
Bsp-8-6 AAAAUAAUUUGAAGAAUUUGACAAAAUACAACACGCAAAUGCUGGGAAAACUUUUAUAGUAGUCUUAAGAGGAUAUGAAAAAAGCAGGAG....UGA.GC..A..G........AAAAAGGCAAACC.UG.UUGAAAGAUAG.G
Osc-1-4 UUAAUAACUACAAAACUAGUUAUCAGACGACAAAAAAAGACACCCUAAUAUUAGUAAAUAUCUUGUAUAAUAGUAUUACAAUAAAUUUCC...AU.C.UA.....U........UAAAAGGCAAACC.CA.UUGUGAAGUGG.G
Pel-1-6 GAGUGUAAAGGAUUUACUUGACAUAUUUUAGUGAGAAGGCUUACAAUUUUAUCAAGCGCCGCUUGCAGGGCAAGGACGCAGAAAACAUCU........UCACU..G........AUAAAGGCAAACC.UG.UUGAAAAGCGG.G
Baz-1-1 UAAUAAAUUUAUCCAACAAGGGGGAUGCAUCCAAUAAAAAAUUAUUCUUAUUAGCAAUACAGAAGAUUUUGUUCGAAAGUCAAAAUCCAU........AC..UUUG........AAAAAGGCAAACC.UGCUUGCAAAACAG.G
Pmu-1-7 UAAAAAACAUAGUUCAUUAAGCACAUGGAAACUCCCCUAAAUCCCGAUAAGAUAUGGCUAUCAAACGAGUUCGACGACAAAAUUCGCCGA....A.U.CU..C..G........AUAAAGGCAAACC.UG.GUGAAAACCAG.C
Pmu-2-8 UAAAAAACAUAGUUCAUUAAGCACAUGGAAACUCCCUGAAAUCCCGAUAAGAUAUGGCUAUCAAACGAGUUCGACGACAAAAUUCGCCGA....A.U.CU..C..G........AUAAAGGCAAACC.UG.GUGAAAACCAG.C
Bli-1-1 CGCAUGAAACUUUUCACCUAUUUUUCGGUGAAAAAAACAAAAUUUUCAUUUAAAGUGAACUGUGAGCAGAAAAUGAAUUUAUAUCAAGAA........AAG.CA.G........AUAAAGGCAAACC.UG.CGGAAACGCAG.G
Bpu-2-1 CAUAACGCAUGAAUCUUUACACCCAUUUUUCGGUGAAAAAAACAAUAAUUUCAUAUAAAGUGGACGUAAAUAGAAAAUAUUUAAAAACAA......AAGA..A..G........AAAAAGGCAAAUC.UA.UGGAAACGUAG.A
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Bpu-1-1 AUAACGCAUGAAUCUUUACACCCAUUUUUCGGUGAAAAAAACAAUAAUUUCAUAUAAAGUGGACGUAAUAUAGAAAAUAUUUAAAAAGAA......AAGA..A..G........AAAAAGGCAAAUC.UA.UGGAAACGUAG.A
Bsp-6-2 AACGCAUGAAUCUUUACACCCAUUUUUCGGUGAAAAAAACAAUAUUUUCAUAUAAAGUGUACGUAAAUAGAAAAUAUCUAAAAGAAAAGA............A..G........AAAAAGGCAAAUC.UA.UGGAAACAUAG.A
Bsp-7-1 AACGCAUGAAUCUUUACACCCAUUUUUCGGUGAAAAAAACAAUAAUUUCAUAUAAAGUGGACGUAAAUAGAAAAUAUCUAAAAGAAAAGA............A..G........AAAAAGGCAAAUC.UA.UGGAAACAUAG.A
Axy-1-1 CAUUAAAAUACUAAUCUUGUUAUUUUAUUAGAACCUUUGUCGAAGCUAUUGACAAUAGGUCUUUCAUACUGGAAAAUAAGUAUUGCAGGU........GAUAU..G.........AAAAGGCAAACU.UA.GUGAAAACUAA.G
Bba-1-4 UUUUAACUUUCCCAAAUAUUUUGACUAAUUAGGUCUAUUUGCUCUUUCCUUUUAAAAUGCGGAUGCUUAUAUUUUUAAUAAACACAUAAA....U...CGUAC..G.........AAACGGCAAAAC.CA.UUGAAAGAUGG.U
Oih-1-1 ACACCUUGCAAAACUAGUGUUUAUCUGACAAAACAAGUCAAACAAACAAGCAAGAUAUUAUAGUAUGAUAGUCUUAUAAAUCAAACGAAA....U.CCUC..A..G........AAAAAGGCAAACC.UA.UUGAAAGAUGG.G
Bce-1-4 AAUAGUUUGGCAUCGGAUUUAUAAUCUGAUAAAUCAGAAAAAUAGGGUGAAAAGUUUUGAGUCUUUUGUUGCAGGUAAACUAAAAACUCC......U.ACC.A..G........AUAAAGGCAAAUC.UA.UUGAAAAGUAG.A
Pel-1-7 CCCGACACACCGUCUCAUUGUGAAAGGGAAAUUGAUAGAAAAACAAUAAUAUGGUAUGCUAGAAGCAUAAAAAAAUAUUUUCGGUGCUUU....C.A.AC..C..G........AUAAAGGCAAACC.UA.ACGAAAGUUGG.G
Ppo-3-1 CAAGGACGCAAAGCUACAGGGCCUUCUGUAUGAUGGCAGCCAGCUACCGGUUGAAGUGGCUUUUUGUCGUGCUUAUUUUUCCCGAAAACU....U.U.AUA.C..G.........AAAUGGCAAACC.UG.UCGAAAGGCAG.G
Psp-3-1 GAGGUAAAUCCAACCAUUUCUUUGAUACAGUUUACAAUUUUAUAAUCUAGUAAUUGAAUAUUAUUUUUUUUAGAACUUUUUCAACAAAAC...UU.U.UCA.C..G........AUAAUGGCAAACC.UG.UCUAAAGACAG.G
Pte-1-2 UCUAUCGCGACUUUGUUGAAAAACAGAGAAAAUCUGAGAUUGUGCUUGCCUGAUCGGAAGCCCAACUGAUAGAAUGAUAGAUAUAGACUG....U.U.CA..G..G.......AUAAAUGGCAAACC.UG.UCGAAAGGCGG.G
Ppo-1-1 AUUCCUUCCGCAAAAAAUGGGGGAACCGUUCUAAGUUGUAAAUGAGAGGUUACAUGAAAUCAGUUUGAUAGAUGAUAGACGCACAAGCUA....U.U.CA..A..G........UUAAUGGCAAAAC.UG.UCGAAAGGCAG.U
Ppe-1-2 CAUUCCUUCCGAAAAAAAUGGGGGAACCGUUCCAAGUUGUAAAUGAGAGGUCACAUAAAUCAGUUUGAUAGAUGAUAGACGCACAAGCUA....U.U.CA..C..G........AUAACGGCAAAAC.UG.UCGAAAGGCAG.U
Psp-1-2 CAUUCCUUCCGUAAAAAAUGGGGAAACCGUUCCAAGCUAUAAAGAGAGGUCACAUAAAUUCAGUUUGAUAGACGAUAGACGUACAAGCUA....U.U.CA..C..G........AUAAUGGCAAAAC.UG.UCGAAAGGCAG.U
Pla-1-1 UGAACCAUCAAUGGCAGCCAGCUACCGAACGAAGAUGCUUUUUUUGUUUUUUAUAUGAGAUUUUUAUUCAAUUAAUUCUUUGAAAACUCU.......ACUA.C..G........AUAACGGCAAACU.UG.UCGAAAGAUAA.G
Bsp-8-7 AUAAACAUUUUUUUGAUAUAAAAAAGCUAUAAAUUUAGCAGCAGCAAUUGAUAAAAGAGGACAAAAGUAAUAUGAUAAUAGUAUGAAUAU......U........G........AAAAAGGCAAACU.UA.UUGAAAAAUAA.G
Bsp-2-5 AAUUUGUCAUAAUUUGUAUAAAAAUAAUAUUCGAAAUUUACAAAAUAAUACACAAAUAUUGUUUAAAACCAGUUAAAAUAUAAGAAAAGG.......AUUC.A..G........AUAAAGGCAAACC.UA.UUGAAAAAUAG.G
Osp-1-1 UUAGACCUUACAAAACUAGUCUGUAUACGACAAAACAAGUCACACAAACAUUGCCAUAUUUAUAGUAUCAUAGUCAUAUAAAUAAUCGAA....A.U.CCUCA..G........UAAAGGGCAAACC.UA.UUGAAAAAUAG.G
Sin-1-1 AUAGAGAAUUUUUUACAAUAAUGGGAACAUUGGUUAUUCCGUCUUGGAACAAUAGUCCUAAAGUGAUAAAAUAAACAAAACACAAUAGUA....U.A.A.U.C..G.........AAAUGGCACACU.UA.UUGAAAGAUAA.G
Bbr-1-4 GUUUACGUUUGACUAUUCGAAAUGGAGUACUAUAAUCAAAGUAUGUUUCUCCAUAUCUUUCCUUUUUUCGACAAAAUCUUAUCAGCAUUC......G.CUA.U..G.........AAUGGGCAAACC.CA.UUGAAAAGUGG.G
Bsp-12-4 GUUUUCGUUUGACUAUUCGAAAUGGAGUACUAUAAUCAAAGUAGGAUUCUCCAUAUCUUUCCUUUUUUCGACAAAAUCUUAUCAGCAUUC....G.C.UA..U..G.........AAUGGGCAAACC.CA.CUGAAAAUUGG.G
Bba-1-5 GUGUUUAGUCCUAUUUUUAUUAUAAUUAAUAGGUUAACAGUACUAUUAAUGUUAGUAAAUUAUGGUAUAAUGUGAAAUGAAAACAUAGUU....C.G.UA..C..G.........AAAGGGCAAAUC.CA.UUGAAAGAUGG.U
Bba-1-6 GUUACUCCCUGAACAGGGGCUGCGUUUUUUAGGUUUUUACUAUGAAAAUGGUAAAAAGUUUUUAAUACUAAACAAAUAGAAAAAAACAAU.......CGUA.C..G.........AAAGGGCAGCAC.CA.UUGAAAGAUGG.U
Baz-1-2 AAGAGAAACUUCGCUUCCCUCCAAUAUAGGUCCGCAGCCUCUUAUCAAGGGUGCUAUAAAUAUUGUAUUGUUUCUGUAUAACACGUAGAU....U.A.UA..C..G.........AAAUGGCAAAGC.CA.UUGAAAAAUGG.U
Bce-1-5 CACACUAUAUUGCGGAAUAUUUAGAUAAUUGUGUAUAAUGAACUAAGACCUUCUUCUUAUUAUUUUAUGGGUCAAUUCCAAAUUACAAGU....A.A.UA..C..G.........AAACGGCAAAAC.CA.UCGAAAGUUGG.U
Bsp-3-4 GAAGUUAAUAAGACUUAAGAACUAUUAUUAAUAGAAUUUAACAAAAAUUAUUGAAUUUACUAGCAUAAAAGUCUUAAUAUAAUAGUAAUA.......AAA..CUGG.......AUAAUCGGCAAACU.UA.UUGAAAAGUAA.G
Baz-1-3 UCAAUACUGUGCUUUUAUCCAAAAAACAAGUGGUAAUUCCAACCAAUAUGAUAUAUAAUUUAUUCUAAAUUAAAUAUCAUACCGAAAGUU.........................AAAUGGCAAACC.UA.UUGAAAAAUAG.G
Bme-4-3 UAGGUCCAAAUAUGUAAAAAAGUAAAUUUUUUGUUAAAAAAGGUAGAAUAUUGUUGAAAUGAUAAUCAUAUAGUUUUAGUAUUAAAGUAA........CAAAU..G........UUAAGGGCAAACU.UA.UCGAAAGAUAG.G
Lsp-1-1 UGCUCUAUAAAUGAAUAACUAGUAAUGAAGUAGUAUAAGAUUAUACAUUUUAAAAUUGGUAGCAUUGACUACUUUUUCCCAUUGUGUUAA....U...UU..UGGG.AGGGAAAAUAUAGGCAAAUU.UA.CUAAAAAGUAA.A
Bsp-4-1 UCCAAUAAAUUCGAAUAACUAGUAAUGAAGUAGUAUAAAAUAUGUAUAUUUUAAAUUGGUAGCAUUGACUACUUUUUCCCAUUGUGUUAA......U.UU..UGG.GAGGGGAAAGAUAGGCAAAUU.UA.CUAAAAAGUAA.A
Lfu-1-2 UUAUUAAUGAAGGAACAGCUAGUAUAAAAUAUGUAUGUUUUAAGUAGAGAGCAUUGACUACUUUUACCUACUGUGUUAAUUUUGGUAGGG......................AAAUAUAGGCAAAUU.UA.CUGAAAAGUAA.A
Bme-1-1 UAUAUAAAAUGUUUUUUAUCAUCUCGACCAAUUUCGACAUUUUUUCUAAACAAUUUCUAAUAAAAUAAUGAUAGUUAUUUUAAAAAUUUU....A.U.UC..A..G........AGAAAGGCAAAAC.UA.UUGAAAAGUAG.U
Bme-3-3 GGAUGUAAAAUGUUUUUUUAAACCUCGACCUAUUUCGACACCAUUUCUGGUAGUUUUCCACUAAAAUAAUAAUAGUUAUUUAAAAAAUUU.......AUUC.A..G........AUAAAGGCAAAGC.UG.CUGAAAAGCAG.U
Bme-2-1 AAUUUUUUUUGUGAUAAUCGACCUAUUUCGACAUCUUUUACAAAUAUUAUUUUGUAAAAUAACUGUAUACUAAGAAUACUAUUACAAAUU....A.U.CC..A..G........AUAAGGGCAAAAC.UA.UUGAAAAAUAG.U
Cth-1-2 ...........................................................................AGGUAAGUUAAAUAU....A.A.AC..C..G........AUAAAGGCAAAAC.UG.UGGAAACGCAG.U
Bsp-1-2 UCUCCAACUAGUUAUAUAGCACUAAAAAUAGGUCUAAAGACUCUUUUUGGUAUGAGUCUGAUUAACUAAUAUUAAUGGUACGAACAUAAA....U...CGUAC..G.........AAAGGGCAAAAU.CA.UUGAAAGGUGA.U
Pmu-2-9 UUUGCGGAAAAAUGCGUAUAAAGUACUAUACAUUUCGGGAUUCGGAUGUUAUAAUCCUACUCAGACAGUACCUUAACGAACAAAAAUAAA....U.A.UC..C..G........ACAAAGGCAAAGC.UG.GUGAAAACCAG.U
Pmu-1-8 UUUGUGGAAAAAUGCGUAUAAAGUACUAUACAUUUCGGGGUUCGGAUGUUAUAAUCCUACUCAGAUAGUACCUUAACGAACAAAAAUAAA....U.A.UC..C..G........ACAAAGGCAAAAC.UG.GUGAAAGCCAG.U
Pmu-3-8 UUUGUGGAAAAAUGCGUAUAAAGUACUAUACAUUUCGGGAUUCGGAUGUUAUAAUCCUACUCAGAUAGUACCUUAACGAACAAAAAUAAA....U.A.UC..C..G........ACAAAGGCAAAAC.UG.GUGAAAGCCAG.U
Bba-1-7 AUUUAUUCCCCAUUGAAAAAAUUGUAAGUGCAUUGUAAUAUUAUAGUAUUGGUAAAAUUUCGACCAAUAUCAUCAUAAAACGACAUUUAC.....AA.U.C.C..G........AUAAUGGCAAACC.UG.GGGAAAUCCAG.G
Bsp-2-6 AGCGGUGGGCACCUCUAUUUGAUUUUUAUUAUAUUAGGAAAUUAUCUUCCCAUUUAUUUCUAGUAAUCUUAUAAUUAAAAUGACUAUUAA.....AA.UC..C..G.........AAAGGGCAAACC.UG.GGGAAAUUCAG.G
Bsp-3-5 AAAUAAAAAUUACAAGUAUCGACAAAAAAUGGCAAGUUCUUUAUAAUAGUAUAGUAAAAUAUAAUCGUGAAAUUAGCCCUAUAUUUAAUA.....AA.AU..U..G.........AAAAGGCAAACU.UA.UCGAAAGGUAA.G
Bsp-9-8 UUAUUCCUAAAAGAAUACCUUAAUAUACGAAUUCAGGAGUAUUUUCCUAUUUAUUACGGAAAGGAAAAUAUAAGAAAAUAGUAAUACCAU....C.G.U.A.C..G.........AAAGGGCAAAAU.CA.UUGAAAAGUGA.C
Bsp-1-3 AGUUAUGGUCAAUUUAAUUGACCAAAAGGGAAAAUAGAAAUAUAAUUAUAAUACAAUUUAAAAUUUUCUUUUUACCUAGC..AAAUUGAA......U.AA..U..G.........UACAGGCAAAUU.CA.UUGAAAAAUGA.A
Baz-1-4 CAAAAAAGUUUAGAUUUUUUACAAAUAUUCGCAUUUUCACUGUACAAUAGUCCUAUUUGGUGUAAAAUUAAAAAUAGAUUAAGUGAUAAA....A.A.AU..U..G........AAAAAGGCAAAAC.UA.CAGAAAUGUAG.U
Baz-1-5 UUUUAUACUAUAUAGGUAUGGAUUAUAGUAUUUAAUUAGUAUAUAAUGUUUAAAAAAGUUAUUAUUAUUUAGCAAGUCGUAUUUAAUAUU........AA..UAUG........AUAAAGGCAAAAC.UA.CAGAAAUGUAG.U
Bsp-8-8 CUCUUUUUGAUAUUGGGCCACGGGGUCUGUCCCCAUGGCUCCAUGGUUUGAAUUGGAAGUCUUGCCGCUUAUCCUUUAAA......AUUA....A...AU..A..G..AUAAAUAUACAGGCAAAUU.CA.UCGAAAGGUGA.A
Bco-2-2 AUUGACAUACAUAAUAAUAUAUUUAUAUAAUGAUAAAGGCUGUGGAAAUACUUGGCAGGAUUUCCAUGCUUUCCGGCAAAAUUCCAAUAA....A.A.AU..U..G........AAAAAGGCAAAUU.CA.UCGAAAGGUGG.A
Bco-1-2 AUUGACAUACCGGAUAAUAUAUUUAUAUAAUGUUAAAGGCUGUGGAAAUACUUGGCAGGGUUUCCAUGCUUUCCGGCAAAAUUCCAAUAA....A.A.AU..U..G........AAAAAGGCAAAUU.CA.UCGAAAGGUGA.A
Bsp-9-9 ACAUUACAAGGUUACUACAUCAGCGUGCCCCUCCCAAAGGAAGAGAUGAGCAGCUAUUUAGUACAGUAUCAGCAAGCAAACUGAAUAAGA....G.C.GA..C..G.........AAAAGGUAAACU.UA.UCGAAAGGUGA.G
Bsp-1-4 AAUAGUGGAUACUUUUUAUUUGUAAAUUAGAAAUAAUUAGAUGGUUUACAAGGUUAUCAAAUCAUUGCAUAAUACAGAAUGUAUCAUUUA..CUU.A.CCA.C..G.........AAAAGGCAAACU.UA.CUGAAAGGUGA.G
Bsp-2-7 CUGUGAAUUUAAUACAAAUUUUUAAAAAUACACUUAUUUUUCAUUAAAUAUAGUAAAAUAGUAUCAGUGAAUAGCAAUUAUUCAACUUAA....U.A.G...UCAG........AUAAAGGCAAACU.UA.UUGAAAGAUAA.G
Bce-29-2 AGUUUGGAUUUUCACCCAUAUUAGUAUGGACGAAAAUCCAAGAAGCAACCAGACUUUUUAUUUUUUAAAAGAAAAAUAGCUAUACUACAA....C...GA..AA.U........AAAUCGGCACACU.AU.UCGAAAGGAUA.G
Bth-12-2 CUAUGAUAGUCUGGUUGCAGUUUGGAUUUUCACACAUAGUUGUAUGUAUGAAAAUCGAAGAGGCAACUGGACUUUUUGUUUUCUUAAAAA....A.A.AA..U...........AAAUGGGCACACU.GU.UCGAAAGAAUA.G
Bce-48-2 AUGAUAGUCUGGUUGCAGUUUGGAUUUUCACACAUGUUGAGAUGUAUGAAAAUCGAAGGGGCAACCGGAUUUUUUAUUGUCUCAAAAAGA......A.AAA.A..U........GAAUGGGCACACU.AU.UUGAAAGAAUA.G
Bth-3-2 ACUAUGAUAGUCUGGUUGCAGUUUGGAUUUUCACACAUAGUUGUAUGUAUGAAAAUCGAAGAGGCAACUGGACUUUUUGUUUUCUUAAAA..................AAAAAUAAAUGGGCACACU.GU.UCGAAAGAAUA.G
Bth-16-2 UAUGAUAGUCUGGUUGCAGUUUGGAUUUUCACACAUGUUGUGAUGUAUGAAAAUCGAAAAGGCAACUGGACUUUUGUUGUUUCAAAAAGA..................AAAAAUAAAUGGGCACACU.AU.UCGAAAGAAUA.G
Bth-4-2 AUGAUAGUCUGGUUGCAGUUUGGAUUUUCACACAUAGUUGUAUGUAUGAAAAUCGAAGAGGCAACCGGAUUUUUUAUUGUCUCAAAAAGA..................AAAAAUAAAUGGGCACACU.AU.UCGAAAGGAUA.G
Bce-18-2 AUGAUAGUCUGGUUGCAGUUUGGAUUUUCAUACAUAGUUGUAUGUAUGAAAAUCCAAGAGGCAACCGGAUUUUUUAUUGUCUUAAAAAGA..................AAAAAUAAAUGGGCACACU.AU.UCGAAAGGAUA.G
Bth-21-2 AUGAUAGUCUGGUUGCAGUUUGGAUUUUCAUACAUAGUUGUAUGUAUGAAAAUCCAAGAGGCAACCGGAUUUUUUAUUGUCUUAAAAAGA..................AAAAAUAAAUGGGCACACU.AU.UCGAAAGGAUA.G
Bth-9-2 AUGAUAGUCUGGUUGCAGUUUGGAUUUUCACACAUAGUUGUAUGUAUGAAAAUCGAAGAGGCAACCGGAUUUUUUAUUGUCUCAAAAAGA..................AAAAAUAAAUGGGCACACU.AU.UCGAAAGGAUA.G
Bth-2-2 AUGAUAGUCUGGUUGCAGUUUGGAUUUUCACACAUAGUUGUAUGUAUGAAAAUCGAAGAGGCAACCGGAUUUUUUAUUGUCUCAAAAAGA..................AAAAAUAAAUGGGCACACU.AU.UCGAAAGGAUA.G
Bce-19-2 UGAUAGUCUGGUUGCAGUUUGGAUUUUCACACAUAGUUGUAUGUAUGAAAAUCGAAGAGGCAACCGGAUUUUUUUAUUGUCUCAAAAAGA..................AAAAAUAAAUGGGCAUACU.AU.UCGAAAGGAUA.G
Bth-19-2 UAGACUAUAAAAAUUAAUUAUUUUUUUCUGAAAAAACUAUUUUCUUUUUUGGGUUUUAAUGGUAUAUUCAAAACACGAUAAAUAAAUUCC...............U.......AUAUUUGGCACACU.AU.UCGAAAGGAUA.G
Bce-36-2 GUUUAUUAAAAGUUUUUUUGAAAAUUAUUAUGUGAAAUAAAACAAUAUAGUAGAUAAAUUGUCAUUUUUUUUAUAGAAUAGUAACAUUGG.....................AAUAUCUUGGCACACU.AU.UUGAAAGAAUA.G
Bsp-10-2 CCUUCUCCGACAAAAAGCGACAAAACACUCCAAAAGUCCUAUGUCAUUACACCGUCUAAAAGACUACAAUAGGAAUGUACUUUUCAUAAA......U.CAU.G..G........AAAAAGGCAAAAC.UA.GUGAAAGCUAG.U
Bce-1-6 AAUUGUUUAAUUUUGCUAUUGCACGUUUCGCAAUAAAUGAUUAAACUAUAAAUAUAGUAAAUUAGUUAUAGUACUUUUUAAUUGAAAAAA....U.A.UU..G..U........AUAAAGGCAAACU.UA.UUGAAAGAUAA.G
Sne-1-1 CACAUAAUAAAAGUUGUUUCCGGUCAAAAAGUCUUGAAUUUAAUGGAGUUACGUGAGAUUAUAAGGGAGCAUAAUUUUAAACUAAAACUA....U.A.GA..A..G........UUAAAGGCAAACU.GAUCUGAAAGGGCA.G
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alignment positions 145 · · · 204

Bce-1-1 GAA.GCAAA....................UUUGGUUCCCUUAAAGAACUUUUACAAUAUU
Bce-8-1 GGC.ACAAAUUUU..GGAAUU........UUGUAUAUGACAUU.................
Bce-28-1 GAC.GUAAAGCGU.A.AGGAGU......UUUUAGCUAACGUUUCGCAUGAACU.......
Bth-10-1 GAC.GUAAAGCGU.A.AGGAG........UUUUUAGCCAACGUUUCGCAUGAACUAAGAA
Bce-33-1 GAC.GUAAAGCGU.A.AGGAG........UUUUUAGCCAACGUUUCGCAUGAACUAAGAA
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Bce-16-1 GAC.GUAAAGCGU.A.AGGAG........UUUUUAGCCAACGUUUCGCAUGAACUAAGAA
Pel-1-1 AGGCGCAAAGCGA.UAGGGA.........UAAUGCGCCGAGGUUGCGUGAU.........
Bha-1-1 GAC.GCAAAGCUG.C.GAGUCUGAAAUCCUUCUGAAUAGG....................
Esp-1-1 GGC.GCAAAGACA.U.GGGUCG.....UCGAUCUUUUA......................
Pel-1-2 GAC.GCAAAGCCA.U.GGGUCUGCC..CUUCCCGAACGGGA...................
Bco-3-1 UAU.GCAAAGCUA.UAGGGGCUUAC..UCAUA............................
Pcu-1-1 GAC.GCAAAGCUA.U.GGGUCUUCG..CACAUUUUAG.......................
Bsp-8-1 GAC.GCAAAGCUA.AAGGGGC......CUCUAUUCAGUCGAUAAG...............
Bse-1-1 GAC.GCAAAGCCA.C.GGACCUAACG..GUUUU...........................
Pmu-1-1 GAC.GCAAAGCCA.CAGGGCCUGAAC.CCUCAAGGGAUUCUCUUGA..............
Pmu-3-1 GAC.GCAAAGCCA.CAGGGCCUGAAC.CCUCAAGAGAUUCUCUUGA..............
Pmu-2-1 GAC.GCAAAGCCA.CAGGGCCUGAAC.CCUCAAGAGAUUCUCUUGA..............
Tco-1-1 GGC.GCAAAGCUA.CAGGGGCUAAU..CGGCGGGAUGGACCGGACCUCCGCAAUUCGGGC
Pal-1-1 GCC.GCAAAGCUUCG.GAGUCUAAC..GGUCUUAUGA.......................
Pde-1-1 GCC.GCAAAGCUUAG.GAAUCUAAA..GGUCGUCAGG.......................
Ahe-1-1 GAC.GCAAAGCUA.AAGGGACUACG..GGCCGGGAACGG.....................
Ahe-1-2 GGC.GCAAAGUCA.C.AGGUCUAAG..GUGAUUC..........................
Ahe-1-3 GAC.GCAAAGCUA.AAGGGGC......UUGGCCAAGUGGCC...................
Aac-1-1 GAC.GCAAAGCUA.UAGGGAC......UCGACACGACGUGUC..................
Aac-1-2 GAC.GCAAAGCUA.UAGGGGC......UCGGCUAUUAUGCC...................
Bsp-9-1 GAC.GCAAAGCCA.C.GGGCCUACA..UGCAAAAUAUUAUUUG.................
Gth-1-1 GAC.GAAAAUCCA.C.AGACCUAAG..UCAACUGU.........................
Ahe-1-4 GGC.GCAAAGUCA.C.GGGUCUACG..GAUUCUACCUUCGGA..................
Bsp-9-2 GAC.GCAAAACUA.CAGGGGCUACCA.UCCAAUAAG........................
Psp-4-1 GAC.GCAAAGUUA.U.GGGCCUAAU..GCUGCAUAGAA......................
Pcu-1-2 GAC.GCAAAGCCA.UAGGGCCUAAUC.GCCGCCGUAGACGGG..................
Pmu-3-2 GGC.GAAAAGUCA.U.GGUCCUAAA..GUCUUAACCACUUACAUAAG.............
Pmu-1-2 GAC.GCAAAGUCA.U.GGGCCAAAAG.UCUUAAACCCAUACAUAA...............
Bsp-9-3 GAC.GCAAAGCUA.AAGGGGCUAAC..GUACAUAAAU.......................
Pcu-1-3 GAC.GCAAAGUCA.U.GGGUC........CCUAGAUG.......................
Bco-3-2 GAC.GCAAAACUA.AAGGGGCUAAA..UCAUUCGU.........................
Bme-4-1 GAC.GCAAAGCUA.AAGGGGCUACA..UCUAUUUAUAAUA....................
Afl-1-1 GGC.GCAAAGCUA.UAGGGGCUACG..UCUAUUUGUA.......................
Bsp-8-2 GAC.GCAAAGCUA.U.GGGCCUUCC....CGCAUCAGCGG....................
Ahe-1-5 GGC.GCAAAGCUA.C.GGGUCUACA..GGCAGAUGCUG......................
Tco-1-2 GAC.GCAAAGCUA.A.GGGUCUACG..GCUCCGCACGA......................
Pel-1-3 GAC.GCAAAACUA.GAGGGGCUAAG..GCUGCUAUCCUAUAGCG................
Bco-3-3 GAC.GCAAAGCUA.CAGGGGCUUAU..GCUUACA..........................
Bco-2-1 GAC.GCAAAACUA.CAGGGGCUACCG.GUUUUCUA.........................
Bco-1-1 GAC.GCAAAACUA.CAGGGGCUACCG.GUUUUCCA.........................
Pel-1-4 GAC.GCAAAGCUA.UAGGGACUAAG..GUGUAUC..........................
Bsp-2-1 GAC.GCAAAACUA.UAGGGACUUACG.AGCAAUG..........................
Pmu-1-3 GAC.GCAAAGCCA.C.GGGCCUACC..GAACAUCCUGU......................
Pmu-3-3 GAC.GCAAAGCCA.C.GGGCCUACC..GAACAUCCUGU......................
Pmu-2-4 GAC.GCAAAGCUG.C.GGGCCUAA...GGGAAUUC.........................
Bsp-8-3 GAC.GCAAAGCUG.C.GGGCCUAAG..GCUUUU...........................
Pan-1-1 GAC.GCAAAGCUA.C.GGGCCUAAA..UACACAUUG........................
Bsp-9-4 GAC.GCAAAGUCA.C.AGACCUUCA..AUUUUUCAUGUGAAAA.................
Aac-3-1 GAC.GCAAAGCUA.C.GGGUCUACGG.GGACUUGGA........................
Aac-1-3 GAC.GCAAAGCUA.C.GGGUCUACGG.GGACUUGGA........................
Aac-2-1 GAC.GCAAAGCUA.C.GGGUCUACGG.GGACUUGA.........................
Aac-1-4 GAC.GCAAAGCUA.C.GGGUCUACGG.GGACUUGA.........................
Pdo-1-1 GAC.GCAAAGCCA.U.GAGCCUAAC..CGUUGAAAAA.......................
Pan-1-2 GAC.GCAAAGCCA.U.GAGCCUAAC..CGUUGAAAAA.......................
Lfu-1-1 GAC.GCAAAGCCA.U.GAGUCUAAA..CACUAUAAUUUCAG...................
Psp-2-1 GAC.GCAAAGCCA.C.GGGUCUAA.....AGCGCAGCUA.....................
Pmu-2-5 GAC.GCAAAGCCA.C.AGAUCUAAA..GCCUUCAGUCCCGCUGACAG.............
Pmu-1-4 GAC.GCAAAGCCA.C.AGAUCUAAA..GCCUUCAGUCCCGCUGACAG.............
Pmu-3-4 GAC.GCAAAGCCA.C.AGAUCUAAA..GCCUUCAGUCCCGCUGACAG.............
Osc-1-1 GAC.GCAAAGCUU.A.GGGUCUAAU..GGCACACAAAG......................
Bsp-2-2 GAC.GCAAAGUUA.C.AGGUCUAAA..AUUAGAGGAGUUCUCUG................
Ahe-1-6 GAC.GCAAAGCUA.UAGGGGCUAAC..GCUGUCAGGUGUAGACA................
Pde-1-2 GAC.GCAAAGCUA.UAGGGGCUUCA..GCGCCGCCAGC......................
Pmu-2-6 GAC.GCAAAGCUU.A.GGGUCUACG..GUCCUGCAGGG......................
Pmu-1-5 GAC.GCAAAGCUU.A.GGGUCUACG..GUCCUGCAGGG......................
Pmu-3-5 GAC.GCAAAGCUU.A.GGGUCUACG..GUCCUGCAGGG......................
Pel-1-5 GAC.GCAAAGCUU.A.GGGUCUAAG..GUCCGCAAACGG.....................
Bba-1-1 GAC.GCAAAGCUA.UAGGGGCUUC...UGUCAUAA.........................
Bba-1-2 GAC.GCAAAGCUA.UAGGGGCUUC...UGUCAUAA.........................
Bsp-8-4 GAC.GCAAAGCUA.UAGGGGCUUAU..GUGGAAAAAAA......................
Bsp-2-3 GAC.GCAAAGCUA.UAGGGGCC.....UCCGUUUAAUAACG...................
Afl-1-2 GUC.GCAAAGCUA.UAGGGGCUAACG.GGAUA............................
Bme-4-2 GUC.ACAAAGCUA.GAGGGGCUAA...GGGGAAA..........................
Gsp-3-1 GUC.ACAAAGCUA.CAGGGGCUAA...GGGGAAA..........................
Gth-2-1 GUC.ACAAAGCUA.CAGGGGCUAA...GGGGAAA..........................
Gsp-1-1 GUC.ACAAAGCUA.CAGGGGCUAA...GGGGAAA..........................
Pal-1-2 GAC.GCAAAACUA.AAGGGGCUAA...GGAAGAAAUU.......................
Pde-1-3 GAC.GCAAAGCUA.AAGGGGCUAAG..GAAGAAAU.........................
Cth-1-1 GAC.GCAAAGCUA.CAGGGGCUAAG..GUUGUUCAACA......................
Ssp-1-1 GAC.GCAAAGCCA.U.GGGUCUAAG..GGAGAAUCAU.......................
Pmu-3-6 GAC.GCAAAGCCA.C.GGGUCUACAG.CGUUAUG..........................
Pmu-1-6 GAC.GCAAAGCCA.C.GGGUCUACAG.CGUUAUG..........................
Pmu-2-7 GAC.GCAAAGCCA.C.GGGUCUACAG.CGUUAUG..........................
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Bsp-12-1 GAC.GCAAAGCUA.CAGGGGCUACC..UCCGCAACAGCG.....................
Bbr-1-1 GAC.GCAAAGCUA.CAGGGGCUACC..UCCGCAACAGCG.....................
Bsp-13-1 GAC.GCAAAGCUA.GAGGGGCUACC..UCCGCACGAGCG.....................
Ean-1-1 GGC.GCAAAACUA.UAGGGGCUACC..GCUUCAA..........................
Bba-1-3 GAC.GCAAAGCCG.A.GGAUCUAAG..GCAAGUUUCUAGCUU..................
Bme-3-1 GAC.GCAAAACCU.C.GGGUCUAAG..GUCACAGG.........................
Bsp-13-2 GAC.GCAAAACCA.C.GGGUCUAAA..GUCUUUG..........................
Bbr-1-2 GAC.GCAAAACCA.C.GGGUCUACA..GUCUUUG..........................
Bsp-12-2 GAC.GCAAAACCA.C.GGGUCUACA..GUCUUUG..........................
Gsp-3-2 GGC.GCAAAGCUA.AAGGGGCUACG..GCGAAAGAC........................
Gsp-1-2 GGC.GCAAAGCUA.AAGGGGCUACG..GCGAAAGAC........................
Tco-1-3 GAC.GCAAAGCCA.C.GGGUCUAAA..GCGUGGGACUAUGACGUCCGGAUCAC.......
Bsp-1-1 GAC.GCAAAGCCA.C.GGGCCUAAG..GAGGAUUC.........................
Aac-2-2 GGC.GCAAAGCCA.C.GGGUCUACG..GACGAAAG.........................
Aac-1-5 GGC.GCAAAGCCA.C.GGGUCUACG..GACGAAAG.........................
Bse-1-2 GAC.GCAAAGCCA..AGGGUCU.....UCAUCAUGAU.......................
Bsp-12-3 GAC.GCAAAGCCA.C.GGGUCUAAG..GACGGAAGUCAAAUGACUUUCGCA.........
Bbr-1-3 GAC.GCAAAGCCA.C.GGGUCUAA...GGACGAAGGUCAAAUGACUUUCGCA........
Bsp-13-3 GAC.GCAAAGCCA.C.GGGUCUAAG..GCAAGCAGAGCGCAUCUUCUGCU..........
Pde-1-4 GAC.GCAAAGCCU.C.GGGCCUAAC..UCUCCUUCAUGGA....................
Pde-1-5 GAC.GCAAAGCCA.C.GGGUCUAAU..GCAUGCACGCAU.....................
Pal-1-3 GAC.GCAAAGCCA.C.GGGUCUAA...UGCAUUUACACAAUG..................
Pal-1-4 GAC.GCAAAGCCA.C.GGGUCUAA...UGCAUUUCACGAUG...................
Bme-3-2 GAC.GCAAAACUA.C.AGAUCUACG..GUUUUUAC.........................
Psp-5-1 GGC.ACAAAGUCU.C.AGAUCUAAG..GUAGGAAU.........................
Ppe-1-1 GGC.ACAAAGUCC.C.AGAUCUAAG..GUAGAGAU.........................
Psp-1-1 GGC.ACAAAGUCC.C.AGAUCUAAG..GUAGAGAU.........................
Pte-1-1 GGC.ACAAAGUCC.C.AGAUCUAAG..GUAGAGAU.........................
Esp-1-2 GAC.GCAAAGCUA.CAGGGCCUGU.....AAAAU..........................
Pal-1-5 GAC.GCAAAACUA.UAGGGGCUACG..GCGAAUUUC........................
Bsp-10-1 GAC.GCAAAGUCAAC.AGAUCUAAG..AUUAUGUAAAAGAGAUAUAAAAAGUUCUUUUAC
Osc-1-2 GAC.GCAAAGCUA.A.GGGUCUAAG..GUUGAAAA.........................
Btu-1-1 GAC.GCAAAGCCA.C.GGGUCUAAG..GGCACAUGUG.......................
Lmo-2-1 GAC.GCAAAGCCG.A.GGGUCUAAG..AUGCAAACGC.......................
Bce-1-2 GAC.GCAAAGUCA.U.GGGUCUAAA..GCUAACGCAUU......................
Osc-1-3 GAC.GCAAAGCCA.AAGGGCCUAA...UACAUCACUG.......................
Tco-1-4 GAC.GCAAAGCUA.C.GGGUCUAAG..GCGGAAU..........................
Bcy-1-1 GCU.GCAAAACUG.UAG.GGCUUAAG.GUCAAGAGAAG......................
Bwe-1-1 GAC.GCAAAACUA.CAGGAGCUAAG..GUCGAAGG.........................
Bth-21-1 GAC.GCAAAACUA.CAGGAGCUAAG..GCCGAGAG.........................
Bce-29-1 GAC.GCAAAACUA.CAGGAGCUAAG..GCCGAGAG.........................
Bce-18-1 GAC.GCAAAACUA.CAGGAGCUAAG..GCCGAGAG.........................
Bce-27-1 GAC.GCAAAACUA.CAGGAGCUAAG..GCCGAAAG.........................
Bth-13-1 GAC.GCAAAACUA.CAGGAGCUAAG..GCCGAAAG.........................
Bce-14-1 GAC.GCAAAACUA.CAGGAGCUAAG..GCCGAAAG.........................
Bce-47-1 GAC.GCAAAACUA.CAGGAGCUAAG..GCCGAAAG.........................
Ban-5-1 GAC.GCAAAACUA.CAGGAGCUAAG..GCCGAAAG.........................
Bce-28-2 GAC.GCAAAACUA.CAGGAGCUAAG..GCCGAAAG.........................
Bce-25-1 GAC.GCAAAACUA.CAGGAGCUAAG..GCCGAAAG.........................
Bce-2-1 GAC.GCAAAACUA.CAGGAGCUAAG..GCCGAAAG.........................
Bce-44-1 GAC.GCAAAACUA.CAGGAGCUAAG..GCCGAAAG.........................
Bth-7-1 GUC.GCAAAACUA.CAGGAGCUAAG..GCCGAAAG.........................
Bth-10-2 GAC.GCAAAACUA.CAGGAGCUAAG..GCCGAAAG.........................
Bce-33-2 GAC.GCAAAACUA.CAGGAGCUAAG..GCCGAAAG.........................
Bce-16-2 GAC.GCAAAACUA.CAGGAGCUAAG..GCCGAAAG.........................
Bth-15-1 GAC.GCAAAACUA.CAGGAGCUAAG..GCCGAAAG.........................
Bth-22-1 GAC.GCAAAACUA.CAGGAGCUAAG..GCCGAAAG.........................
Bce-7-1 GAC.GCAAAACUA.CAGGAGCUAAG..GCCGAAAG.........................
Bce-21-1 GGC.GCAAAACUA.CAGGGGCUAAG..GUCAAAUG.........................
Bmy-1-1 GGC.GCAAAACUA.CAGGGGCUAAG..GUCAAAUG.........................
Bth-4-1 GAC.GCAAAACUA.CAGGAGCUAAG..GUCGAAAG.........................
Bth-3-1 GAC.GCAAAACUA.CAGGAGCUAAG..GUCGAAAG.........................
Bce-30-1 GAC.GCAAAACUA.CAGGAGCUAAG..GUCGAAAG.........................
Bth-14-1 GAC.GCAAAACUA.CAGGAGCUAAG..GUCGAAAG.........................
Bce-15-1 GAC.GCAAAACUA.CAGGAGCUAAG..GUCGAAAG.........................
Bce-13-1 GAC.GCAAAACUA.CAGGAGCUAAG..GUCGAAAG.........................
Bth-1-1 GAC.GCAAAACUA.CAGGAGCUAAG..GUCGAAAG.........................
Bce-17-1 GAC.GCAAAACUA.CAGGAGCUAAG..GUCGAAAG.........................
Bth-9-1 GAC.GCAAAACUA.CAGGAGCUAAG..GUCGAAAG.........................
Bce-6-1 GAC.GCAAAACUA.CAGGAGCUAAG..GUCGAAAG.........................
Bce-26-1 GAC.GCAAAACUA.CAGGAGCUAAG..GUCGAAAG.........................
Bsp-11-1 GAC.GCAAAACUA.CAGGAGCUAAG..GUCGAAAG.........................
Bce-4-1 GAC.GCAAAACUA.CAGGAGCUAAG..GUCGAAAG.........................
Bce-11-1 GAC.GCAAAACUA.CAGGAGCUAAG..GUCGAAAG.........................
Bth-11-1 GAC.GCAAAACUA.CAGGAGCUAAG..GUCGAAAG.........................
Bce-42-1 GGC.GCAAAACUA.AAGGGGCUAAG..GUCGAAAG.........................
Bce-39-1 GGC.GCAAAACUA.UAGGGGCUAAG..GUCGAGAG.........................
Bth-6-1 GGC.GCAAAACUA.UAGGGGCUAAG..GUCGAGAG.........................
Bce-38-1 GGC.GCAAAACUA.UAGGGGCUAAG..GUCGAAAG.........................
Bce-36-1 GAC.GCAAAACUA.CAGGGGCUAAG..GUCGAAAG.........................
Bce-8-2 GAC.GCAAAACUA.CAGGGGCUAAG..GUCAAACG.........................
Bce-32-1 GAC.GCAAAACUA.CAGGAGCUAAG..GUCGAAAG.........................
Bce-12-1 GAC.GCAAAACUA.CAGGGGCUAA...GGUCGAAGG........................
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Bsp-9-5 GGC.GCAAAACUA.UAGGGGCUACA..GUCUGAUCG........................
Pal-1-6 GAC.GCAAAGCCU.C.GGGCCUAAC..GUCUAUUGG........................
Psp-5-2 GAC.GCAAAGCCA.C.GGGUCUGCG..GCCGUAAG.........................
Bsp-9-6 GAC.GCAAAACCA.C.AGAUCUAAA..GAUUGCUAGAGCAA...................
Pdo-1-2 GAC.GCAAAACCA.C.AGAUCUACG..GAUUGGUAAACAA....................
Bsp-8-5 GAC.GCAAAGCCA.C.GGGCCUAAA..ACAAGUUAUUU......................
Bsm-1-1 GAC.GCAAAGCCA.C.GGGCCUAAA..ACAAUCUAUAGAUU...................
Bsp-3-1 GAC.GCAAAGCCA.C.GGGCCUAAA..ACAGCUUAAUU......................
Bsp-2-4 GAC.GCAAAGCCA.C.GGGCCUAAA..GCAAACUUUUUU.....................
Bsp-3-2 GAC.GCAAAGCUG.C.GGGCCUAAA..GCAGGUUUCU.......................
Bce-1-3 GAC.GCAAAGCCA.C.GGGUCUAAGC...AUA............................
Bco-3-4 GAC.GCAAAGUCA.C.AGGUCUAAG..GCAUGUA..........................
Bsp-6-1 GAC.GCAAAGCUA.C.GGGUCUAAG..GCUGAAAA.........................
Bsp-3-3 GAC.GCAAAGUCA.C.GGGUCUAAG..GUAUUGGAUGAU.....................
Bsp-9-7 GAC.GCAAAGUCA.C.AGGUCUAAG..GCAAGAGAAAACUU...................
Bsp-8-6 GAC.GCAAAGUCA.C.AGGUCUACC..GCGCCUAUUGAGAGUAAAGUCGGAUGAGGC...
Osc-1-4 GAC.GCAAAGUCA.C.AGAUCCAA...GCUUUUG..........................
Pel-1-6 GAC.GCAAAGCUC.C.GGGUCUAAG..GCAUAAGUUAU......................
Baz-1-1 GAC.GCAAAGCCA.C.AGAUCUAAGG...CAUAACU........................
Pmu-1-7 GAC.GCAAAGCUA.CAGGGGCUACA..GCGACAAGGUGC.....................
Pmu-2-8 GAC.GCAAAGCUA.CAGGGGCUACA..GCGACAAGGUGC.....................
Bli-1-1 GAC.GCAAAGCCA.U.G.GCCUAAG..GUGCUGACGGU......................
Bpu-2-1 GAC.GCAAAGCCA.U.G.UCCUAAG..GUAAAUGUUGCUUUUUU................
Bpu-1-1 GAC.GCAAAGCCA.U.G.UCCUAAG..GUAAAUGUUGCUUUUUU................
Bsp-6-2 GAC.GCAAAGCCA.U.G.UCCUAAG..GUAAAUGUUUCUUUUUUU...............
Bsp-7-1 GAC.GCAAAGCCA.U.G.UCCUAAG..GUAAAAGUUGCUUUUUU................
Axy-1-1 GAC.GCAAAACGA...GGGCCUAAC..GUGACAUGUAUGGUC..................
Bba-1-4 GAC.GCAAAACUA.UAGGGGCUAA...UGUUUACCAA.......................
Oih-1-1 GAC.GCAAAGUCA.C.AGAUCUAA...GGUAUUUUUA.......................
Bce-1-4 GGC.GCAAAACUA.C.GGAUCUAAG..GGCUAAAUGUUUAAUG.................
Pel-1-7 GAC.GCAAAGCUA.CAGGGCCUUCC..UUAGUUUAGUAACU...................
Ppo-3-1 GAC.GCAAAGCUA.UAGGGCCUUC.....UAUUG..........................
Psp-3-1 GAC.GCAAAGCUA.UAGGGCCUUCC..UGCUUGCUUUCAAG...................
Pte-1-2 GAC.GCAAAGCUA.CAGGGCC......UUCUUUUUAAG......................
Ppo-1-1 GAC.GCAAAACUA.UAGGGCC......UUCCUAUCCGG......................
Ppe-1-2 GAC.GCAAAGCUA.UAGGGCC......UUCCUCCAACGG.....................
Psp-1-2 GAC.GCAAAGCUA.UAGGGCC......UUCCUCCAGCGG.....................
Pla-1-1 GAC.GCAAAGCCA.CAGGGCCUUCUU.GAUGAACCG........................
Bsp-8-7 GAC.GCAAAGCCG.C.GAGUCUAAG..GCGUAA...........................
Bsp-2-5 GAC.GCAAAGUCA.C.AGAUCUAAG..GUCUAAAGGAUAUAAAUGC..............
Osp-1-1 GAC.GCAAAGUCA.C.GGGUCUAAA..GUAUUAA..........................
Sin-1-1 GUC.GCAAAGCCA.C.GGGCCUAAG..GCAAUGA..........................
Bbr-1-4 GAC.GCAAAGCCA.C.GGGCCUAA...UGUACACGUUA......................
Bsp-12-4 GAC.GCAAAGCCA.C.GGGCCUAAU..GUACACGCU........................
Bba-1-5 GGC.GCAAAGCUA.UAGGGGCUAAG..GUUUAUCA.........................
Bba-1-6 UAC.GCAAAACUA.UAGGGGCUAAG..GUCUAUGG.........................
Baz-1-2 GGC.GCAAAGCUA.UAGGGACUAAC..GUUGUUUUACA......................
Bce-1-5 GAC.GCAAAGCUA.UAGGGGCUUC...CUUCAUCUAGA......................
Bsp-3-4 GAC.GCAAAGCCA.C.GAGUCUAAG..GUCAUAG..........................
Baz-1-3 GAC.GCAAAGCCA.C.GGGCCUAAC..GUUAUUACA........................
Bme-4-3 GAC.GCAAAGCCA.C.GAGUCUAAG..GCACUUAGCUUAGGU..................
Lsp-1-1 GAU.GCAAAGCUA.C.AGGUCUAAGG..GAAUAUUU........................
Bsp-4-1 GAU.GCAAAGCUA.C.AGGUCUAAGG..GAAUAAGU........................
Lfu-1-2 GAC.GCAAAGCUA.C.AGGUCUAAG..GCAAUAAAU........................
Bme-1-1 GAC.GCAAAGCCU.C.AGGUCUAAGG.UUGUUUUCUCGAUAU..................
Bme-3-3 GAC.GCAAAGCUU.C.AGGUCUAAGG.UAAUGUUUACAACAU..................
Bme-2-1 GAC.GCAAAGCUU.C.AGGUCUAAG..GCCAUUUUUG.......................
Cth-1-2 GAC.GCAAAGCUA.CAGGGGCUAAG..GUCCGCCAGG.......................
Bsp-1-2 GAC.GCAAAGCUA.GAGGGGCUACU..GUCAUUUG.........................
Pmu-2-9 GAC.GCAAAGCUA.CAGGGGCUACA..GUCUUUAGG........................
Pmu-1-8 GAC.GCAAAGCUA.CAGGGGCUACA..GUCUUUAGG........................
Pmu-3-8 GAC.GCAAAGCUA.CAGGGGCUACA..GUCUUUAGG........................
Bba-1-7 GAC.GCAAAGCUA.UAGGGGCUAAC..AUCUUUUCAUG......................
Bsp-2-6 GAC.GCAAAGCUA.UAGGGGCUAAG..AUCGUAUUCAUUGAUG.................
Bsp-3-5 GAC.GCAAAGCUA.C.GAGUCUAAA..AUCCUCCAGG.......................
Bsp-9-8 GAC.GCAAAACUA.UAGGGGCUAAA..AUCAACAG.........................
Bsp-1-3 GAC.GCAAAACUA.UAGGGGCUAAG..UCCAAUAGAUCAUGUUUAAAUAGGAGGAUGAAA
Baz-1-4 GAC.GCAAAGCUA.UAGGGACUAAU..CCGUUAUGUAU......................
Baz-1-5 GAC.GCAAAGCUA.UAGGGACUUAU..CCAUUAA..........................
Bsp-8-8 GAC.GCAAAACUA.UAGGGGCUAAA..GCCAAAAG.........................
Bco-2-2 GAC.GCAAAGCUA.AAGGGACUAAA..GUCAGAUG.........................
Bco-1-2 GAC.GCAAAGCUA.AAGGGACUAAA..GUCAGACG.........................
Bsp-9-9 GGC.ACAAAGCCG.C.GGGUCUAAG..GUGACAGUAGUC.....................
Bsp-1-4 GAC.GCAAAAUCA.C.AGGUCUAAG..GUAAAUGUAUU......................
Bsp-2-7 GAC.GCAAAGCCA.C.AGGUCUAA...GGAAA............................
Bce-29-2 GUC.GCAAAGCUA.A.GAGUCUAAG..GUAAUACAUAUU.....................
Bth-12-2 GUC.GCAAAGCUA.A.GAGUCUAAG..GUAAUGAAAAUU.....................
Bce-48-2 GUC.GCAAAGCUA.A.GAGUCUAAG..GUAAUGAAAAUU.....................
Bth-3-2 GUC.GCAAAGCUA.A.GAGUCUAAG..GUAAUAAAAAUU.....................
Bth-16-2 GUC.GCAAAGCUA.A.GAGUCUAAG..GUAAUGAAAGUU.....................
Bth-4-2 GUC.GCAAAGCUA.A.GAGUCUAAA..GUAAUGAAAAUU.....................
Bce-18-2 GUC.GCAAAGCUA.A.GAGUCUAAG..GUAAUGAAAAUU.....................
Bth-21-2 GUC.GCAAAGCUA.A.GAGUCUAAG..GUAAUGAAAAUU.....................
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Bth-9-2 GUC.GCAAAGCUA.A.GAGUCUAAG..GUAAUGAAAAUU.....................
Bth-2-2 GUC.GCAAAGCUA.A.GAGUCUAAG..GUAAUGAAAAUU.....................
Bce-19-2 GUC.GCAAAGCUA.A.GAGUCUAAG..GUAAUGAAAAUU.....................
Bth-19-2 GUC.GCAAAGCUA.A.GAGUCUAAA..GUAAUGAAAAUU.....................
Bce-36-2 GUC.GCAAAGCUU.U.GAGUCUAAG..GUAAUGAAUCUUAUU..................
Bsp-10-2 GAC.GCAAAACUA.AAGGGACUUAAG.UUUGCUUUCAAUCGAGCA...............
Bce-1-6 GAC.GCAAAGCCA..AGGGCCUAAA..UUAUUUUAU........................
Sne-1-1 GAC.GCAAAGCUU.A.GGGUCUAAAG.UUUAGGGAUUAUUUAAAAGUCCUGCAAUCUA..

....>>..<<<<..<.<<<<<......<<...............................

....21..?222..?.22222......?2...............................
GAC-GCAAAGCYA-Y-GGG qaCUA qa qa-- qa qa qa qa qa qa qa qa qa qa-----------------------
alignment positions 205 · · · 343

Bce-1-1 UUGAUGGAUG.................................................................................................................................
Bce-8-1 ...........................................................................................................................................
Bce-28-1 .......................................................................................................................................AAGA
Bth-10-1 ...........................................................................................................................................
Bce-33-1 ...........................................................................................................................................
Bce-16-1 ...........................................................................................................................................
Pel-1-1 ...........................................................................................................................................
Bha-1-1 ...........................................................................................................................................
Esp-1-1 .......................................................................................................................................GAUA
Pel-1-2 .......................................................................................................................................AGAA
Bco-3-1 .......................................................................................................................................GAUC
Pcu-1-1 .......................................................................................................................................UGAA
Bsp-8-1 ...........................................................................................................................................
Bse-1-1 .......................................................................................................................................CCCA
Pmu-1-1 .......................................................................................................................................UGGA
Pmu-3-1 .......................................................................................................................................UGGA
Pmu-2-1 .......................................................................................................................................UGGA
Tco-1-1 GGACGGGCGGUUCGCGC......................................................................................................................CGGA
Pal-1-1 .......................................................................................................................................CCUA
Pde-1-1 .......................................................................................................................................CCCA
Ahe-1-1 .......................................................................................................................................UCUA
Ahe-1-2 .......................................................................................................................................ACUA
Ahe-1-3 .......................................................................................................................................GU..
Aac-1-1 .......................................................................................................................................GU..
Aac-1-2 .......................................................................................................................................GU..
Bsp-9-1 .......................................................................................................................................UAUA
Gth-1-1 .......................................................................................................................................GUUA
Ahe-1-4 .......................................................................................................................................UCUA
Bsp-9-2 .......................................................................................................................................GAUA
Psp-4-1 .......................................................................................................................................GCGA
Pcu-1-2 .......................................................................................................................................GCAU
Pmu-3-2 .......................................................................................................................................AUCA
Pmu-1-2 .......................................................................................................................................GAUC
Bsp-9-3 .......................................................................................................................................ACAA
Pcu-1-3 ...........................................................................................................................................
Bco-3-2 .......................................................................................................................................GACA
Bme-4-1 .......................................................................................................................................GACA
Afl-1-1 .......................................................................................................................................GAUA
Bsp-8-2 .......................................................................................................................................UU..
Ahe-1-5 .......................................................................................................................................CCCA
Tco-1-2 .......................................................................................................................................GCUA
Pel-1-3 .......................................................................................................................................GCUA
Bco-3-3 .......................................................................................................................................GCAA
Bco-2-1 .......................................................................................................................................ACCA
Bco-1-1 .......................................................................................................................................AUCA
Pel-1-4 .......................................................................................................................................ACGA
Bsp-2-1 .......................................................................................................................................CCGA
Pmu-1-3 .......................................................................................................................................UCCA
Pmu-3-3 .......................................................................................................................................UCCA
Pmu-2-4 .......................................................................................................................................CCCA
Bsp-8-3 .......................................................................................................................................GCUA
Pan-1-1 .......................................................................................................................................UAAA
Bsp-9-4 .......................................................................................................................................AUUA
Aac-3-1 .......................................................................................................................................CCUA
Aac-1-3 .......................................................................................................................................CCUA
Aac-2-1 .......................................................................................................................................CCUA
Aac-1-4 .......................................................................................................................................CCUA
Pdo-1-1 .......................................................................................................................................CGCA
Pan-1-2 .......................................................................................................................................CGCA
Lfu-1-1 .......................................................................................................................................UGCA
Psp-2-1 ...........................................................................................................................................
Pmu-2-5 .......................................................................................................................................GCAA
Pmu-1-4 .......................................................................................................................................GCAA
Pmu-3-4 .......................................................................................................................................GCAA
Osc-1-1 .......................................................................................................................................CCAA
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Bsp-2-2 .......................................................................................................................................AUUA
Ahe-1-6 .......................................................................................................................................GUCA
Pde-1-2 .......................................................................................................................................GCUC
Pmu-2-6 .......................................................................................................................................ACUA
Pmu-1-5 .......................................................................................................................................ACUA
Pmu-3-5 .......................................................................................................................................ACUA
Pel-1-5 .......................................................................................................................................ACUA
Bba-1-1 .......................................................................................................................................GACC
Bba-1-2 .......................................................................................................................................GACU
Bsp-8-4 .......................................................................................................................................ACAA
Bsp-2-3 .......................................................................................................................................AA..
Afl-1-2 .......................................................................................................................................CCUA
Bme-4-2 .......................................................................................................................................CCUA
Gsp-3-1 .......................................................................................................................................CCUA
Gth-2-1 .......................................................................................................................................CCUA
Gsp-1-1 .......................................................................................................................................CCUA
Pal-1-2 .......................................................................................................................................CCAU
Pde-1-3 .......................................................................................................................................UCUA
Cth-1-1 .......................................................................................................................................ACUA
Ssp-1-1 .......................................................................................................................................CCUA
Pmu-3-6 .......................................................................................................................................CGCA
Pmu-1-6 .......................................................................................................................................CGCA
Pmu-2-7 .......................................................................................................................................CGCA
Bsp-12-1 .......................................................................................................................................GACA
Bbr-1-1 .......................................................................................................................................GACA
Bsp-13-1 .......................................................................................................................................GGCA
Ean-1-1 .......................................................................................................................................GCUA
Bba-1-3 .......................................................................................................................................GCUA
Bme-3-1 .......................................................................................................................................ACUA
Bsp-13-2 .......................................................................................................................................ACCA
Bbr-1-2 .......................................................................................................................................ACCA
Bsp-12-2 .......................................................................................................................................ACCA
Gsp-3-2 .......................................................................................................................................GCUA
Gsp-1-2 .......................................................................................................................................GCUA
Tco-1-3 .......................................................................................................................................GCCA
Bsp-1-1 .......................................................................................................................................UCUA
Aac-2-2 .......................................................................................................................................UCUA
Aac-1-5 .......................................................................................................................................UCUA
Bse-1-2 .......................................................................................................................................GAUA
Bsp-12-3 .......................................................................................................................................GCUA
Bbr-1-3 .......................................................................................................................................GCUA
Bsp-13-3 .......................................................................................................................................GCUA
Pde-1-4 .......................................................................................................................................GCUA
Pde-1-5 .......................................................................................................................................GCGA
Pal-1-3 .......................................................................................................................................CGAU
Pal-1-4 .......................................................................................................................................C.GA
Bme-3-2 .......................................................................................................................................ACUA
Psp-5-1 .......................................................................................................................................ACUA
Ppe-1-1 .......................................................................................................................................ACUA
Psp-1-1 .......................................................................................................................................ACUA
Pte-1-1 .......................................................................................................................................ACUA
Esp-1-2 ...........................................................................................................................................
Pal-1-5 .......................................................................................................................................GCUA
Bsp-10-1 CA.....................................................................................................................................AUUA
Osc-1-2 .......................................................................................................................................ACUA
Btu-1-1 .......................................................................................................................................CCUA
Lmo-2-1 .......................................................................................................................................AUUA
Bce-1-2 .......................................................................................................................................GCAA
Osc-1-3 .......................................................................................................................................UAAU
Tco-1-4 .......................................................................................................................................GCUA
Bcy-1-1 .......................................................................................................................................GCGA
Bwe-1-1 .......................................................................................................................................GCUA
Bth-21-1 .......................................................................................................................................GCUA
Bce-29-1 .......................................................................................................................................GCUA
Bce-18-1 .......................................................................................................................................GCUA
Bce-27-1 .......................................................................................................................................GCUA
Bth-13-1 .......................................................................................................................................GCUA
Bce-14-1 .......................................................................................................................................GCUA
Bce-47-1 .......................................................................................................................................GCUA
Ban-5-1 .......................................................................................................................................GCUA
Bce-28-2 .......................................................................................................................................GCUA
Bce-25-1 .......................................................................................................................................GCUA
Bce-2-1 .......................................................................................................................................GCUA
Bce-44-1 .......................................................................................................................................GCUA
Bth-7-1 .......................................................................................................................................GCUA
Bth-10-2 .......................................................................................................................................GCUA
Bce-33-2 .......................................................................................................................................GCUA
Bce-16-2 .......................................................................................................................................GCUA
Bth-15-1 .......................................................................................................................................GCUA
Bth-22-1 .......................................................................................................................................GCUA
Bce-7-1 .......................................................................................................................................GCUA
Bce-21-1 .......................................................................................................................................ACUA
Bmy-1-1 .......................................................................................................................................ACUA
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Bth-4-1 .......................................................................................................................................GCUA
Bth-3-1 .......................................................................................................................................GCUA
Bce-30-1 .......................................................................................................................................GCUA
Bth-14-1 .......................................................................................................................................GCUA
Bce-15-1 .......................................................................................................................................GCUA
Bce-13-1 .......................................................................................................................................GCUA
Bth-1-1 .......................................................................................................................................GCUA
Bce-17-1 .......................................................................................................................................GCUA
Bth-9-1 .......................................................................................................................................GCUA
Bce-6-1 .......................................................................................................................................GCUA
Bce-26-1 .......................................................................................................................................GCUA
Bsp-11-1 .......................................................................................................................................GCUA
Bce-4-1 .......................................................................................................................................GCUA
Bce-11-1 .......................................................................................................................................GCUA
Bth-11-1 .......................................................................................................................................GCUA
Bce-42-1 .......................................................................................................................................GCUA
Bce-39-1 .......................................................................................................................................GCUA
Bth-6-1 .......................................................................................................................................GCUA
Bce-38-1 .......................................................................................................................................GCUA
Bce-36-1 .......................................................................................................................................GCUA
Bce-8-2 .......................................................................................................................................ACUA
Bce-32-1 .......................................................................................................................................GCUA
Bce-12-1 .......................................................................................................................................GCUA
Bsp-9-5 .......................................................................................................................................ACGA
Pal-1-6 .......................................................................................................................................AUUA
Psp-5-2 .......................................................................................................................................GCUA
Bsp-9-6 .......................................................................................................................................UCCA
Pdo-1-2 .......................................................................................................................................UCUA
Bsp-8-5 .......................................................................................................................................GUCA
Bsm-1-1 .......................................................................................................................................GUCA
Bsp-3-1 .......................................................................................................................................GUCA
Bsp-2-4 .......................................................................................................................................GCCA
Bsp-3-2 .......................................................................................................................................GCCA
Bce-1-3 ........................................................................................................................................GUA
Bco-3-4 .......................................................................................................................................GCUA
Bsp-6-1 .......................................................................................................................................GCUA
Bsp-3-3 .......................................................................................................................................ACUA
Bsp-9-7 .......................................................................................................................................GUUA
Bsp-8-6 .......................................................................................................................................GCCA
Osc-1-4 .......................................................................................................................................GCUA
Pel-1-6 .......................................................................................................................................GCGA
Baz-1-1 .......................................................................................................................................UU..
Pmu-1-7 .......................................................................................................................................GCUA
Pmu-2-8 .......................................................................................................................................GCUA
Bli-1-1 .......................................................................................................................................GCUA
Bpu-2-1 .......................................................................................................................................ACUA
Bpu-1-1 .......................................................................................................................................ACUA
Bsp-6-2 .......................................................................................................................................GCUA
Bsp-7-1 .......................................................................................................................................ACUA
Axy-1-1 .......................................................................................................................................ACCA
Bba-1-4 .......................................................................................................................................CGAU
Oih-1-1 .......................................................................................................................................CUAA
Bce-1-4 .......................................................................................................................................UCUA
Pel-1-7 .......................................................................................................................................AAGA
Ppo-3-1 .......................................................................................................................................AUGA
Psp-3-1 .......................................................................................................................................CAGA
Pte-1-2 .......................................................................................................................................AU..
Ppo-1-1 .......................................................................................................................................AU..
Ppe-1-2 .......................................................................................................................................AU..
Psp-1-2 .......................................................................................................................................AU..
Pla-1-1 .......................................................................................................................................UCAA
Bsp-8-7 .......................................................................................................................................GCUA
Bsp-2-5 .......................................................................................................................................ACUA
Osp-1-1 .......................................................................................................................................ACUA
Sin-1-1 .......................................................................................................................................GCUA
Bbr-1-4 .......................................................................................................................................C.GA
Bsp-12-4 .......................................................................................................................................ACGA
Bba-1-5 .......................................................................................................................................ACUA
Bba-1-6 .......................................................................................................................................ACUA
Baz-1-2 .......................................................................................................................................ACUA
Bce-1-5 .......................................................................................................................................AGAA
Bsp-3-4 .......................................................................................................................................ACUA
Baz-1-3 .......................................................................................................................................ACUA
Bme-4-3 .......................................................................................................................................GCUA
Lsp-1-1 .......................................................................................................................................ACUU
Bsp-4-1 .......................................................................................................................................ACUU
Lfu-1-2 .......................................................................................................................................GCUA
Bme-1-1 .......................................................................................................................................ACUA
Bme-3-3 .......................................................................................................................................GCUA
Bme-2-1 .......................................................................................................................................GCUA
Cth-1-2 .......................................................................................................................................GCUA
Bsp-1-2 .......................................................................................................................................ACUA
Pmu-2-9 .......................................................................................................................................ACCA
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Pmu-1-8 .......................................................................................................................................ACCA
Pmu-3-8 .......................................................................................................................................ACCA
Bba-1-7 .......................................................................................................................................AUUA
Bsp-2-6 .......................................................................................................................................AU..
Bsp-3-5 .......................................................................................................................................GUAA
Bsp-9-8 .......................................................................................................................................AUGA
Bsp-1-3 AGGACCAAGAAGUUCGAGGCGGCACAGCUUUGAGUACCGGAACGUAUGUAUUUAAUACGUGAGGAACACAAAAAGCAAGCCAACGAAGGCAUUCGAUGUGUCAUUUUCACCGGACUUUUUUGAACAUCCUUUAAGGACA
Baz-1-4 .......................................................................................................................................GGAA
Baz-1-5 .......................................................................................................................................GGAA
Bsp-8-8 .......................................................................................................................................GCUA
Bco-2-2 .......................................................................................................................................ACCA
Bco-1-2 .......................................................................................................................................ACCA
Bsp-9-9 .......................................................................................................................................ACUA
Bsp-1-4 .......................................................................................................................................GCUA
Bsp-2-7 .......................................................................................................................................UCUA
Bce-29-2 .......................................................................................................................................ACUA
Bth-12-2 .......................................................................................................................................ACUA
Bce-48-2 .......................................................................................................................................ACUA
Bth-3-2 .......................................................................................................................................ACUA
Bth-16-2 .......................................................................................................................................ACUA
Bth-4-2 .......................................................................................................................................ACUA
Bce-18-2 .......................................................................................................................................ACUA
Bth-21-2 .......................................................................................................................................ACUA
Bth-9-2 .......................................................................................................................................ACUA
Bth-2-2 .......................................................................................................................................ACUA
Bce-19-2 .......................................................................................................................................ACUA
Bth-19-2 .......................................................................................................................................ACUA
Bce-36-2 .......................................................................................................................................ACUA
Bsp-10-2 .......................................................................................................................................GACC
Bce-1-6 .......................................................................................................................................AAUA
Sne-1-1 .......................................................................................................................................AACA
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Bce-1-1 ..AAUUCCUU.UCAG.UAC.A...UUAG.A.U.......GAAAAUG.............AGUAUAAUUAAUUAUUAAAUAGAAUCCAAGAAAUUGAAAGUGAUGAGAGGAACUCUGGUAGUCCAAUAAUAGAUGCACAUAUUUAUGGGAAUUAUUUUAAAGAUGUGUUAAGCCCUAAGAU
Bce-8-1 ..GA.UAAUC..GAA.UGC.C...UA.....A.UG....GUCAUUUAUUGUAUCGAAAGGAUUAUCAAUUGGAUAAAGAUAAAAAAGGUGGAAAAAUAUAUUCACUUGAAAAUUGUAUGGUUAUAACCGCUGAAGAAAAUAGAAAAAUGGCGGGUGAUAAACAAAAAAGAAAAAUCGUUG
Bce-28-1 A.CA.CCGCU.UAGU.UAU.A...UAAAAG.........GAUAUAGCGAGGCUAUUU..UAGAUGGUGUAGCGAAGGGACCACAGCAGGAAAAAGUAACACAGCUUAUUCAUAAAGAAGCAGAUCGUAUGCAGCGUCUCGUUCAUGAUUUAUUAGAUUUGGCACAAUUAGAAGGGGAACA
Bth-10-1 ..CA.CCGCU.UAGU.UAU.A...UAAAAG.........GAUAUAGCGAGGCUAUUU..UAGACGGUGUAGCGAAGGGACCACAACAGGAAAAAGUAACACAGCUUAUUCAUAAAGAAGCAGAUCGUAUGCAGCGUCUCGUUCAUGAUUUAUUAGAUUUAGCACAAUUAGAAGGUGAACA
Bce-33-1 ..CA.CCGCU.UAGU.UAU.A...UAAAAG.........GAUAUAGCGAGGCUAUUU..UAGACGGUGUAGCGAAGGGACCACAACAGGAAAAAGUAACACAGCUUAUUCAUAAAGAAGCAGAUCGUAUGCAGCGUCUCGUUCAUGAUUUAUUAGAUUUAGCACAAUUAGAAGGUGAACA
Bce-16-1 ..CA.CCGCU.UAGU.UAU.A...UAAAAG.........GAUAUAGCGAGGCUAUUU..UAGAUGGUGUAGCGAAGGGACCACAGCAGGAAAAAGUAACACAGCUUAUUCAUAAAGAAGCAGAUCGUAUGCAGCGUCUCGUUCAUGAUUUAUUAGAUUUGGCACAAUUAGAAGGGGAACA
Pel-1-1 ..GC.CAGCC..AGUUUAC.C...GAAG.G.C.AC....GGAGACGCGCGAUGAUA...GAUGCGGACUCCCGUACCGUCAACGGAGAGUCUUUUUGUUUUCAUAUAAAGGAGCGGGAACGGAUGGCAGAUCAGGUUCAAGGACGGAACAUCAUGACGAAGCAAGGCUUCUAUACCAAAG
Bha-1-1 ..GA.UAGUC.GAGU.UGU.C...AAAA.A.G.G.....AUCACAAACGUUUAAUUGG.CUAUCCUCAUUCACGUCUGGGGUAGCUUUUUAUUUAUUAGGCUUCGGUGGAAUAUGAUGAGUAUCGCAAACGAUAAGAAAAAGGAGAUGGAGAGAUGAUCGUAGUAGAUAAACGAAAAUAU
Esp-1-1 CCGA.UCGCC.AGUC.UGC.AAUA...............GCCGCAGCCGCUCUCUGAUAACUAUCAGGAGGGUUUUUUUAUGGGUAUUUUCUCAGCCAAACGAAUCGUGACCAUCUGUUGUGCAUUUCUCGUAGGAUUGGCGUUUUUGACGCCGCAACAAGCGGUCGCCAAAGCGAGCAA
Pel-1-2 C.GA.UCGCC.AGGU.UGC.C...AC...U.G.U.....UGUGACAUUCCGUCACUUCAACGCCAACCAUAGAAGCCGCGCGCGACGCUGCGGUUUUUUUCGUGCGUUCGGGACCGACACAGACAAACAGGAGGGGGUCCGUUUUAUGAGCAAGUGUCCGUUUCACACCAUUGCCCGUUG
Bco-3-1 U.GC.CAGAC..AGC.UGC.AA..UUAC...U.AC....UCCAUAAGUCCCCAUUA...CCUUUAACUUUUCUUAAUGUUCCACGACAAUAUUACGUAAAUAGAUGAAAGACGAAUAUAUGUUAAAGGAAGAUCUAAUAUGGAAAAAUUUGUACAUAGCAACAUCCACCCAUUUACUAAU
Pcu-1-1 A.GA.UCGCC.AGGU.UGC.C...CA...U.UA......CUGUGGUAACAAACAAUAGUAAUCUACUAUUGUUUUUAUUUUUGAAAAUAGUAUAGGAGGUCUAGUAUGCGGACAUUGAAAAGGUAUUUUGCAUUAAUUGUCACCAUGAGUCUAGUUCUCGGAUUAAUGGUACAAGCACCA
Bsp-8-1 ..GC.CAGCC..AGC.UGC.CAUC.AC..U.U.......GUAAAGGAGAUGUCAA....ACCUUGAAAAGAAAUUGGACCACACCGGAAGAAAUCAAGAGGAAGAAACAGCUGAAAAAGCGACUGCUCUACAUUUCAAUCCCUGUAGUAACCGUACUGGCCAGUGCAGUUGUAACGAUAC
Bse-1-1 C.GG.UCGCC.GGGC.UAC.C...AAAGAU.U.G.....AGGAAGUCAUUCUUUGGAAUGGCUUUUUUUAUUGUUUGUUCAGACAUAUCAGAUUCUUGAAAGGAGGGAACCAAGGAUGAAAAUCAAUUUGAGUGUCAAAAGGUUCAUUUUAGGACUUAUUCUGUUUAUCCUGUUCUAUUA
Pmu-1-1 A.GG.CAGCC..GGU.UGC.C...A....C.A.AG....GAAUCAUAGCUCAAUGCCUAUGAACCUUGUCCGGGGUUCUUUUUUUAUUGGACCAAUGCCCCUCACACACCAAGAAAGGUAGGACUAAAUUCAUGGGCAAACCGUAUCGCUCGCAUUUCUCUUUCUUUGUUUCCUUGAUGC
Pmu-3-1 A.GG.CAGCC..GGU.UGC.C...A....C.A.AG....GAAUCAUAGCUCAAUGCCUAUGAACCUUGUCCGGGGUUCUUUUUUUAUUGGACCAAUGCCCCUCACACACCAAGAAAGGUAGGACUAAAUUCAUGGGCAAACCGUAUCGCUCGCAUUUCUCUUUCUUUGUUUCCUUGAUGC
Pmu-2-1 A.GG.CAGCC..GGU.UGC.C...A....C.A.AG....GAAUCAUAGCUCAAUGCCUAUGAACCUUGUCCGGGGUUCUUUUUUUAUUGGACCAAUGCCCCUCACACACCAAGAAAGGUAGGACUAAAUUCAUGGGCAAACCGUAUCGCUCGCAUUUCUCUUUCUUUGUUUCCUUGAUGC
Tco-1-1 U.GC.CAGCC..AGC.UGC.C...GAA..C.A.AG....GAAGGAGGUCGCGUGGGGAUGGAUUCCGCUUUUUCGGAGCGAACAUCCGGAAAUUCAGGUGCGCAUCAGGCCGAGGACAGAAAAGGCAGGUUGUGGCCGGCGGCUGCGAAUUCGUACAAGGCGGCGGCAGGGAAAGCCGCG
Pal-1-1 U.GA.CAGUC.CGGC.UGC.AACUAA.............CGAUCGCGUUAUUGCAGCCGGACUUUUUUUAUUUAUGUGAGGUUCCGACGGAAUUAACUUUCCGUUGAGCUAUAUAAAUAAGAAUGAGGAGGCAUGGACUCACUGUAGUUAAGGGAGGAAUAAAAUGAAAAAAUGAGGUGG
Pde-1-1 U.GA.UCGUC.CGGC.UGC.A........U.U.U.....AACAAUCGUUAAAUUGCAGCCGGAUUUUUUAUUUUUCAUAGGGCGGUUCUCCGCGGUAUUUUUGGUCCGCAGAACGAUAUAAAUAAGACGUGAGGAGGCAAUUUUACUCUGCAAAGGAGGACUCAGAUGAAAAAAUGAGGA
Ahe-1-1 CUGU.CAGCC..AGU.UGC.CACGUC.............CACCCAUGUCCCGCCUUAAGGUUUUACAAGGGGGCUUGGGUGAUGAGCCGUGAAAUAGAUAGCCGUAUCUCGCUUGGUGAUGACUGCUACCUGAAUUUGAACGGAGCUGUAUUGGUCAAGGACGGAGAAACCAAAUAUCUC
Ahe-1-2 C.GA.CAGCU.GGAC.UGC.C...UAG..A.C.......GCUGCUACUGACACGGAGGGGUAUGGGGUGACACUCGUGUCUAGUCAAACUGCAGAAACAGAUAAUGAAUGGAUUCAGCUGAUGAUAUCCGCACGAGAGAUGGGAUUAUCUACUACCGAAAUUCGAAGCUUUGUAUUAG..
Ahe-1-3 ..GC.CAGCC..AGC.UGC.C...CG...C.U.U.....GGGCCCAAUGACCACCAGACAAAGCUAUUAUGGGAGGAAUUCAGGAAUGGGCCGUUUUACAAAGAAAUCUAUCAUGUCUAUCGCAACUGCCGCUGUCGUUACGUUAUCCGCGACCUCCAUGGUUUAUGCAGCCGUACGCGG
Aac-1-1 ..GC.CAGCC..AGC.UGC.C...U....G.G.CC....AUAGCCCUCCGACCUGUCUAAAUUUCAAGGUGUAGGAGGAUUCUUGAUGGGACGAAUUUCAGGGAGAGCUUUAGCUUCCGCAUCGGUUGCAUUGGUGACCGCUAUCUCAGUGACGUCUAUCGUGUACGCAGCGACACGGCA
Aac-1-2 ..GC.CAGCC..AGC.UGC.C...U......G.ACU...GAGGCCCUUUCGACCGAGCCAAAUGACGAAAUGGUAGGAGGAAUUUGAAUGGGCCGCUUUAACAAGAAAUCCGUUACAUCGAUGGCCGCUGGGAUUCUCCUUGCAGCGUCGGCUACGUCGGUGGUUUACGCUGCCACGCGA
Bsp-9-1 UUGG.CAGCC.GGGU.UAC..........C.U.GUA...GGAGAAAGUGCGCACUUUUUUAGCGGUCUCUUUUGGGAUCGCUAUAUUUAUAGGGAUUAUAAAGGUUUAUUUUCCCAAUCACUGAAAAGAUUCCCUAAGGAUUUUUGAGUAGAAAGUUGUUAUAGUGUUGUAAUGCAUUCG
Gth-1-1 U.GA.UAGCA.AGAU.UGCAC...AA...U.U.......UUUUACAACAAGAGGAUUU.CCUUUUGCUAUUUGCCUUAUUAUUAGCGAAAGGUGAUUUUAAAUUGUUAAAAACUAUAUUAGUUGCUGACGAUUCAAUGUUUAUGAGAAAUUUAUUAAAGAAUCUCUUAACCGAUAAUGGU
Ahe-1-4 A.GA.UGGCC.GGGC.UGC.CAAG.C...C.G.......UCAGCUGAGCACUGAAAUCGGCAGGUAUCACACCAAGGCAGCCUUCUGUGAAGAUCCAGAAGGCUGUCUGUUUGUGUUUACCAUUCUGCACAGUGCCAAAUGUCUUGAUGAAACAGACUUUCGCAACAGGAGGUCACACCA
Bsp-9-2 U.GC.CAGCC..AGU.UGC.A....CAC.A.C.......CACGGUAUUGCGCCCUCUUUGAGUGCGUUUUUUAUUUGCACAGGAUUUGUGGAUAGGGAGAGAAUGGCCAUGACAAAGGGAAUACCGUUAUCACUUCAAAAGUUAAAACAUCGCUUUUAUGCUGUGCUGCUUCCUAUCUUU
Psp-4-1 U.GG.CUGCC.AGAC.CGC.C...GGAC.G.........CAGGACAUAGUGCCUUAAACAGCUAUCCGCCCGUCCAUGGCCGGAUAGCUUAUUUUCUUUUUUCAGUGACAGCGAGGAGAGACGACGAGGAUGAAGGAAUGGGUUAAGAAGGCAUUGCAAUGGUUAGGUGCAAGAAAACAG
Pcu-1-2 UUGG.CAGCCU.GGU.UAC.C...GAA..U.U.CG....CUCUCUUGCACAUGCUCGGAGCGGCUUCUUUAAUGAUGCGGCUUUUUUCUUUUUUACUGGACCAGCUAUCAAGGGAGGAGCGUGUUGUAUUGUCAACGAAAGAGAUGAUCUCGCCGAAAGCGCUUGUUCAUAGCCGGACCG
Pmu-3-2 U.GG.CAGCC.GGGC.UGCAU...UCAC.C.........CACAACAACAAAGAGCA...AAGGGGACAUCAAGAUUAUGGUGAAUUUCGUGUCGGUAGCAGAGGGAAUGACGUCGGUGGGCAAGGGGAUCGGAUUUGGGAUCAUUGCGAUCGGAGCCCUUCCGUUUCUGCUGCUGAAGAG
Pmu-1-2 AUGG.CAGCC.GGGC.UGCAU...UCAC...........CCACAACAACAAAGAGCAAAGGGGACAUCAAGAUUAUGGUGAAUUUCGUGUCGGUAGCAGAGGGAAUGACGUCGGUGGGCAAGGGGAUCGGAUUUGGGAUCAUUGCGAUCGGAGCCCUUCCGUUUCUGCUGCUGAAGAGUC
Bsp-9-3 U.GC.CAGCC..AGU.UGC.A...GAACAA...U.....GGACCCUUUAGAUUUUG...AUAGGGCUUUUUUUGUGCCUAUCGAUAAAGUAUAAAAACUCUAAAGGAGAGAUUAUUGGAUGAAGAAACUGUUUUCGAUGUUAAUCGCAAGUGCUAUGUUUUUUGGAUUAGGUUCUAAUGC
Pcu-1-3 ..GA.UCGCC.AGAC.UGC.C...GAAG.C.A.......GCAGCUGUCUUAUACUGCCCACUCUUCCAUACGGCUCUGCCGGAUGGGGGAGAUGGCGCAGGGAGGAACCGCAUGCCUGUUUUAGGCAUGCGGUUUUUUGUCAUUUUGGUCGAAAUGAGAGAGAGGUUAUGGGGGAUGAAG
Bco-3-2 U.GC.CAGCC..AGU.UGC.A...GUC....UA......UUGUAGUAGAUUUCAACCGUCCUUUUAGUAAGGUCGGUUUUUUUAUUGUAGAUAGUGGUAUAAAAGAACUAGGUAGUUGAGAGGGUGAAUAGAGUGAAAGUAGGGAGUAAGCGAGUAUUUAUAGUAGCUAUGGCGAGUAUA
Bme-4-1 U.GC.CAGCC..AGU.UGC.ACUUC......G.......UCUUAAAUUUCGUUUCGAUUCUUUACGAAGUUUUUUAGAUGAACUCGUCCAAGCACCUGUCCUCUUUAGUUUACUAGACUAAAGAGGACAGUUUUUUUUGUAAGUUCAGAUUGAAAAAUCGACAUAAGUUGUAUAAUCAAG
Afl-1-1 U.GC.CAGCC..AGU.UGC.C...C....U.UCU.....UAUAAGGAAAUGAUAAGAAGGUUUUACUGUCGAACGAUAGCUGCCUAUAUAUUUGUUUUUAGGCAGCUUUUAUUUUUAUUAACAUAGGAGGAUGAAAACACCAUGAAGUUAACCGUGAGAAAAAAAUUGGUGGCAACGUUU
Bsp-8-2 ..GG.CUGCC.AGGC.UGC.C...GG.....GCU.....CCUUUUUAUGGAUGUCAUG.GCAUCAUACAAAGGAGAGUAUACAAUGACAAUCAAAUUUUUUAAGACAGCUCUUUUGGCUGUACUGCUCGUGUUUGCAGCCUGCCCCGUGAAAGGAGAGGCUGCUGAUAUGAACCGCUCAA
Ahe-1-5 U.GA.UGGCC.GAGU.UGC....................ACCCAAAUCCCUGCGGCACCGUUGCUAGGGAUUUUUUAUUUUUUAGGAUGGGACGGGGAAGUUGUGUGAACCAAAGUCCAAGGCGAUCACCCGAUGUGCAUUCCAGUGACCUUUCCUCUCGUGAUCCCUUCGCCUGGCUGU
Tco-1-2 U.GA.UCGCC.UGGU.UAC.C...GG...G.A.UU....CGGAUGUACCUGUCGCUGCAUGUAACGGUAGACCAUCCCUGCUAAUCGGGGAUGGUUUUUUUGUCAUACAGGAGUCCCAUACAGAAAGGAGUUGUGGAAGGACCAUGCCGUUAUCCAACACUUCCCCGUCACCGAGAAAUU
Pel-1-3 U.GC.CAGCC..AGC.UAC.C........U.G.UCA...UCAAGGAUAAGAACAAGGUGACGACAUAGUUCUGUCUCCUUUUUUGCUUUUCCGCUCUCUUUUGACAGGCGAACAAUCUGCUAGACAACGAAGAGGAGGAAAACGAAUGCGAGCAAGCAAGAAAAAAAUGGCUAUUUUAGG
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Bco-3-3 U.GC.UAGCC..AGC.UGC.C...GAAAAU.C.......GAGGAGGAGAAUCAUGAA..GUUCUAUACACCUGAGGAAAUCAGAGCACGUAAGAACCGUAACAAAAAGUUAAUGUACGUAGGCAUGUUUGUUGGCGUAUCAUUACUUGUUUUCGCCAUUACGUAUAUUCCACAUACUUUG
Bco-2-1 U.GC.CAGCC..AGU.UGC.U...AACG.C...GUAG..UGAAAAGCCGAAGUUUGGCCUUUGUUUUCAUUUGCAAGUUCCCCGGAGAUUGAUCAGAAAGGCGGGGCGGAAAUGGGCAGGAAAAUCGAGACAUUGGAAGAUUUUAAAAGAAUCCUUUAUCUUUGGAUCAGCCCGCUUUUG
Bco-1-1 U.GC.CAGCC..AGU.UGU.U...AACG.C...GUAG..UGAAAAAUCGAAGCUUGGCCUUUGUUUUCAUUUGCAAGUUCCCCGGAGAUAGACCAGAAAGGCGGGGCGGGAAUGGGCAGGAAAAUCGAGACAUUGGAAGAUUUUAAAAGAAUCCUUUAUCUUUGGAUCAGCCCGAUUUUG
Pel-1-4 U.GU.CAGCC..AGC.UGC.C...GAAG.G.A.CA....AGAGGAAUAGUCGAACACGGCCUCCCUUUUGGCGCUUGGGAUGGUCUUAUUUUUUUAUGUACAAAAACAACGGGUUGGGGGCAGUUCGGCGUGAAAAAAAUCUUGAUCGUGGACGAUUCGCUAUUCAUGCGAAUGAUACUG
Bsp-2-1 A.GU.CAGCC..AGU.UAC.C...GAAUCU.G.......UAGAAGGGCUUACGAGAAUACCAAAGUUAGCUAGUUGCCGAAUUUGUAUAAUGGUUUACAGAGAUUACCAAAGUCAGUCAGUUACCGAAUCUGUAAAAGGUCACUCGGACUAUUCCGAAGUCAACCAUUUACUGAAUCAGU
Pmu-1-3 C.GG.CUGCC.GGGC.UGC.C...GUUA.G.........UCUAACCCAAGCGGCUGUACUGUCUGCAGGGGCAGUCCAUGCGUGAUCAGCGAUCAUCAGAAUCUGCACCAUUCUACCUUGGCACAAAUCUUCUGAUCUCGUGAGAAUUUGUCCUUUUGGAGGUUACCAGCUUGAAUCAUU
Pmu-3-3 C.GG.CUGCC.GGGC.UGC.C...GUUA.G.........UCUAACCCAAGCGGCUGUACUGUCUGCAGGGGCAGUCCAUGCGUGAUCAGCGAUCAUCAGAAUCUGCACCAUUCUACCUUGGCACAAAUCUUCUGAUCUCGUGAGAAUUUGUCCUUUUGGAGGUUACCAGCUUGAAUCAUU
Pmu-2-4 U.GG.CAGCC.GGGC.CGC.C...AAUAG..........ACUUCUCUGCUGCUUGGGAGAAUGUUUCUGUUGGGACACGUACAUCAUAUUACUUACAUCUAAGGAGUGUACCCAAUUCAUGCGUAAGAACAAACGAGUGCUGUUUCUCUCCACGGUGGUCGCGCUGGCGCUGACCUUCAC
Bsp-8-3 U.GG.CAGCC.GGGC.UGC.UUGC.......U.AU....UUUUUUAGCAUGACACCUUGCCAGAUUACUAGAAAGGUGAAGAAAUCAUUGAAAAAAAUAGAAAAUCAUAAAUUGAAAACAACUAUUCAAGAACCAGGUGCCCCCCUGGUUGAAAAUAUACAUAUCUAUGAGAGCUUAUUC
Pan-1-1 A.GG.CAGCC.GGGU.CAC.C...AAAG.U.........GGUAGAUUUGAUAAAAAUCCACCUUUUUAAAGGUGGAUUUUUAUUAACUAACUAACUGUUAAAAAAAGGAGUUUUUUGAUGAGUAUAUUCCCUAAGUCUCUUGAAUCUAUGGAACAAGCCCUCUCAGCAUCGACUUUAAGA
Bsp-9-4 U.GG.UGGCU.GGAU.UAC.C...GGAUAG.U.AU....UGAAAAGCUAUUCAGUG...UGAAUGGCUUUUUGUUGUAUAAAACCCUAAAAAGAUUUUAGGUGUUUGCAAGACUUGUACAUAUUACAUUGUUUGAAGCACGCCGAAUUAAAAAAGUGGGGUAUCUAAUGGUGAGAAGAUC
Aac-3-1 A.GA.CCGCC.GGGC.UGC.C...G....C.UUU.....CACGAAUGGGAACAUGGGGCAGCUUGCUGGGGCGAGCUGUUCCUUUUGUGAUGUGGGAAGACGGGGGAAGAGUAAUGGAAAAAAGUAACGUAGAAAAUAAACCCUUUCCGGGGGGGGGGGGGGGGGGGGUAUAAAUAUCCU
Aac-1-3 A.GA.CCGCC.GGGC.UGC.C...G....C.UUU.....CACGAAUGAGAACAUGGGGCAGCUUGCUGGAGCGAGCUGCUCCUUUUGUGAUGUAGGAAGACGGGGGAAGAUCAAUGGAAAAAAGCCACUUAGAAAAUAAACCCUCUCGGGGGGGGGGGGGGGGGUAUAAAUAUCCUCUAA
Aac-2-1 G.GA.UCGCC.GGGC.UGC.C...G....C.U.UA....AGAAGAUAGAUAGGGUGGCAGCUUGCGUAGGCGAGCUGCCCAAAUUGUUUUGGAGGGUUGUGAAAUGGGAAAGAAGCCCUUAGAAAAUAACCCCUUCUCGGGGGGGGGGGGGGGGGGGGGUAUAAAUAUCCUCUAAACCCA
Aac-1-4 G.GA.UCGCC.GGGC.UGC.C...G....C.U.UA....AGAAGAUAGGUAGGGUGGCAGCUUGCGCAGGCGAGCUGCCCAAAUUGUUUUGGAGGGUUGUGAAAUGGGAAAGGAGCCCUUAGAAAAUAACCCCUUUUCGGGGGGGGGGGGGGGGGGUAUAAAUAUCCUCUAAACCCAAAU
Pdo-1-1 A.GG.UCGUC.AGGU.UGC.C...AG...G.G.U.....CUCGUUCUUUGAGCCACGGCUUACAGAACGGGAGGGUAUGGGAAAAUGAAAAAACUAAUGAUGGCGGGUGUAUUGUUGUUGUUUAUGCUGACACAAACGGGUGUCAACGCUCAUGCGAUGGAGUUAGAUGUAAAAGCGACA
Pan-1-2 A.GG.UUGCC.AGGU.UGC.CUGGG....U.........CUCGUUCUAUGAGCCACGGCUGACAGAACGGGAGGAUACGGGGAAAUGAAAAAACUAAUGAUGGCGGGUGUAUGGUUGUUGUUUAUGCUGACACAAAAUGGUUUUGAUGCACAAGCUGCCGAGAUGGAUGUAAAAGCCACC
Lfu-1-1 A.GA.UUGUC.AGGU.UGC.C...AG...G.U.U.....CUGUUCUAGGGGCCGUGGCGAGUAGAAUGGAGUUAGUUCGUAUGAAGAGACAAUUAAAAGUAUGGACCGCACUAAUCGUCAUCAUGAUUAGUUCAUUAGCUUUAUCAAGUGGAAAGGUUGAUGCCAUGUCUAUACAGGAAA
Psp-2-1 ..GA.CAGCC.GGGU.UAC.C...GAA....G.UU....GGAUGAGUGGAAGUGGAGGCUGCUGUUUUGUAAGCGGUCUUUUAUUUUUGCCGGUAUCCAGUAAGUAAGUUCGGACAUGGGGCAGUGCUCACAUUCGUACUUUUCGGCAGAAAUGGAGGACAGCGUGUGAAAACUAUUCAG
Pmu-2-5 U.GA.CCGCU.GGGU.UAC.C...GAAA.A.........GAUACCGUACUUUCCGGUGAUAGGUUCAGAUCGACGGCUGCUCUUGCUGAAGGGUGGCUUUUUUGAUUUUGGUUCGGAUCCCCGCAAGGACCCUCUUCCGACAAUUCAGGCCGCCUCAUCCUACCCGUUAUGGAGGGCUCA
Pmu-1-4 U.GA.CCGCU.GGGU.UAC.C...GAAA.A.........GAUACCGUACUUUCCGGUGAUAGGCUCAGAUCGACGGCUGCUCUUGCUGAAGGGUGGCUUUUUUGAUUUUGGUUCGGAUCCCCGCAAGGACCCUCUUCCGACAAUUCAGGCCGCCUCAUCCUACCCGUUAUGGAGGGCUCA
Pmu-3-4 U.GA.CCGCU.GGGU.UAC.C...GAAA.A.........GAUACCGUACUUUCCGGUGAUAGGUUCAGAUCGACGGCUGCUCUUGCUGAAGGGUGGCUUUUUUGAUUUUGGUUCGGAUCCCCGCAAGGACCCUCUUCCGACAAUUCAGGCCGCCUCAUCCUACCCGUUAUGGAGGGCUCA
Osc-1-1 C.GA.UCGCC.UGGC.UAC.C...AAAAAU.A.G.....UAUUGUAUUUUGGCUGUUCACUUAUACGAACAGUCAUUUUUAUAUUGUGAUGCUGCCCCUUUAAAUUACCUAGACAACUAACAGAAAUUGAUUGAAAUAUUGGAAGAUAGCGGCGACAUAUUAUCAUUACUAGCGUUCAAG
Bsp-2-2 U.GA.CGGCU.GGGC.UGC.C...UGAAA..........UAAUUGGGCUGGAGGGAGAGGAAUGGUAGGGGGAGUAAUACUUAGUCAUGAGGAAUUAGAUUUGGAAUGGGUUGAGCUAAUAAUGAAUGCUCUGGAUAUGGGGUUGUCAGAAGAGGAGAUUAGGUCAUUUUUGGAUGAAUC
Ahe-1-6 U.GC.CAGCC..AGC.UGC.C...G....U.GGU.....UCGGUUUGGGACAACCUCCGUCACGGUUGUCCCUUUUUCAUUUGUGGACACAGGGUGGGACAAACAUGAUGAAAUACUCGUGGUUCAAAGGCAAAGCGGAGCGAAAUGGAGGUGAAUGGAAUGUCCCUAUGCUCGGCCCAU
Pde-1-2 A.GC.CAGCC..AGC.UAC.C...A....A...UAU...UGAAGCAAGCGCCGAACUGCGCCGAUCAACUCUACCAAUCCGGAUGGAAUGGAAGAGUCGCGGAAGCAGAGACGCCAGGCUUCAGAGGAGAGAUUGCGAUGAAAUGGGACAAGCGUCUGUUGGGCCUGCUUGUAUUGGCCG
Pmu-2-6 U.GA.CAGCC.UGGC.CGC.C...G....A.A.UG....GACUCACGAACAACACGGCGGAUCCCUCUUUGCGAAUGGAGUCGGCCUUUUUGCUUUGGCUGCUCCCCAACAUCCAGAACAAACAUCCAAUGCGAGAGGUGGCAACCCCAUGAUGAAGAUGGCUGCAGCAAGAUCAGCCUA
Pmu-1-5 U.GA.CAGCC.UGGC.CGC.C...G....A.A.UG....GACUCACGAACAACACGGCGGAUCCCUCUUUGCGAAUGGAGUCGGCCUUUUUGCUUUGGCUGCUCCCCAACAUCCAGAACAAACAUCCAAUGCGAGAGGUGGCAACCCCAUGAUGAAGAUGGCUGCAGCAAGAUCAGCCUA
Pmu-3-5 U.GA.CAGCC.UGGC.CGC.C...G....A.A.UG....GACUCACGAACAACACGGCGGAUCCCUCUUUGCGAAUGGAGUCGGCCUUUUUGCUUUGGCUGCUCCCCAACAUCCAGAACAAACAUCCAAUGCGAGAGGUGGCAACCCCAUGAUGAAGAUGGCUGCAGCAAGAUCAGCCUA
Pel-1-5 C.GA.CAGCC.UGGC.CGC.C...GAAA.A.G.......AUGCGGAAUCAGCCGGCUGUUUCUUCGGUUACGGGGGAGGCGGCCUUUUUGCGCCAAGGACAUCACUUAAAACCAAGGAUGGUGACGUAGCGGAUGAACACACCGGCUGUUUCCCGCAAUUUUAACAAUUCCAAAGAAAGA
Bba-1-1 U.GC.CAGCC..AGC.UAC.CAUCAA.............AUGAAAAAGGGGAAUUUUUUGAUGUCAAAAAGUAUUUGGACCACACCCGAAGAGGUAAUGAGAAAGAAGAAAAUGAAGAAGAACCCACUUUAUAUUUCAAUAAUGAUAGGCACAGUCAUACUUAGUGUAGCAGUGACGGUA
Bba-1-2 U.GC.CAGCC..AGC.UAC.CAUCAA.............AUGAAAAAGGGGAAUUUUUUGAUGUCAAAAAGUAUUUGGACCACACCCGAAGAGGUAAUGAGAAAGAAGAAAAUGAAGAAGAACCUACUUUAUAUUACAAUAAUGAUUGGCACAGUCAUACUUAGUGUAGCAGUGACGGUA
Bsp-8-4 U.GC.CAGCC..AGC.UGC.C...A....U.C.A.....AACAGAAAAGGGGACUAUUUGAUGUCAAAAAUGAAGUGGGACACGCCUGAAGUUAUAAAACGGAGAAAAAAAAGAAACAAAAUUAUAUUGUACAUAUCAAUUUUUGUAUUUACUAUUGUUUCAAGUGUGCUGGCAACAGUU
Bsp-2-3 ..GU.CAGCC..AGC.UAC.CAUCAA.............ACUCAAAGGAGAAUAUUUGAUGUCAAAGAACUACUUUCUUACACCGGAAGAAAUAAUGCGAAAGAGAAAAAUGAAUAAAAAGCUCCUCUAUGCCUCUUUUAUCAUUUUCACCAUCAUACUGAGUACCUUUGUCACGAUCCU
Afl-1-2 U.GC.CAGCC..AGC.UGC.CA..U....U..A......CCAAAAAAAACAUACAUAUGAAAUGGAGGAAAGGGUAAUGUUUAAAAAAGGACUACCAAUUUUACUAGCAUCGAUGCUUUUUGCUUCGCCUACUUUUGCCGCAAAACAUGAUGGAGCUAAACAUGUACAGAAAAGCUAUCU
Bme-4-2 U.GC.CAGCC..AGC.UGU.CAUUA..............CCAAAAAUAAUUUCACACACAAAAGGAGGAAGUUGGUAAUGUUAAAAAAAGGAUUGCCGAUUUUACUUGCAUCAAUGCUCGUCGCAUCGCCUGCAUUCGCAGCCAAGCAUGAUGAGAAGCAGGAAACGCGAGAAAAGCAAG
Gsp-3-1 U.GC.CAGCC..AGC.UGC.C...A....U.U.AC....CAAAAAAUAAAGGAGGAAUUGGUAAUGUUGAAGAAAGGAUGGCCGAUUUUGGUGGCGUCGAUGCUCGUCGCCUCUCCGGCGUGGGCGGCCGCCAAGCCUGCUGGCAAAGCGCAUGAGCGCGAAACGAUGGUGAAGAAAGUG
Gth-2-1 U.GC.CAGCC..AGC.UGC.C...A....U.U.AC....CAAAAAAUAAAGGAGGAAUUGGUAAUGUUGAAGAAAGGAUGGCCGAUUUUGGUGGCGUCGAUGCUCGUCGCCUCUCCGGCGUGGGCGGCCGCCAAACCUGCGGGCAAAGCGCAUGAGCGCGAAACGAUGGUGAAGAAAGUG
Gsp-1-1 U.GC.CAGCC..AGC.UGC.CAUUAC.............CAAAAAAUAAAAGGAGGAAUUGGUAAUGUUAAAGAAAGGAUGGCCGAUUUUGGUGGCGUCGAUGCUUGUCGCCUCUCCGGCGUGGGCGGCCGCCAAGCCUGCGGGCAAAGCGCAUGAGCGCGAAACGAUGGUGAAGAAAGU
Pal-1-2 ..GC.CUGCC..AGA.CGC.C...GAUU...........AAUAGAACCCCAUCUCUAUUAGUCGUAUUCGUUGUUUCUGUAUGAUUCAUGGCGAGAUGCCCCACCCUAGCUGCCUAUUAAUAAAAUCUAUUGAUAGGAAGUGAAUAACGGAUGAAGACUGGGAGAAAGCGGAGUGCCCGA
Pde-1-3 U.GC.CAGCC..AGU.UGC.CGGCGAAUA..........GACACCACACUCUAUUCGUCGUAUGCGUUAUUUUUGUAUUGUUCAUGGUAAGCAAUACCCCCUAGCUGCCUAUUAAUAUAAUCUAUUGAUAGGAAGUGAAUAACGGAUGAAGACUAGGAGAAAGCAGAGUGCCCGAAGAUU
Cth-1-1 U.GC.CAGCC..AGC.UGC.CGUUUA.............GGUAACAUAUCCUUAUACGGAUAUGUUUUUUAAUGGGAGAGGCUGUCGGGGGCAUAAUGUUGGCAAUUUCCUAAUUGAGGGAGGAAUUUGGCUGGCCAAACACGAAGUAUUAAUAAAUUUACGAAGUAUUAACAAACUCAC
Ssp-1-1 A.GA.CAGCC..GGU.UAU.C...GAAAA..........AAGGUGGUGAUGAUCAGUGACGAAUAGCUGUUUGUUGAAUACGCACAGUUACGAGGUGAAGCUGCAUCCGAUGCAGAAUUCUCCUUAACAUAUACGCGUGAUUACGAAAUGAUUGAAUCAUUGCCCAAAAAACAGACCUUG
Pmu-3-6 U.GA.CAGCC.GGGC.UGC.U...GCA............GACAGCGAUGGAAGGACCAUAACUGGAGCUGCCUAAUAUCAUAGGUGCUCCUUUUUUGCUUGGAAGGAAUGCGGAUGGCCCGCCACUCCCGGAUGCUCUUCGACCAGGCCCUAACGACCGCAAAUUUUCUUUGGCAGCGCG
Pmu-1-6 U.GA.CAGCC.GGGC.UGC.U...GCA............GACAGCGAUGGAAGGACCAUAACUGGAGCUGCCUAAUCAUAGGUGCUCCUUUUUUGCUUGGAAGGAAUGCGGGAUGGCCCGCCACUCCCGGAUGCUCUUCGACCAGGCCCUAACGACCGCAAAUUUUCUUUGGCAGCGCGC
Pmu-2-7 U.GA.CAGCC.GGGC.UGC.U...GCA............GACAGCGAUGGAAGGACCAUAACUGGAGCUGCCUAAUCAUAGGUGCUCCUUUUUUGCUUGGAAGGAAUGCGGGAUGGCCCGCCACUCCCGGAUGCUCUUCGACCAGGCCCUAACGACCGCAAAUUUUCUUUGGCAGCGCGC
Bsp-12-1 C.GC.UUGCC..AGC.UAC.C...GAAG.U.........AUUGAUGUAGGACGAGACCAAUGAUCCUAUAUCAUUGGUCUUUUUUCGCGCUCAUAAUGUCUAUUUUUGUCUAUUUUUGUAUGUUUGUGUACUUUUAGUUUUUAAAGGAGGUGAGGCAACAGCGGAUAGCCGGUUUAAUGA
Bbr-1-1 C.GC.UUGCC..AGC.UAC.C...GAAG.U.........AUUGAUGUAGGACGCGACCAAUGAUCCUAUAUCAUUGGUCUUUUUUUGCGCUCAUAAUGUCUAUUUUUGUCUACUUUUGUAUGUUUGUGUAUUUUUAACUUUUAAAGGAGGUGAGGCAACAGCGGAUAGCCGGUUUAAUGA
Bsp-13-1 U.GC.CAGCC..AGC.UAC.C...GAAA...U.......AUUGAUGUAGGACAAGACCAAUGAUCCUAUAUCAUUGGUCUUUUUUUGCGCACUCAUUGUCUGUUUUUGUCCAUUUUUGUAGGUAUGAGGAAUUUUCUGUCUGUCCCGGUCAAGGAGGUGAGGCUGCGAAAAGCUGUCGGA
Ean-1-1 U.GC.UUGCC..AGU.UAC.C...GAA..A.U.UC....AAAAAAAGGAGACUAUACAACAUGAAAAAAAUGAAUUAUGUAGUAACUGCCGGUCUUGCUUGUACUUUAAUGCUCACUCCGCUCGGCUCAAUCGACGCCAAGAGUAAGACAUCGAAGUAUGACCGCAACAAGAAUGGGAUC
Bba-1-3 U.GG.UGGCC.GGGC.UGC.C...UGGAA..........UACGAUAUGUAUUUUAGGAGUGAGAAAAAUGGUUAUUACAGAAAGAGAAGUGGAUGUAAUCGAUCAGGAAUGGAUGGCACUAAUACUGGAAGCAAAAGACCUUGGGCUAUCAAUUGAGGAUGUUCGUGAUUUUCUUAAUCG
Bme-3-1 G.GA.CGGCC.GGGU.UUC.C...U....GAU.AC....AUCAGGAGGUAAAGAAAAAAAUGAACAAUCAGCGUGUUGUUACUGGAAGUAUUGGAGCUUCGUAUAUGAGGCCGCGCAUCGUGGCUUUUAUUCCGGCGCACAAUGAAGAAAAAUCAAUUCGCGACUGCUUGGCAGGAUUAG
Bsp-13-2 U.GA.CAGCC.GGGU.UGC.C...A....UAC..A....UCAUGAGCAUAGCAGGAAGAUGAUGGUGACUUUGGGCUGUUUCCGCAUGGGGAAUGGCCUUUUUUAUGCUCACAUGGAAGAAAGGAGGCGCCAUUUUAUCGAUCAACACUAGACUUGUACAUGAAAAAACAAAGAGAGAGA
Bbr-1-2 U.GA.UAGCC.GGGU.UGC.C...AUCA.U.........CUUGGAACAAUUUUUUUGAUGUUGGUAGCUUCGGUUGUUCCAUUUCGAUGGAACGGCCUUUUUUUGUGUUUCGUUUUUUGAAAGGGGGAUGAAAGCACUCUCAUUUUUGCAACAGAAUGGAAAAACAUAACUUUUGGGACG
Bsp-12-2 U.GA.UAGCC.GGGU.UGC.C...AUCA.U.........CUUGAGACUAUUUUUUCGAUGUUGGUAGCUUCGGUUGUUCCAUUUCGAUGGAACGGCCUUUUUUUGUGUUUACAUUUUUGAAAGGAGGAUGAAAGCACUUUCAUUUUCGUAACGGAUGGAAAAACAUAACUUUUGAGACGU
Gsp-3-2 U.GC.CAGCC..AGC.UGC.C...GAA..C.G.UA....UCUUCAAUCCAUCAUUGAUGAAGGGAGAAGAAAAGCAUGAAGCGAAUGCUAGUUGGGUGCCUCGCUGCUGCCUUGUUGUUUUCAUCAGGAUGGGCAACAGCCGAAGCCAAGGGGAAACAACAAUCCAAGCCAAAAUGGGCC
Gsp-1-2 U.GC.CAGCC..AGC.UGC.C...GAA..C.G.UA....UCUUCAAUCCAUCAUUGAUGAAGGGAGAAGAAAAGCAUGAAGCGAAUGCUAGUUGGGUGCCUCGCUGCUGCCUUGUUGUUUUCAUCAGGAUGGGCAACAGCCGAAGCCAAGGGGAAACAACAAUCCAAGCCAAAAUGGGCC
Tco-1-3 U.GA.CAGCC.GGGC.UGCUC...UAAA.U.G.......GUGGUGAUGAAGGAUGGGACAUGCCGUUGAUCAUGCCUUUUUUUCAGGUGACGCAAGUUUGAUCAUCCGGGGAGAGACGCUUGAUUUCGAUGAAAUCACGCGAAGUUUGAAUGUGGAGCCGGCGAGAUGCCUGAGAAAGGG
Bsp-1-1 A.GG.UGGCC.GGGU.UGC.UAUAGA.............AUGGAAGGGUACCUUUAUUUGAUGACGAAAAAAUGGGAGAGUCUAGUGAAAACUAGUUCUCCCCUUUUCUUUUUCUAUUCUAUUUGUUUAGUGAUUUACGAUCUAUUUCUUUAACACCGUUCAUUAUUUGUACUGUAAAAC
Aac-2-2 U.GG.CAGCC.GGGC.UGC.C...GGAA...C.......CCACCGUGAAAAGGGAGUGAAUGUGCGUGAAGAAGCUCUUUAUUUCUGCAGUAGCUGCCGCAGCAAUCUUUGGCUCCACAGCAUUGCCGGUGUUCGCGAACGUCAUCCAUUCGAAUGGUAACACAGGUCAACCUGUCUCUG
Aac-1-5 U.GG.CAGCC.GGGC.UGC.C...GGAA...C.......CCACCGUGAAAAGGGAGUGAAUGUGCGUGAAGAAGCUCUUUAUUUCUGCAGUAGCUGCCGCAGCAAUCUUUGGCUCCACAGCAUUGCCGGUGUUCGCGAACGUCAUCCAUUCGAAUGGUAACACAGGUCAACCUGUCUCUG
Bse-1-2 U.GA.CAGCC..GGU.UGCA.........C.C.G.....AAAGGGCUUGUUUUGUGUUGCAGACAGGCCCUUUUUGCAUUCUUUCCCUUUAGUGAUGUAAUGCAGUGAAGUAGUAUUGAUACGGAUCAAAAAAUCAGGGAGGCGGGAGAGAGAUGAGAAAUCUGAAGAUGCGUUAUAAGC
Bsp-12-3 G.GA.CAGCC.GGGU.UGC.C...A....UAC..C....GUAGUCAUGAUGGACUGUCGGUGGGCAGUCUUUUUUUUGUUGAAAAAAGAGAAGGGAGAAGUGAUUCGGUAUGAGAAAUAGUUUGAAGAAUAAGCUAAUUAUCGUUUUGUGCCUGCUGUUGGUUAUUAGUUUGGGUACGGU
Bbr-1-3 G.GA.CAGCC.GGGU.UGC.C...A....UAC..C....GUAGUCAUGAUGGGCUGUCGGUGGGCAGUCUUUUUUUUGUUGAAAAAAGAGAAGGGAGAAGGGAUUCGGUAUGAAAAAUAGUUUGAAGAAUAAGCUAAUUAUCGUUUUAUGCCUGCUGUUGGUGAUAAGUUUGGGUACGGU
Bsp-13-3 C.GA.UAGCC.GGGU.UGC.C...A....U.GCC.....GUACACGUAAGAAGGCUGUCCGGGUGGCAGUCUUUUUUGUUGCCAAAAAAAGAUAGGAGGUACAGCGUGAGAUGGAAUCCAGUUUGAAGAAAAAGCUAAUCGUCGUCAUGUGCCUGCUCUUGAUUGUCAGCUUGGGUACGG
Pde-1-4 U.GG.CGGCC.GGGU.UGC.C...A....U.G.UU....GAAUAGGGGAUCCAUUCACGUUCUUUAUGGUGAUGAGGCUAUUGCUGAAAGUAGCCUUUUUUCUUUCUAUAGAGGAUGUUGAAGCCUAUGAAGAUUGCUGCUCUCCGCUGGGACCGCCAUACCGAUGAUCGCAUUGUUCAA
Pde-1-5 U.GA.UAGCC.GGGU.UGC.C...CUAA.U.U.......GCGACCGUUGUUGCGUCUUUUUGGCGCCGCCUUUAGGGUGGCGCUUUUUUAAUUCCAAGAGCGCCCCCGUUUAUCAUCUCAUUCUAGCGUAGUUCAGAUUCGUUAUAGAAUGGGGAGAUAGCUAUGGGUACACAUCGAUAU
Pal-1-3 ..GA.CAGCC.GGGU.UGC.C...CUAAU..........UGCAAUAUGAGCGUCUAUUUAAGUGCGCCGCCAUUAGGGUGGCGCUUUUUUGUACGUAUGAAGAAGCGCCCCUGGUGUUCAUCUCAUUCGAGCGGACAACGUCAAAGAAUGGGAGAUGGUAAGGAUGCGGACACGUUGUAC
Pal-1-4 U.GA.CAGCC.GGGU.UGC.C...CUAAU..........UGCGACAUUACGUGUGUCUUUUUUAGUGCUGCGCUGCCAUUAGGGCGGCGCUUUUUUUGUGCUAUUGUAAAGCGUCCCUGGUGUCCAUCUAAUUUGAUCACAGAAUGUAAAAGAAUAGGAGAUGUAAUGAUGCGGACACGU
Bme-3-2 U.GA.UGGCU.GAGU.UUC.CU..UUAC...........UAAAGGAGCAGACUUGAUGGAAAAGCUGAACAAAGUAUUUGAUAACGAACUAGAUAAAGAAUGGCUACAACUUAUUUACGAAGCAAAACAGCUGGGCUUAUCUAGCAAAGAAAUUAAGGAUUUUUUACAACAAAAUAAAGA
Psp-5-1 A.GA.UGGCU.GGAC.UGC.C...U....G.G.GG....ACAAAACCAAAAAAAUGAUCUUAGGAGGAGAUUGUUGUUGAAGAAGUCCGCCCAGGUUAUUUCUUAUGAUCGGUUCCCCGGAAACGUUGACCCGGAAUGGGUGAUUUUGCUCGCCAUGGCAAAGGAGGAGGGGGUCUCCAU
Ppe-1-1 G.GA.UGGCU..GGU.CGC.CCGGGACAAG.C.......CCAAAUAAUGAUCU......UAGGAGGGGAUUGUUGUUGAAAAAGUCCGCCCAGGUUAUUGUUCGUGAUCGGUAUCCCGGGGAAAUCGACCCUGAAUGGGUGGCUCUGCUCGCUAUGGCCAAGGAGGCGGGGAUAUCCGUC
Psp-1-1 G.GA.UGGCU.GGUC.UAC.CCGGGA.............CAAGCCCAAAUAAUGAUCUUAGGAGGGGAUUGCUGUUGGAAAAGUCCGCCCAGGUUAUUGUUCGUGAUCGGUCCCCUGGGGAAAUCGAUCCUGAAUGGGUGGUUCUGCUCGCUAUGGCCAAGGAGGCGGGGAUAUCCAUCG
Pte-1-1 G.GA.UGGCU.GGUC.UGC.CCGGGA.............CAAGCCCCAAUAAUGAUCUUAGGAGGGGAUUGUUGUUGAAAAAGUCCGCCCAGGUUAUUGUUCGUGAUCGGUAUCCCGAGGAAGUCGACCCUGAAUGGGAGGCUCUGCUCGCUAUGGCCAAGGAGGCGGGGAUAUCCAUCG
Esp-1-2 ..GG.CAGCC..AGU.UUC.C...AAAG.G.........AGGUUCGUCUCGUGAAGAAAUUCUUCGCAGGGAUGUUGGUAUUGUUGUUCGCACUGAUUGUGGUGCGACCUGCCGCCACUGAAGCGGCGAGCGCGCGUGUCGAUACACGGACGGGGAAAGUCGACGUGUACAUCUCGAACC
Pal-1-5 A.GC.CAGCC..AGU.UAC.CGGGU....A.U.A.....GAGGAAUAGCGGCAGCGAAAAUGCACGUUACGAUCCCUUCUUAUUUCGGUAAGUGGGGAUCUUUUUUAUUGCUUGUAAACUUCAUAUCGCACUCCGUAUUUGUAUAAAGGCAAAGCCAUUGAAAAAUGGUGACGCAAAGCU
Bsp-10-1 A.GA.UGGCU.GGGC.UGC.C...UGAAA..........UACCAAAGUAUUUUAGGAGGGAAAUAGGGAUGGAAAACGUAACAGUUGAAAUGACAGAAAAUUUAGAUAAGGAGUGGGUAGAUCUAAUAACGAAUGCAUUAGAGAUGGGCAUUUCAUCCGCAGAAAUUAGAGAUUUCUUAC
Osc-1-2 U.GA.UCGCC.UGGU.UGC.CAAGAG.............GGAUUGUAUGCACAAUAUUUCAUUGGCUAUUCUUCAUGUUAAAGGAUAGUUUUUUAUUGGAAUAUUUUCAAUUGGCAAUUUCUACCAUUGUAAUAGGGUAAAAUGUAAUUUGGUGGGGGGAGAGCCUAUGAGUGAGAUUAU
Btu-1-1 U.GA.UCGCC.GGGU.UGC.CACUC..............GAACAGGAUAAGGCGCCCUGCAGGAAAAGGGCGCUUUUUACAUCAUGACAGAGGAGGGUGAAGAAAUUGGAGAACUUUCCAAAUAAACCCUCAUCCGGGGGGGGGGGGGGGGGGGGGGGGGGGGGUAUAAAUCCCCUAAAA
Lmo-2-1 U.GA.CAGCC.UAGC.UGC.CGUGAA.............AGAUUGCGUACUAAACCUGCCCUUUUGUGGCAGGUUUUUUUCUCUUAAAUCUACUUAACUGUAAAGAAUGCAGUUUACAUAUUGACCAACACAGAAAGGUGUUACCCGCCUAAUAAAAAAAACGUGAGUUUGGCGGGGCUG
Bce-1-2 A.GA.CCGCC.AGAC.UAC.CAAGAC.............ACUUUUUGGCUAUUCUUUUUUUAGGAUAGUUUUUUUUUGUAAAAAUACAUAAUUACUCACAACAUAAGAGAGGGAUUACAUCAUGAAAAGCUUUUUUAAGAGAUUUACCUUUACAUGGAACGCCAAAUUAAGAACAAAAUU
Osc-1-3 ..GG.CAGCC.UAGC.UAC.C...GAAG.A.........AAACUGGGACUUUAGUGCAUGGAGACCAAGUUCUUAUGGAUCUCCUAUUUGACGUAAUGGUAGACCUAGUGGUUGUUUUCGAAAACCCAAUUAAAUAGAGUGAGGAGGUUUAGAAAGUGGAUUAUAAGGUUUGGAUGUAUA
Tco-1-4 U.GA.CAGCC.GGGC.UGC.C...GGAG...U.UU....GUGCAAUCUGUGACGCAGACUGCCUUCAUGAGCUUGGAGGCAGUUUUUUUGCGGUCCGGUGUUUGCGUCCCCGCCUGCGGGGGAGGAACAUGUCGGAUAGAACGCUUGCGAGGAAAGCAUUCGGUUGGAAGGGGGGAAUUG
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Bcy-1-1 A.GC.UAGUC..AGU.UAC.C...GAAUA..........GAUUGGAUUGGUUUUGAC..CAAUUUUUGAUAUUGGUCUUUUUUUAUUUACGUACCUUUAAAUGAGAAAUAAUAUCAAUUUAGGGGCUAAAACAUUAUAUUAUUUAACUAUACAAAAAAUAAGGAGGAAGUGCUUUUAUGA
Bwe-1-1 A.GC.UAGCC..AGU.UAC.C...GGACGG.A.......UAGGGUUGGUCUUG......GCCAAUGCUUUUUCAUUGGUCUUUUUUUUUGGUUUAUAUUUGAGAAUUGUUAUCAAUUAAAGGUGUGUUUUGAAAUUAUUAUUUUGUAUUAACUGAAUUAAGGAAGGUAAUGUGAAUGAAA
Bth-21-1 C.GC.UAGCC..AGU.UAC.C...GGACGG.A.......UAGGGUUGGUCUUG......ACCAAUGCUUUUUCAUUGGUCUUUUUUUUAUUUGCAAAUAAAUGAGAAUUGUUAUCGAUUGUUAAUAAGGUUUAUAUUUUAAUAGUUUUUCUUUAUAUUGAGUUAAUUAAGAAAGGUGAUG
Bce-29-1 C.GC.UAGCC..AGU.UAC.C...GGACGG.A.......UAGGGUUGGUCUUG......ACCAAUGCUUUUUCAUUGGUCUUUUUUUUAUUUGCAAAUAAAUGAGAAUUGUUAUCAAUUGUUAAUAAGGCUUAUAUUUUAAUAGUUUUUCUUUAUAUUGAGUUAAUUAAGAAAGGUGAUG
Bce-18-1 C.GC.UAGCC..AGU.UAC.C...GGACGG.A.......UAGGGUUGGUCUUG......ACCAAUGCUUUUUCAUUGGUCUUUUUUUUAUUUACAAAUAAAUGAGAAAUGUUAUCAAUUGUUAAUAAGGUUUAUAUUUCAAUAGUUUUUCUUUAUAUUGAGUUAAUUAAGAAAGGUGAUG
Bce-27-1 C.GC.UAGCC..AGU.UAC.C...GGACGG.A.......UAGGGUUGGUCUUGACCAAUGCUUUUUCAUUGGUCUUUUUUUAUUUGCAAACAAAUGAGAAACCUUAUCAGUUGUUGAUAGGGUUUCUAUUUUAAUAGUUUUCCUUUAUAUUAAGUUAAUUAAGAAAGGUGAUGUUGAUGA
Bth-13-1 C.GC.UAGCC..AGU.UAC.C...GGACGG.A.......UAGGGUUGGUCUUGACCAAUGCUUUUUCAUUGGUCUUUUUUUAUUUGUAAACAAAUGAGAAACCUUAUCAGUUGUUGAUAAGGUUUCUAUUUUAAUAGUUUUCCUUUAUAUUAAGUUAAUUAAGAAAGGUGAUGUUGAUGA
Bce-14-1 C.GC.UAGCC..AGU.UAC.C...GGACGG.A.......UAGGGUUGGUCUUGACCAAUGCUUUUUCAUUGGUCUUUUUUUAUUUGUAAACAAAUGAGAAACCUUAUCAGUUGUUGAUAAGGUUUCUAUUUUAAUAGUUUUCCUUUAUAUUAAGUUAAUUAAGAAAGGUGAUGUUGAUGA
Bce-47-1 C.GC.UAGCC..AGU.UAC.C...GGACGG.A.......UAGGGUUGGUCUUGACCAAUGCUUUUUCAUUGGUCUUUUUUUAUUUGCAAACAAAUGAGAAACCUUAUCAGUUGUUGAUAAGGUUUCUAUUUUAAUAGUUUUCCUUUAUAUUAAGUUAAUUAAGAAAGGUGAUGUGAAUGA
Ban-5-1 C.GC.UAGCC..AGU.UAC.C...GGACGG.A.......UAGGGUUGGUCUUGACCAAUGCUUUUUCAUUGGUCUUUUUUUAUUUGCAAACAAAUGAGAAACCUUAUCAGUUGUUGAUAAGGUUUCUAUUUUAAUAGUUUUCCUUUAUAUUAAGUUAAUUAAGAAAGGUGAUGUUGAUGA
Bce-28-2 C.GC.UAGCC..AGU.UAC.C...GGACGG.A.......UAGGGUUGGUCUUGACCAAUGCUUUUUCAUUGGUCUUUUUUUAUUUGCAAACAAAUGAGAAACCUUAUCAGUUGUUGAUAAGGUUUCUAUUUUAAUAGUUUUCCUUUAUAUUAAGUUAAUUAAGAAAGGUGAUGUGAAUGA
Bce-25-1 C.GC.UAGCC..AGU.UAC.C...GGACGG.A.......UAGGGUUGGUCUUGACCAAUGCUUUUUCAUUGGUCUUUUUUUAUUUGCAAACAAAUGAGAAACCUUAUCAGUUGUUGAUAAGGUUUCUAUUUUAAUAGCUUUCCUUUAUAUUAAGUUAAUUAAGAAAGGUGAUGUUGAUGA
Bce-2-1 C.GC.UAGCC..AGU.UAC.C...GGACGG.A.......UAGGGUUGGUCUUGACCAAUGCUUUUUCAUUGGUCUUUUUUUAUUUACAAACAAAUGAGAAACCUUAUCAGUUGUUGAUAAGGUUUCUAUUUUAAUAGUUUUCCUUUAUAUUAAGUUAAUUAAGAAAGGUGAUGUUGAUGA
Bce-44-1 C.GC.UAGCC..AGU.UAC.C...GGACGG.A.......UAGGGUUGGUCUUGACCAAUGCUUUUUCAUUGGUCUUUUUUUAUUUGCAAACAAAUGAGAAACCUUAUCAGUUGUUGAUAAGGUUUUUAUUUUAAUAGUUUUCCUUUAUAUUAAGUUAAUUAAGAAAGGUGAUGUUGAUGA
Bth-7-1 C.GC.UAGCC..AGU.UAC.C...GGACGG.A.......UAGGGUUGGUCUUGACCAAUGCUUUUUCAUUGGUCUUUUUUUAUUUGCAAACAAAUGAGAAACCUUAUCAGUUGUUGAUAAGGUUUCUAUUUUAAUAGUUUUCCUUUAUAUUAAGUUAAUUAAGAAAGGUGAUGUUGAUGA
Bth-10-2 C.GC.UAGCC..AGU.UAC.C...GGACGG.A.......UAGGGUUGGUCUUGACCAAUGCUUUUUCAUUGGUCUUUUUUUAUUUGCAAACAAAUGAGAAACCUUAUCAGUUGUUGAUAAGGUUUUUAUUUUAAUAGUUUUCCUUUAUAUUAAGUUAAUUAAGAAAGGUGAUGUUGAUGA
Bce-33-2 C.GC.UAGCC..AGU.UAC.C...GGACGG.A.......UAGGGUUGGUCUUGACCAAUGCUUUUUCAUUGGUCUUUUUUUAUUUGCAAACAAAUGAGAAACCUUAUCAGUUGUUGAUAAGGUUUCUAUUUUAAUAGUUUUCCUUUAUAUUAAGUUAAUUAAGAAAGGUGAUGUGAAUGA
Bce-16-2 C.GC.UAGCC..AGU.UAC.C...GGACGG.A.......UAGGGUUGGUCUUGACCAAUGCUUUUUCAUUGGUCUUUUUUUUAUUUGCGAACAAAUGAGAAACCUUAUCAGCUGUUGAUAAGGUUUCUAUUUUAAUAGUUUUCCUUUAUAUUAAUUUAAUUAAGAAAGGUGAUGUUGAUG
Bth-15-1 U.GC.UAGCC..AGU.UAC.C...GGACGG.A.......UAGGGUUGGUCUUG......ACCAAUGCUUUUUCAUUGGUCUUUUUUUAUUUGCAAACAAAUGAGAAACCUUAUCAGUUGUUGAUAAGGUUUCUAUUUUAAUAGUUUUCCUUUAUAUUAAGUUAAUUAAGAAAGGUGAUGU
Bth-22-1 U.GC.UAGCC..AGU.UAC.C...GGACGG.A.......UAGGGUUGGUCUUG......ACCAAUGCUUUUUCAUUGGUCUUUUUUUAUUUGCAAACAAAUGAGAAACCUUAUCAGUUGUUGAUAAGGUUUCUAUUUUAAUAGUUUUCCUUUAUAUUAAGUUAAUUAAGAAAGGUGAUGU
Bce-7-1 U.GC.UAGCC..AGU.UAC.C...GGACGG.A.......UAGGGUUGGUCUUG......ACCAAUGCUCUUUUCAUUGGUCUUUUUUUUAUUUGUAAACAAAUGAGAACUUUUAUCAUUUAUUAAUAAGGUUUAUAUUUUAAUAGUUUUACUUUAAAUUAAGUUAAUUAAGAAAGGUGAU
Bce-21-1 U.GC.UAGCC..AGU.UAC.C...GGACGG.A.......UAGGGUUGGUUUUGACCAAUGCUUUUUCAUUGGUCUUUUUUUUAUUUGUAAACAAAUGAGAAUUGUUAUCAUUUAUUGAUGAGGUUUAUAUUUUAAUAGUUUUACUUUAUACUAAGUUAAUUUAGAAAGGUGAUGUUAAUG
Bmy-1-1 U.GC.UAGCC..AGU.UAC.C...GGACGG.A.......UAGGGUUGGUUUUGACCAAUGCUUUUUCAUUGGUCUUUUUUUUAUUUGUAAACAAAUGAGAAUCGUUAUCAUUUAUUGAUGAGGUUUAUAUUUUAAUAGUUUUACUUUAUACUAAGUUAAUUUAGAAAGGUGAUGUUAAUG
Bth-4-1 U.GC.UAGCC..AGU.UAC.C...GGACGG.A.......UAGGGUUGGUCUUGGCCAAUGCGUUUACAUUGGCUUUUUUUUAUUCUCGAACAUAUUGAGAAACAUCUUUAAACAAAAUAUUCAUAUAUUUUGUUUUUUUGUUUAGAAUCAUUAAGGAAGGUGGAUAUUAAUGAAAAAAUA
Bth-3-1 U.GC.UAGCC..AGU.UAC.C...GGACGG.A.......UAGGGUUGGUCUUGGCCAAUGCUUUUACAUUGGCUUUUUUUUUAUUCUCGAACAUAUUGAGAAACAUCUUUAAACAAAAUAUUCAUAUAUUUUGUUUUUUUGUUUAGAAUCAUUAAGGAAGGUGGAUAUUAAUGAAAAAAU
Bce-30-1 U.GC.UAGCC..AGU.UAC.C...GGACGG.A.......UAGGGUUGGUCUUGGCCAAUGCUUUUACAUUGGCUUUUUUUUAUUCUCGAACAUAUUGAGAAACAUCUUUAAACAAAAUAUUCAUAUAUUUUGUUUUUUUGUUUAGAAUCAUUAAGGAAGGUGGAUAUUAAUGAAAAAAUA
Bth-14-1 C.GC.UAGCC..AGU.UAC.C...GGACGG.A.......UAGGGUUGGUCUUGGCCAAUGCUUUUACAUUGGCUUUUUUUUAUUCUCGAACAUAUUGAGAAACAUUUUCAAACAAAAUAUUCAUAUAUUUUGUUUUUUUUGUUUAUGUUGAUUAAGGAAGGUGGAUAUUAAUGAAAAAAU
Bce-15-1 C.GC.UAGCC..AGU.UAC.C...GGACGG.A.......UAGGGUUGGUCUUGGCCAAUGCUUUUACAUUGGCUUUUUUUUAUUCUCGAACAUAUUGAGAAACAUUUUCAAACAAAAUAUUCAUAUAUUUUGUUUUUUUGUUUAUGUUGAUUAAGGAAGGUGGAUAUUAAUGAAAAAAUA
Bce-13-1 C.GC.UAGCC..AGU.UAC.C...GGACGG.A.......UAGGGUUGGUCUUGGCCAAUGCUUUUACAUUGGCUUUUUUUUAUUCUCGAACAUAUUGAGAAAUAUUUUCAAACAAAAUAUCCAUAUAUUUUGUUUUUUUGUUUGUGUUGAUUAAGGAAGGUGGAUAUUAAUGAAAAAAUA
Bth-1-1 C.GC.UAGCC..AGU.UAC.C...GGACGG.A.......UAGGGUUGGUCUUGGCCAAUGCUUUUACAUUGGCUUUUUUUUAUUCUCGAACAUAUUGAGAAACAUUUUCAAACAAAAUAUCCAUAUAUUUUGUUUUUUUUGUUUGUGUUGAUUAAGGAAGGUGGAUAUUAAUGAAAAAAU
Bce-17-1 C.GC.UAGCC..AGU.UAC.C...GGACGG.A.......UAGGGUUGGUCUUGGCCAAUGCUUUUACAUUGGCUUUUUUUUAUUCUCGAACAUAUUGAGAAACAUUUUCAAACAAAAUAUCCAUAUAUUUUGUUUUUUUGUUUGUGUUGAUUAAGGAAGGUGGAUAUUAAUGAAAAAAUA
Bth-9-1 C.GC.UAGCC..AGU.UAC.C...GGACGG.A.......UAGGGUUGGUCUUGGCCAAUGCUUUUACAUUGGCUUUUUUUUAUUCUCGAACAUAUUGAGAAACAUUUUCAAACAAAAUAUUCAUAUAUUUUGUUUUUUUGUUUAUGUUAAUUAAGGAAGGUGGAUAUUAAUGAAAAAAUA
Bce-6-1 C.GC.UAGCC..AGU.UAC.C...GGACGG.A.......UAGGGUUGGUCUUGGCCAAUGCUUUUACAUUGGCUUUUUUUUAUUCUCGAACAUAUUGAGAAACAUUUUCAAACAAAAUAUUCAUAUAUUUUGUUUUUUUUGUUUAUGUUGAUUAAGGAAGGUGGAUAUUAAUGAAAAAAU
Bce-26-1 C.GC.UAGCC..AGU.UAC.C...GGACGG.A.......UAGGGUUGGUCUUUGCCAAUGCUUUUACAUUGGCUUUUUUUUAUUCUCGAACAUAUUGAGAAACAUUUUCAAACAAAAUAUUCAUAUAUUUUGUUUUUUUUGUUUAUGUUGAUUAAGGAAGGUGGAUAUUAAUGAAAAAAU
Bsp-11-1 C.GC.UAGCC..AGU.UAC.C...GGACGG.A.......UAGGGUUGGUCUUUGCCAAUGCUUUUACAUUGGCUUUUUUUUAUUCUCGAACAUAUUGAGAAACAUUUUCAAACAAAAUAUUCAUAUAUUUUGUUUUUUUGUUUAUGUUAGUUAAGGAAGGUGGAUAUUAAUGAAAAAAUA
Bce-4-1 C.GC.UAGCC..AGU.UAC.C...GGACGG.A.......UAGGGUUGGUCUUUGCCAAUGCUUUUACAUUGGCUUUUUUUUAUUCUCGAACAUAUUGAGAAACAUUUUCAAACAAAAUAUUCAUAUAUUUUGUUUUUUUGUUUAUGUUAGUUAAGGAAGGUGGAUAUUAAUGAAAAAAUA
Bce-11-1 U.GC.UAGCC..AGU.UAC.C...GGACGG.A.......UAGGGUUGGUCUUGGCCAAUGCUUUUACAUUGGUCUUUUUUUAUUCUCGAACAUAUUGAGAAUCAUUUUCAAACAAAAUAUUCGUAUAUUUUGUUUUUUUGUUUUUAAUUUUGAUAAUUAAGGAAGGUGAAUAUUAAUGAA
Bth-11-1 U.GC.UAGCC..AGU.UAC.C...GGACGG.A.......UAGGGUUGGUCUUUGCCAAUGCUUUUACAUUGGCUUUUUUUUAUUCUCGAACAUAUUGAGAAACAUUUUUAAACAAAAUAUUCAUAUAUUUUGUUUUUUUUUGUUUAUGUUAGUUAAGGAAGGUGGAUAUUAAUGAAAAAA
Bce-42-1 U.GC.UAGCC..AGU.UAC.C...GGACGG.A.......UAGGGUUGGUCUUGACCAAUGCUUUUUACAUUGGUCUUUUUUUAUUCUCGAACAUAUUGAGAAUCAUUUCAAACAAAAUAUUUAUAUAUUUUGUUUUUUUGUUUUAAGUAAUUAAGGAAGGUGAAUAUUGAUGAAAAAGUA
Bce-39-1 U.GC.UAGCC..AGU.UAC.C...GGACGG.A.......UAGGGUUGGUCUUGACCAAUGCUUUUUACAUUGGUCUUUUUUUAUUCUCGAACAUAUUGAGAAUCAUUUCAAACAAAAUAUUCAUAUAUUUUGUUUUUUUGUUUUAAGUAAUUAAGGAAGGUGAAUAUUGAUGAAAAAGUA
Bth-6-1 U.GC.UAGCC..AGU.UAC.C...GGACGG.A.......UAGGGUUGGUCUUGACCAAUGCUUUUUACAUUGGUCUUUUUUUAUUCUCGAACAUAUUGAGAAUCAUUUCAAACAAAAUAUUCAUAUAUUUUGUUUUUUUUUGUUUUAAGUAAUUAAGGAAGGUGAAUAUUGAUGAAAAAG
Bce-38-1 U.GC.UAGCC..AGU.UAC.C...GGACGG.A.......UAGGGUUGGUCUUGACCAAUGCUUUUUACAUUGGUCUUUUUUUAUUCUCGAACAUAUUGAGAAUCAUUUCAAACAAAAUAUUGAUAUAUUUUGUUUUUUUGUUUUAAGUAAUUAAGGAAGGUGAAUAUUGAUGAAAAAGUA
Bce-36-1 U.GC.UAGCC..AGU.UAC.C...GGACGG.A.......UAGGGUUGGUCUUGACCAAUGCUUUUUCAUUGGUCUUUUUUUUAUAUUUAUAACCGUUUGAGAAUGGUUAUCGAUUAGGUAUAAAAAUAUUUUAAUAUUUAAAUUUUAUGUGGGUUUAAUUUAGAAAGGUGAUGUUAAUGA
Bce-8-2 U.GC.UAGCC..AGU.UAC.C...GGACGG.A.......UAGGGUUGGUCUUGACCAAUGCUCUUUUCAUUGGUCUUUUUUUUAUUUGUAGACAAAUGAGAAUUGUUGUCAUUUAUUAAUAAGGUUUAUAUUUUAAUAGUUUUACUUUAAAUUAAGUUAAUUAAGAAAGGUGAUGUUAAU
Bce-32-1 U.GC.UAGCC..AGU.UAC.C...GGACGG.A.......UAGGGUUGGUCUUGACCAAUGCUCUUUUCAUUGGUCUUUUUUUUGUUUAUAAACAAAUGAGAGCCGUUAUCGUUUAUUAAUAAGGUAUAUAUUUUAAUAGCGUUACUUUAUAGUAAGUUAAUUAAGGAAGGUGAUGUUAAU
Bce-12-1 A.GC.UAGCC..AGU.UAC.C...GGACGG.A.......UAGGGUUGGUCUUGGCCAAUGCUUAUUACAUUGGUCUUUUUUUAUCUUUAUUCAUAUUGAGAACCAUUUUCAAACAAAAUAUUCUUAUAUUUUGUUUUUUUUUGCUGGAGAUAUUAGGGAAGGUGAAGUUAAUGAAAAAAU
Bsp-9-5 U.GC.CAGCC..AGU.UGC.C...GA.....A.U.....UCUUCUUCUUAUUAUUUCU.CCCUCUGCUAAACCCCAUAGCAUUCCUAUUCUUCCUAAUAAUUAUUUUUUCACUUCUAUUUUUUUAUAGUAAUUUGAGAACCGGUUGUACGUCCGAACUCCUGGAUUAAUUGAUGGUCAUG
Pal-1-6 U.GG.CAGCC.GGGC.UGC.C...A....U.U.CG....AGUUGCGGUAACCAAACAACGGUUAUUUGGUGACAAGGCUAUUCCCAAUGGCCUUUUUUUGCGCACAAAGGUUGGGGUAAAUGAUGGAAAUUGUGUUGCUGAUGUGGGACGAAUGUACUUCCUAUAAAAACAUAGCUUCGU
Psp-5-2 U.GA.UCGCC.GGGU.UAC.C...CUAAA..........AGGCUGGCUUCCGGAGAAAAGGCACGUUUAGGGUACGUGUCUUUUUUGUCGUCUAUGUCCGAUUCCGAAUAAGCCGAGGAACCUCAUCGAGGGAGGGAACUGAAGUGGUGCUUGUACUGUCAUUAUUGCUGAUGACCGCCA
Bsp-9-6 A.GA.UGGCU.GGGU.UAC.C...GAA..U.G.GC....UUGAAGAGGGCUAUUCUCUGAAUAGCCCUCUUUUUUAUUGACUACAACAGCGGUCCUGCAUGAAUAAAAAACCUAGGUGGGAGGAAUGGGAGCAUCAGAAAAGACGAGUUAAGAAUGACUUCGACAAAAUACUGUUAACGG
Pdo-1-2 C.GA.UGGCU.GGGU.UAC.C...GAAUG..........GUUUAAGGACUAUUCCACAGCGAAUGGUCCUUUUUUUAUAGGCACAACAAGAACACCACAUACAACAUUACAUUGUAAGGACAGGGGCUGAUGAUUUACUAACAUCUUUUGAAGAAAUACUUAAUAAGAGGAGGGAAAACA
Bsp-8-5 U.GG.CAGCC.GGGC.CGC.CA..A....G.AAU.....AUCAUUCUUGUAAACUUUUAUAAAUCAUACACCCUUUCUAAUUUGCCUAAUCCAUUUAUUAAAGAGAGGGAGAUCAAUGUUUUACCCGACAUUUUUAUGCAAAGAUACUAAUCAGAGGCAUCUGGUCAAAGACUCGAAUUU
Bsm-1-1 U.GG.UAGCC.GGGC.UGC.CAAGA....U.U.......UAUUCUUGAUAAAUCUUGUUCAAAACUGAAAUUCCUUUCUUAAAAAUUUGCCUAAAUUUUAGGAAAGGAUUGAAUUCAAUUGAAAAAAACGUUUACAACUGUCCUUAUUGCGGAUGACUCUCAGUUUAUGAGGAAUCAUUU
Bsp-3-1 U.GG.CAGCC.GGGU.UGC.ACAAGUA............UAUAACCUAUACACUACCUUUCUAGUUUGCCUGUAUUUUUACUCAGAAAGGUUGAAACCUAUGAUUUUCCCGACAGUUUACAGUAAAGAAACCAAUUUAAGACAUGUAGUUAAGGACCGAAACAAAUGCAUAUGUGGUUUU
Bsp-2-4 U.GG.UAGCC.GGGU.UGC.AAUUUA.............CAAAAAAUUAUUUUAACAACUUUUCAAAUUAUCCCUUUCUUAAUUUGCCUUAACAUUAGAAGGGAAUGAUCAAAGUGAAUAAAACUGUACUUAUUAUUGACGAUUCAACUUUUAUGAGAAACAUGCUAAAAAAUGUGUUAU
Bsp-3-2 U.GG.CAGCC.GGGC.UGC.A.CAGAA............GAAUAACUAUUUUCGUUUGCCUUUUUUUAUUGGAAAGGAUGUUUUGAAGUGGACGAAAUAAACUCACAGGAUGGUGAAAACACCACUAAAGAUACUGCUGAAUAUAACAGUCAGCAAAUGGAACUAACUAAAAUAAAAAAU
Bce-1-3 U.GA.UAGCC.GGGU.UAC.C...UA...G.U.A.....UAUUCUAGAGUAAACUGCUAUAACGUUAUAUGCAGUUUUUUCUAUUUUUAUUAACGAAAACGUUUUCGUGAACAAGAGUAAUAUAUUCACAAGUGGAGGAGGAAUGAUGUUGAAGCAAGAAAAGGCAAAAAAUCUAGUGUU
Bco-3-4 G.GA.UGGCU.GGUC.UGC.CUCUACAA.UAU.......ACUAAAAGUAUAAUU.....AGGAGGUAAGUGAAUAGUGGUUAAGGAAGAACUCGAUGUAGAAUGGAUGGAAUUAGUCAAGGAAGCUCUAUCAGUAGGUAUUACAAAAACAGAAAUAAAAGAGUUCUUACAGUCACAGACC
Bsp-6-1 C.GA.UCGCC.GGGU.UAC.C...GAAA.A.A.GG....AUUGAGAAGUGAGAGGAAUAGCAUGACAAAUUGCUACUCCUCUUCAGAGAGACUCGACAAUCUUUUAGUCGGGUCUUUUUUGUGCGUAAAAAAUAGGAGGAAAGUACUAUGAGUGAUGAUUUGAGAAUGGGUCUAUUGGAG
Bsp-3-3 C.GA.UGGCU.GGGU.UGC.C...U....G.........GAAUACGAUACGUAUCCUGGGGGGAAGAAUUUUGACGGAGCAAAAUGUAAAGGUCGAAGAAAUUGAUUUGGAGUGGCUGCAGUUAAUUAUGGAAGCAAAGAACUUAGGCCUGCAAAAGGAAGAAAUUAGAGAGUUUUUACA
Bsp-9-7 G.GA.UGGCU.GGGC.UGC.C...U....GAAAUA....CUAAUAGUAUUUUAGGAGGAGAUUUGUCAGUGGUAGAAAAAGAAUUGGAUCUUGAAUGGAUUACACUAAUCAAAGAAGCAAUGUCUGUAGGGGUCACCAAAGAUGAAAUCCUAGAAUACCUACAUACGAAUAAAGAAGAGA
Bsp-8-6 G.GA.CGGCU.GGAU.UGC.C...UG...GAA.UA....CGAAAUGUAUUUUAGGGGGAAGAGAAGGGUUAUGAAAAAUAAUAUGCAGGAAAUGGACAUGGAAUGGGUCGCACUAAUUACUGAGGCGAAGGAAAUAGGCCUGAAAAAAGAAGAUAUACUUAACUUUCUUGCCGGCCAGCC
Osc-1-4 G.GA.UGGCU.GGAU.UAC.A........U.A.GAU...AAUAAUGGGGGAUAGGACAAUUGAAUAAGAUCUUAAAAGAAAUUGACCUUGAUUAUGAGUGGAUCUUGUUAAUUAGGGAGGCGAAGGAGUUGGGUAUGACGAUAGAAGAAAUUAGACUGUUUCUAAAAGAGGCAAAAAGGU
Pel-1-6 U.GA.CGGCC.GAGC.CGC.C...AAAGA..........GGGAUGCAGCUUAAACGUACGCUCCGUUCCGUUUAAGAUUGCGGGGCUAUUUGUCAUGCACCGCAAGAACAAACGAGUAACAUGCGUAUUUUCCCGAUUAAGGAAAAAAAUGGGCAUGCAAACAUUUUCCCCUCCUUGGAA
Baz-1-1 ..GA.UAGCU.GGGC.UAC.C...AAAA.G.U.......AAUAAACCAGGGGGAAAUAUGGAUACUCAAAGUACACAGUCUUCUCAGACUCAAGACAUUAAACUACCCACAAUUGAUUUAGAGUGGUUACAAUUACUUUUAGUUGCAAAAUCAAUGGGACUAUCGAUUGAGGACAUAAGG
Pmu-1-7 U.GC.CAGCC..AGC.UAC.C...GAA..A.G.AU....GACGGGGUACAUAGAUGUUUCCCAUCCCUCCUUUCGGCUGAAGCAGGGAUAUUUUGUAUGAAAAGGAGGCGAAAUCCAAGAUGAAGCUGGUGAAUCUCGAGACGGGAGAAAUCCUGGCGUGGGAACUGCGUACAGCGAAAA
Pmu-2-8 U.GC.CAGCC..AGC.UAC.C...GAA..A.G.AU....GACGGGGUACAUAGAUGUUUCCCAUCCCUCCUUUCGGCUGAAGCAGGGAUAUUUUGUAUGAAAAGGAGGGGAAAUCCAAGAUGAAGCUGGUGAAUCUCGAGACGGGAGAAAUCCUGGCGUGGGAACUGCGUACAGCGAAAA
Bli-1-1 C.GG.UUGAC.AGGU.UGC.C...GAAUA..........AACAGGGAGUUCGCCCGUUUUUAUUCGGGCGGGCUCUUUUCUUUUUAUUUCCAAUAUAAUGUUUUAUUGGAAACGACAAAUCUGUGACAGCGUUUUUCGCUCAUCGCAAAACCGCAACAUUGCAUUGCGGCUUGGCUGUUC
Bpu-2-1 U.GG.UCGCC.AGGU.UAC.C...GAA..U.CA......AAAUGGGAGUCCCUCCGUUUUAUUCGGGGUGGGCUUCUUUCCGUAUUCUGUCUAUUUUAAUGAAAUAGACUUGGUUCUUUUGAUAUAGAGGGUGCAGAGUUGUCACAUUGGUGGAGAAAACAUAGAAGAGGCGGAGGAUGA
Bpu-1-1 A.GG.UCGCC.AGGU.UAC.C...GAA..U.CA......AAAUGGGAGUCCCUCCGUUUUAUUCGGGGUGGGCUUCUUUCCGUAUUCUGUCUAUUUUAAUGAAAUAGACUUGGUUCUUUUGAUAUAGAGGGUGCAGGGUUGUCACAUUGGUGGAGAAAACAUAGAAGAGGCGGAGGAUGA
Bsp-6-2 U.GG.UCGGC.AGGC.UAC.C..................GAAUCAAAAUGGGAGUCCCUCCGUUUUAUUCGGGGUGGGCUCCUUUUCUGUCAUUUCGUCUAUUUUAAUGAAAUAGACUUGGUUCUUUUGAUAUAGAGGGUAAAGGGGAUCGUAUUGGUGUAGAAAACAUAGAAGAGCGGA
Bsp-7-1 U.GG.UCGGC.AGGU.UAC.C..................GAAUCAAAAUGGGAGUCCCUCCGUUUUAUUCGGGGUGGGCUCCUUUUCUGUUAUUCCGUCUAUUUUAAUGAAAUAGACUUGGUUCUUUUGAUAUAGAGGGUGCAGGGUAUCACAGUUGGUGGAGAAAACAUAGAAGAGCGG
Axy-1-1 U.GG.UAGCC.GAGU.UGC.C...AAAGG..........AACCUCUUAUGAUAUAUUAGGAGGUAAACAGGAUGAUCGAGUUUUUUAAAAGAUUGAUUAAGUGUCAUUUGCAAGGAAAACAUAAGAUUAGUAUUAUCACUGGUGCAUGUGUAAGGUGUAAUUAUGAUCGGAAUGAACGUU
Bba-1-4 ..GC.UUGCC..AGU.UAC.C...GAACAC.G..A....CCAACUCCUGCGAUUUAUGUAAACCAACAAUUGAGGAGGUUUUCAUGUGUUGAAAAUAUUUAUAAGGGGCAAAUAUUAUUAUCAUCUAUUCCAGCACCAUCACCAUGAAUUGCUGCAGCAAGAUUGCCUGGAUUAUGCGCU
Oih-1-1 ..GA.UGGCU.GGAC.UAU.C...UG...G.AUGU....AAGGUAGGGGACUAAAUCGUGGAUAAAACAUUACAUUCUGUUAAGGUUGAUCAAGAGUGGGUACGUUUAAUCAAACAAGCGAGAGAAUUGGGACUUACAAUCGAAGAGAUAAGACAGUUCAUAAUGGUUACAGGUCAGAAG
Bce-1-4 U.GA.UAGCC.GGGU.UAC.C...UA...G.U.A.....GGCAAGAUUAUCGGAAAGGGGUUUGAUGUUUUUGGGGAACAUGAAGAUGGUGGCAGUAGAUGAGGAGUGGAAAGGUUUAUUGAAGGAAGCGAGAGAUUUGGGGUUAACGCCAAAAGAUAUUAGAAUAUUUUUGGCGAAAAA
Pel-1-7 U.GG.CAGCC..AGU.UAC.C...GAAA.G.........GAGAGCUUUUUUAUGUUCAAAAAGCUAUUGGCGAUGACAUUCAUCACAACUUUGCUGCUGGCAGCACCAAAAGGAACAUAUGCCGCAACCGAAAACUACCAAAUCGACCAAACCGCUCUGGAUAAAGGUCUCAUCGCGGUA
Ppo-3-1 U.GG.CAGCCU.GGC.CAC.C...GAAAG..........GAAGUUUUUUAUGGGGAAAAUGAUACUUUCCACACUUCUCCUAUUUUUCAUGCUGUCCGCAAUUCUCUUAAAUUCGACAAUUUACGCUGCUGAUAGUGUUGCAUGGUUGGACCAAAACAAUGUAAAUCAUGGGACGGUCAG
Psp-3-1 U.GG.CAGCC..AGU.UAC.C...GAAAG..........AGGGGUUUUUUAUGCUGAAAAAAAGCUUUAUUCUUAUGCUGACCACUUGUCUGCUUUUUCUUGUUACCCCCACUCUUUACGCCAAAGCUGUUGCACCUGAACAGCAAGCAGUAGCUCCCGCGUCCAAUCCCGUAUUUCAAU
Pte-1-2 ..GG.CAGCC..AGC.UAC.C...GGU..U.G.GA....GAGGCUUUUUGUCGUUCUUUUUUUCCUGAAAAACUUUAUACGAUAAUAGCAAACCUGUCGAAAGGCAGGGACGCAAAGCUAUAGGGCCUUCUUUUUAAGAUGGCAGCCUGGCCGCCGAAAGGAAGUUUUUCUAUGAGGAAA
Ppo-1-1 ..GG.CAGCC..AGC.UAC.CAGA.....U.G.AA....CGAGCUUUUUAUUAUGUCUUUUUUACAUAGAUCCAUCACAAAUUGCUAUGCCUCUCUCGAAAAAAGCCCUGAUCGCUAUGAUCAGGGCUUUUUUCUAUUGGGAUAGUCAUGUCAGCCUAGCAUGCUGAAUAUACUAAUUUC
Ppe-1-2 ..GG.CAGCC..AGC.CAC.C...GAAA.U.G.AA....CGAGCUUUUUAUUAUGUCUUUUUUACAUAGAUCAACAACAUAAUGCUAUGCCUCUCUCCAAGAAAAGCCCUGAUCGCUAAGAUCAGGGCUUUUUUCUGUUGGGAUAGUCAUGCCAGCCUAGCACGCUGAAUAUACUAAUCU
Psp-1-2 ..GG.UAGCC..AGC.CAC.C...GAAA.U.G.AA....CGAGCUUUUUAUUAUGUCUUUUUUACAUAAAUCUACAACAAAAUACUAUGCCUCUCUCGAAGAAAAGCCCUGAUCGCUAAGAUCAGGGCUUUUUUCUGUUGGGAUAGUCAUGCCAACCUAGCAUGCUGAAUAUACUAAUCU
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Pla-1-1 U.GG.CAGCCU.GGC.UAC.C...GAAGG..........GAGUUUACAGUAUGCGCAACAUGGUGUUGGCUAUUGUAGGGUUUAUUGCGUUAUUCGUAUUGGCUCCGGUUGUACAUGCUUCCCAAACGGGAGAUUGGCUGGAUCUGGAGCAGCUUGAUCGCGGAGUCAUCGCCGUUCGCU
Bsp-8-7 U.GA.UAGUC.GGGC.UGC.C............A.....GGGUGAUAACGCGGAUAGCUUUGGAUUUUAUGCUUAGUCCUUUCAGAGCUAAUCGGCCGAACCUUUUGGCAUAGUGACUGAAAGGAAAGGGUGCAUAAUCAUGUAUUUUUUUGGUACGGAAGAAUUUUUUGAGGAGCAGUU
Bsp-2-5 G.GA.UGGCU.GGAC.UUC.C...UAUU...........AAGUUAGUGGGGGGAGAAAUUGACUACAGAGUUGAAAGUAAAUGGCGAAUUGGAUGUUGAAUGGAUUCAAUUAAUUUUAGAAGCAUUAGAAAUGGGAAUUGAUAAGGAAGAUAUUAGGAAAUUUUUAAAAGAAAAAAAGGC
Osp-1-1 U.GA.CGGCU.GGAU.UGU.C...U....G.G.AU....AAAAAAAUGGGGGACUAAUUUUGGAAAAAACAAUUGAUAAUGUAGCAGUUGAUCAAGAGUGGGUAUUGCUAAUUAAGAAUGCAAAGAGAUUAGGUUUGACUAUGGAGGAGAUACGACAAUUUCUGCUCGGUGCAGGGCAAA
Sin-1-1 G.GG.UAGCC.GGGC.UGC.C...GAACG..........AAAAAAUUCAUGGUGUUGGUACCCCGCUGUCAAUUUCGGCGCCGUUUUGAAUCAAAAGAGGCGAUGGAACGAUGAGACUUUUUCAACUCCUUCAAGGUAAGAACUUUUCCCAUCAUUAUCAACCGAUUAUCAAAUUAAGCA
Bbr-1-4 U.GG.CAGCC.GGGU.UGC.C...AACG.A.G.C.....AGUGUAUUUUGCUGUUUUAGUAUGACGGCUCCUUUCAUGCGAAAGGGGCCUCUUUAUUUUUCAAAAGGGAGUGGUUGUAGCAUGUCAAUCCUUCAAACACUGGACAAGCAGUACAUCAAUGGGGAGUGGCGCGACGGACUU
Bsp-12-4 U.GG.CAGCC.GGGU.UGC.C...GAC..U.A.GC....AGUGUAUUUUGCUGUUUUAGUUUUACGGCUCCUUUCAUGCGAAGGGGGCCUAUUUACUUUACAAAAGGGAGAGGUUAAAGCAUGUCAAUCCUUCAAACACUGGACAAGCAGUACAUCAAUGGGGAGUGGCGCGACGGACUU
Bba-1-5 U.GC.CAGCC..AGA.UAC.C...GAA..U.A.UG....AUCACCUUCCUACGAAUUAUGAAAUAUACCUUUGGAGGGAACUAUGUUACUAUUUAUUGCAGGUCUAAUCGUCGGUUCUUUUGCCAUGCUCUUCACCAUGAGUUUAAUGGUUGCGGCUAAAAGAGGUGAUGAAGCAGGGGA
Bba-1-6 U.GC.UUGCC..AGU.UAC.C...GAAU.A.CU......AAGACCUCCGUACGAUCCUUUGGAGGAGAACAUGAAUAGAAAAAACUUGAGAAAAAAUGCACCUAGAAGUAAAUGUGGAUACUUAACGGCAAAGGAACAAAAAAUUGUCGAAUGGUAUGAAAGUAAAAGGUUAGAGGCAAA
Baz-1-2 U.GU.CAGCC..AGU.UUC.C...GAA..U.A.......CAACAAGUUUUAUUCCGUCGAUUUGUGUGGAUUAAGGGGAGGAAUCCAUGUGUUGAAAAUUUUUAUGAAGGUCGGUUAUUAUUUACACCGUUAUUUACAAGGGUACAAUGAAGUACUGUCAAAUGACGCCUUAUGUGAAGA
Bce-1-5 ..GC.CAGCC..AGU.UAC.C...GAA..U.A.UU....CUCCUAUUAUUAAAGGGGGUAAUGUAGUUUGGGCUUGGACAAAAAUAAUUCUUUAUAUUGUAUCAGUCGGGAUAUUGUGUUUCUAAAGAAGCUAAUGUACAAAGCGAAGGAACGAUUAGGUACGAUGAAUGACCCACUGUU
Bsp-3-4 U.GA.UAGUC.GGGU.UGC.A...GGUG.U.........AAUUGGGAGCUAUAAUUAGAACUCAAACUCAUUGUAACCAGACAUCAGGUCUGCCUUUUGGCAGGCCUCUUUGCGGUUUAGAGGUUUGUUAAUGUUUAGAUAGGGAAACGAAUUAAUGACUGAAAAAUCUAAUAAUAGGAG
Baz-1-3 U.GG.UAGCC.GGGU.UAC....................CAAAGAGAUGGUUAUGUAAAAACUUUUCUAAUCCACCUUUUUGGUGGAUUUUUAUUUUGCCAUUGAAAGGAGGAUAGAGAUUUUUGAAGACUAAAAGUUUAUUAAAUAAUUUAAUUGAUCAAAAUCAAUUUGAACAUUACU
Bme-4-3 U.GA.CAGUC.GGGU.UGC.C...AAAAA..G.......AUCGGAUUAUUUAUCAAUAAGUUAAAGGAUUCUUCCUUUAACAUUUUGUCCGCCAAUCUUUUUGGGCGGACUUUUUUCAUAUUCACCUAAGAAAGGAAUGUAGAAAAAGAAACAAUAAGGAAAGUAUAAAGAUCAGAAACG
Lsp-1-1 A.GA.UAGCU.AGGU.UGC.....AAAAGA...GU....GCUAGUUGUUCCGUUA....AAUUCUAGUUUAAGUUCUUUUAUGCCUAUUUCUUUCGGAAUAGGCUUUUUAUUUGCAAAAACGUAUAAGGAGGAAGAAAGUCAUGAAGUUAUGGAAAAACAUCUCAUUAAAAAACAAACUU
Bsp-4-1 A.GA.UGGCU.AGGU.UGC.....AAAAGA.G..U....GCUAGUUGUAUCCUUUA...AAUUCUAGUUUUAGUUCUUUUUAUGCCUAUUUCUUUCGGAAUAGGCUUUUUAUUUGCAAAAAAACGUAUAAGGAGGAAAAAAGUCAUGAAUUUAUGGAAAAACAUCUCAUUAAAAAACAAA
Lfu-1-2 U.GG.CGGCU.GGGU.UGC....................AAAAGAGUGCUAGUUGUAUCAUUCUCAUUCUAGUUUUUGUUCUUUUAUGCCUAUUUCUUUUGAAAUAGGCAUUUUUUUUGCAAGUAAAGUUCAAAGGAGGAAAAGGGGAAAUGAAGUUGUUAAAAAACACAUCAUUAAAAA
Bme-1-1 U.GA.CGGCU.GGGC.UCC.C...UG...GCA.......AGGGUGGAUGAAUAGUAAUGACAACAGAUAAAAAAUUAGCAGUAGAUCAAGAGUGGAUUAAUCUUAUAAAAGCCGCUCAAGAACUUGGAAUAACAACAGAAGAAGUCCGGGCAUUCUUAUUAACAAAUAAGAAUACAAAAU
Bme-3-3 A.GA.UGGCU.GGGU.UCC.C...UGAC.A.........AGGGUGGAUGAAUAGUGAUGAACACAGAUAAAAAUUAGCAGUAGAUCAGGAAUGGAUUGAUCUAAUAAAAGCCGCUCAUGAACUCGGAUUAAAAAUAGAAGACGUCCGAGAAUUCUUAUUAACGAAUAAGAACAACCAAUA
Bme-2-1 C.GA.CAGCU.GGGU.UCC.C...U....G.GCA.....AAGGGUGGAUGAAUCGUAAUGAAAAAAGAAAAUGUACUGUCAAUCGAUCAAGAGUGGGUAAGUCUUAUGGAAGCAGCUCGCACGCUGGGGCUGACUAUCGAAGAAGUCCGGAGAUUUUUAUCGGAUCUUAAGCGGAACUAA
Cth-1-2 U.GC.CAGCC..AGC.UAC.C...G....G.U.UU....AUGGGGAUCAAAACCACAUCCCUCAUAGACGGGUGUGGUUUUUUAUAUCCUGCAAGCUGAGAGGUAGAUACCUGUAUGGCAAAAAAGAGCAAUCAGUCUGCUCCAAGUAUCCAACUCGUCAACAAAGAAAUGGAAAAGACA
Bsp-1-2 C.GC.CAGCC..AGU.UUC.C...GAACAC.G..A....AACUCCGACGAUUUAUGCAAUUCGAAGGAGGAAUGAUCCGUGAAACGAUUGAUUUUAAAAGCAAAAUACUAUUGGCAUAGCCUACAGUUUAGCAAAAACAAAGCUUUACUAGAGGAUUGCCUUUGUGCGAAUACAAAGUCU
Pmu-2-9 U.GC.CAGCC..AGU.UGC.C...G....G.U.UG....AAAGUAAGUUAUUUGUGAAACUGCAAAUAGGCUUAUCCGGCUCAAUGGAUAAGUCUAUUUUUCGUUCCGCUAAGGAUAUCCUUUAAAUCAUUUAGAGGUGAUCCCGAUGAAGAGAACAUGGAACAUUGCAGUUACUUCCCU
Pmu-1-8 U.GC.CAGCC..AGU.UGC.C...G....G.U.UG....AAAGUAAGUUAUUUGUGAAACUGCAAAUAGGCUUAUCCGGCUCAAUGGAUAAGUCUAUUUUUCGUUCCGCUAAGGAUAUCCUUUAAACCAUUUAGAGGUGAUCCCGAUGAAGAGAACAUGGAACAUUGCAGUUACUUCCCU
Pmu-3-8 U.GC.CAGCC..AGU.UGC.C...G....G.U.UG....AAAGUAAGUUAUUUGUGAAACUGCAAAUAGGCUUAUCCGGCUCAAUGGAUAAGUCUAUUUUUCGUUCCGCUAAGGAUAUCCUUUAAAUCAUUUAGAGGUGAUCCCGAUGAAGAGAACAUGGAACAUUGCAGUUACUUCCCU
Bba-1-7 U.GC.CAGCC..AGC.UAC.C...GAAG...A.......GAUAUAGUUUAUUUGCUAUGUACUAUUCUUCGGAAUAGUACUUUUUUUUGUUUUAAAAAAUUGGAUAAAAAUACCAAUAUUUUGAAGGAGGUUCGCUAUGCUUCAAACCAUUUCCAUCCUAAAUCAAGCAUUGGAUGCUUC
Bsp-2-6 ..GC.CAGCC..AGU.UGC.C...GAA..G.AGU.....AAGCUGCUUACUAUUCUUCGGAGUAGUUUUUUUAUUAUCUCCUAAGGGCUUUAAUCGUUAUAAAUUACUUGUAGGAGGAAAAAACGAUGAAAAGAAGAAUUUGCUUAACAGCGCUUACUCUUUUGUUUGCAAUGGGAACUU
Bsp-3-5 U.GA.CAGUC.GGGU.UGC.C...AAGG.A.........UAAUAAAGAACGUUUAUUUGGCUAUCCCUGUCUAUUUGGGGAUAGUCUUUUUUUUUGGACACCUUUUAAAUAGCUGCAAAAAUGAUGGAGAAUACAGGCAAAGGAGAUCAGCGAUGAUAGUUGUAGAUAAGAAAAAAUACA
Bsp-9-8 U.GC.CAGCC..AGU.UAC.C...GAAU...A.C.....AUCCUCCGUACGAUUUAUUACAAUGUGUUGGAGGUUUUGAAUCGUGAAUUUAAUCCAUCGAUUUUUUGCAGGUUAUUAUGCUAUGCUUCUUGAGGAUUGCCUGGAUCAGGAAUUAAAAGGAGAUUUAUCUCGAAAAAUAAA
Bsp-1-3 U.GC.CAGCC..AGU.UGC.C...GAGUA..U.......AAGCUCGUAUCGAAAGA...AACGUAGACUAAUCGGUAUUUGAUUAGUCUUUUUUUAAUACCUAUUUAUCAAUAUGUUGCUACUAUAUUACUAGAUUUCUUGGAUAAGGGAGUUUGAUCAAAAGGAAGAUGAAACUUUCAA
Baz-1-4 U.GU.CAGCC..AGU.UAC.C...GUAA.U.U..U....UGAAGUAAAAGACUUGUUCCUUUUAUUACGGAAGCAAGUCUUUUUUAUUUUUUUUAAAUGAAAAAGGAGAUAGGUAUUACAAUUUGGAGGUAGGGCAAAAUGUUGUGGGAUUCUAAAGAAACAGUUCAGAAUUUACUUACU
Baz-1-5 U.GU.CAGCC..AGU.UAC.C...AAAU.U.........UAUUUAAGGCGAAACCAUGUCCCCUUUAUUUUUGGGAUAUGGUUUUUUGUUUUGAAUAUAGAUUUCAAUUUAGGUGGGUGGAAAAUGAGGCAUACAGAUGAAGUCCUGGAUUCAGAUCUUCAAAAGGAAAUAAAUAGUCUU
Bsp-8-8 U.GU.CUGCC..AGU.UAC.C...GA.....U..U....CAUCUUUAUGGACGAUAGGCUAAUCGGUUUUGGUUGGUCUAUUUUUUAUGCUGAAGGAUUGAGGAAAAUGAAGAGGGACAGCAAUGAUGAACAUACAAUUUGCACAAGGUUUUGGAUUAGGGGCACUGACUGUUUUAUUGA
Bco-2-2 U.GU.CAGCC..AGU.UAC.C...G....A.U.UU....UACAUCAAAAGGACUAAUCGGUAGGGGAUUAGUCCUUUUUUCGUUGUGCGGAUAUCAAAUGUGAAGAACUUCAUUUAACAAGCAGGAGGAAGCAAGGAUGGCACAGUUUCAAACAGAUAACAAGCAUAAAGCUUUUAUCAU
Bco-1-2 U.GU.CAGCC..AGU.UAC.C...G....A.U.UU....UACAUAAAAAGGGCUAAUCGGUAGGGGAUUAGUCCUUUUUUCGUUGUGCUGAUAUCAAAUGUGAAGAACUUCAUUUAAUAAGGGUAGGAGGAAGCAAAAAGAUGGCACAGUUUCAAGCAGAUAACAGUCAUAAAGCUUUUA
Bsp-9-9 U.GA.CAGCC.GGGU.UGC.C...GAA..U.A.GC....AUGUAAAGCGCUAUUCCACCCGGGUAUAGCGUUUUUUAUUUUGAUAGUCUCAGGCAACAUGAUAUAUAGCACAUCAAUUCUAUUAUCAGGAGGUGAAAGGGUAUGGAAGGCAGCACAACAUUUGUGAGAAGUGCAAUCAAG
Bsp-1-4 A.GA.CGGCU.GGUU.UGC.C...GAAA.G.........GAGAUAGAUUUGGAGCUAUACGGAAAAAGGAUCAUUAUUAUUUCUAGCUUAAUUUUAUCAUUGUCGUUAUUGGACUUCUUUGAUAAUAAAAUAAUAUCGUUAUUUAACUUUAAAGAAGACGGAUAUUUUGAAUUCUUUGUA
Bsp-2-7 U.GA.CGGCU.GGGU.UAC.CGAUGA.............AUGAAAAUGAUUCUACCCUCCUAGUUAUGUCUCUUUGGGUACGAAUAUUUUUUUUGAAAAAAAUUGAUUGACAUACCAAAGCUGUUCCACAAGAAAUAACUAACCACAUGUUGGAUGUACUGGAGUGAGGAAAUGAAAUAU
Bce-29-2 U.GA.UAGUC.UGGU.UGC.AAUU.......U.UG....AUGCUCGCACAUAUUGUU..AUGUGUGGAAAUUGAAGAGGCAACCAGACUUUUUGUUUUUUUAUAAAGUGUUAUAAACGUUCCAUCUAUAUGGAAGUGGAUUACUAUACGAUUUAUAUACAGAAUAUUCAAAAAUAAGGAG
Bth-12-2 U.GA.UAGUC.UGGU.UGC.G...G....U.U..U....GGAUUUUCACACAUAGUUGUGUGUAUGAAAAUCGAAGAGGCAACUGGACUUUUUGUUGUCUCAAAAAAAAUAAAUAGGCACACUGUUCGAAAGGAUAGGUCGCAAAGCUAAGAGUCUAAGGUAAUGAAAAUUACUAUGAUA
Bce-48-2 U.GA.UAGUC.UGGU.UGC.A...G....U.U.UG....GAUUUUCACACAUGUUGUGAUGUAUGAAAAUCCAAAAGGCAACCAGGCUUUUUAUUUUCUAGGAAUAUACAUUACGAUUUGUAAAUUUAGCUGAAUAACAAAUUAAAUGUUCGAAAUAUUCUGUACAUAUAAAGUGAGGGA
Bth-3-2 U.GA.UAGUC.UGGU.UGC.A...G....U.U.UG....GAUUUUCACACAUAGUUGUGUGUAUGAAAAUCGAAGAGGCAACUGGACUUUUUGUUGUCUCAAAAAAAAUAAAUAGGCACACUGUUCGAAAGGAUAGGUCGCAAAGCUAAGAGUCUAAGGUAAUGAAAAUUACUAUGAUAG
Bth-16-2 U.GA.UAGUC.UGGU.UGC.A...G....U.U.UG....GAUUUUCACACAUAGUUGUGUGUAUGAAAAUCGAAAAGGCAACCAGGCUUUUUAUUUUCUAGGAAUACACAUUAAGAUUGUAAAUUUAGCUAAAAAACAAAUUUGAUGUUCGAAAUAUUCGGUAUAUAUAAAGUGAGGGAG
Bth-4-2 U.GA.UAGUC.UGGU.UGC.A...G....U.U.UG....GAUUUUCACACAUAGUUGUAUGUAUGAAAAUCGAAGAGGCAAUUGGACUUUUUAUUGUCUCAAAAAAAAUAAAUGGGCACACUGUUCGAAAGGAUAGGUCGCAAAGCUAAGAGUCUAAGGUAAUGAAAAUUACUAUGAUAG
Bce-18-2 U.GA.UAGUC.UGGU.UGC.A...G....U.U.UG....GAUUUUCACACAUGUUGUGAUGUAUGAAAAUCGAAAAGGCAACCAGGCUUUUUAUUUUCUAGGAAUACACAUUAUGAUUGUAAAUUUAGCUGGAAAAUAAAUUUAAUGUUCUAAAUAUUAAGUAUAUAGAAAGUGAGGUAG
Bth-21-2 U.GA.UAGUC.UGGU.UGC.A...G....U.U.UG....GAUUUUCACACAUGUUGUGAUGUAUGAAAAUCGAAAAGGCAACCAGGCUUUUUAUUUUCUAGGAAUACACAUUAUGAUUGUAAAUUUAGCUGGAAAAUAAAUUUAAUGUUCGAAAUAUUAAGUAUAUAGAAAGUGAGGUAG
Bth-9-2 U.GA.UAGUC.UGGU.UGC.A...G....U.U.UG....GAUUUUCACACAUGUUGUGAUGUAUGAAAAUCGAAAAGGCAACCAGGCUUUUUAUUUUCUAGGAAUACACAUUAUGAUUGUAAAUUUAGCUGAAUAAUAAAUUUAAUGUUCGAAAUAUUCGGUUCAUAAGAAGUGAGGGAG
Bth-2-2 U.GA.UAGUC.UGGU.UGC.A...G....U.U.UG....GAUUUUCACACAUGUUGUGAUGUAUGAAAAUCGAAAAGGCAACCAGAUUUUUUAUUGUCUCAAAAAGAAAAAAUAAAUGGGCACACUGUUCGAAAGGAUAGGUCGCAAAGCUAAGAGUCUAAGGUAAUGAAAAUUACUAUG
Bce-19-2 U.GA.UAGUC.UGGU.UGC.A...G....U.U.UG....GAUUUUCACACAUGUUGUGAUGUAUGAAAAUCCAAAAGGCAACCAGGCUUUUUAUUUUCUAGGAAUAUACACUAUGAUUGUAAAUUUAGCUAGAAAAUAAAUUCAAUGUUCGAAAUAUUCGGUAUGAAGGAAGCAAGGGAG
Bth-19-2 U.GA.UAGUC.UGGU.UGC.A...G....U.U.UG....GAUUUUCACACAUAGUUGUAUGUAUGAAAAUCGAAGAGGCAACUGGACUUUUUGUUUUCUU................................................................................
Bce-36-2 G.GA.UUGUC.GAGU.UGC.....AAAUU..........GUAUUUGCAACUCGACAAUCCUUUUUUAUUUGCCCAAUUAUCAGAUAAUAAGGUAUUUGUUUUAAGAUGGCCCAUUUUAUUGUUCUUAGGCUGAAGGCGGAUGGUAUUCGAAGAAAUAGCCAAUCUCUUUGUUGUUAAGGA
Bsp-10-2 A.GU.UAGCC..AGU.UAC.C...CGCAC..........CAACCUCCGUUGAUUUAUGAGUGAAAAGGAGGUCCUGCUAUGAAGUCGGUAAAAAACUUACAGUACUACUGGCACAAUAUGAGAUCCCACUACUACACUCUUAUUGCUGAAGAUUGUCUGGACAAAGACAUGAAAAAGCAA
Bce-1-6 U.GG.CAGCC..GGU.UGC.A...C....A.A.UA....AUGGGUAAAACCCUCUAUUUUGCACUGGAGUAAAAUAGAGGGUUUUUUAUUAUUCAUUAUAAGGGUUACUUAAUAGAUAUUGGUUUACACAUAUUUAUAAGAAUAGGGGGAUACAUAAUGUUUACGACUAGUGAAAGGCUU
Sne-1-1 AUGA.UCGCC.UGGU.UAC.C....AAG.U.U.UA....UGGAUUAAUAUAUUCCUUUGGCUAUUCUAUAUUAUAUAGAAUAGCUUUUUUAGUGUUUAAAAUUACCUGGCAUGAGUUUGGCGUCAAGAUAUAGUUAGAAAGGAUUAAGAGAUUCUUUAAGUUAUCAAUUUAGAAGCUUUG
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Bce-1-1 UCCUAAGAGAAAGUUUGAAUAUUUGACAAACAAUUAUAAAUUACCUUCUGAAGGUUAUUUCGUUGAUCCAUCAAAUAAUUUUACCGAGAGAUUAAGACAAAUUGCAAUGGUCUGGAAAUGGACAUUUAUGGAUGGUUAAUCAACCCAUUGAAACAAUCAAUUAAAUCCAAGAUUGUUAA
Bce-8-1 CAUUCGAUGAUGAUGGUGAAAUAAAAUUCGAAUCGUUGAGUGCUGCACAACGCCAAUUGAAUAUAAAACGUCAGACACUCUGUGGUUGUUUAAAACGUGGAAACGUCCAUCGUGAAACUGGAUACCGUUUUAAAUAUAUUUCAUAAUUGAUUGACUAAUUGCACACCACAACGUAAAAU
Bce-28-1 UUUUCCGUUAAAGAAACAACCUAUCGUUUUUUCACAACUAAUUGAAGAUGUGUUAGAUACGUAUGAGAUUAAGUUUAUAGAAAAGAAAAUUCGUAUUUCAACAAAUUUAAAUCCAGAAAUCAUUGUAAUGAUUGAUGAGGAUCGUAUGCAACAAGUGCUUCAUAACGUGUUAGAUAAUG
Bth-10-1 UUUUCCGUUAAAGAAACAACCUAUCGUUUUUUCACAACUCAUUGAAGAUGUGUUAGAUACGUAUGAGAUUAAGUUUAUAGAAAAGAAAAUUCGUAUUUCAACAAAUUUAAAUCCAGAAAUCAUUGUAAUGAUUGAUGAGGAUCGUAUGCAACAAGUGCUUCAUAACGUGUUAGAUAAUG
Bce-33-1 UUUUCCGUUAAAGAAACAACCUAUCGUUUUUUCACAACUAAUUGAAGAUGUGUUAGAUACGUAUGAGAUUAAGUUUAUAGAAAAGAAAAUUCGUAUUUCAACAAAUUUAAAUCCAGAAAUCAUUGUAAUGAUUGAUGAGGAUCGUAUGCAACAGGUGCUUCAUAACGUGUUAGAUAAUG
Bce-16-1 UUUUCCGUUAAAGAAACAACCUAUCGUUUUUUCACAACUAAUUGAAGAUGUGUUAGAUACGUAUGAGAUUAAGUUUAUAGAAAAGAAAAUUCGUAUUUCAACAAAUUUAAAUCCAGAAAUCAUUGUAAUGAUUGAUGAGGAUCGUAUGCAACAAGUGCUUCAUAACGUGUUAGAUAAUG
Pel-1-1 UGGGCAACGAUUUCGUCGGCGUCUUUUUGUCGAGCGAAGGCCCGAAAAUGUUCAUUAAUCGCGAGGUGUACGAGCUCGCCUCCUCUUGCUGGGACGUGGAAAUGGUCAAAGGACGCAGCCGGCAGGUCAUUACGUUUUAUUGGCGCGGCGAAGUAAAGCUUUCCGUGCGGUGCGAAGCG
Bha-1-1 AAAAUGGGAAUUAAUGAAGUCGCAAAGGAAAUACAUGUACAGGUGCACGGUUUAAUGAGAGAGGAAGAUGUAGAAGGUUAUAUGAAAGAUUUGCAGGACACCAUUCAUAAAGUGCCAAAACAAGAGUAUACGUUCGUUGUUGACGCUACUUACCAAACACCAGUCCCAUCAAAAGUUGU
Esp-1-1 UCCGCUCGCAAACGUCGAAUCGUACAAGAUUUAUUACGACAUGCCGACAAAGACAAAAAUCAAAAAGAUGCAACAGUAUGACCUCGUCAUCAUCGAGCCUGUUUAUUAUACAGCAGCGCAAAUCAAAGAGUUACAGAAAUAUGGGACAAAAGUGUACGGCUACAUCAACACGAUGGAAG
Pel-1-2 GUUUGGGAAAGGCGGCGGUACCGCACCGGAGGGACAUGUUUCGUUAUUGCAGCAGGACAAGCUGAACGCGGUUGAGGUCACCUAUAAGGUGAACGAUGCGGAGCUGGAGGCACAGCUCCGGAUGAUCGCUUUGUCCGAAGAGGAUCUGCGCAUUCUGGCCAUGUUUAAGCCUAUGAUCA
Bco-3-1 AUAUUUCAACCUAUAUAUAACCUAAAAGAAAUGGAAAUUGUAGGAUAUGAAUCUUUAAUGCGCACUACGAUGUAUAAAGACAUUAAAGAAUUGUUUCAGUUGGCUCAUGAACAGGAAUUCCUAUAUGAACUUGAUACCGCUUCUAUUAAAAACAGCUUGGCUCAAUUUAAGCAUACGUA
Pcu-1-1 CUAGUAAAUGCAGCUGUGAAUGACUACGUAUCGGUAACAAAAACUGUAAAUCCAACAACGAUUACGACGGAGGAUGAAGCUGAAGUAACGCUUAAUGUAACUGGUAUUCCGCCAGCAAACGUUGUCGUGCCAAAUGACGUUGUACUCAUUAUCGACAAAUCAGGAAGUAUGGCUCCGAG
Bsp-8-1 UCGCCAACCAAAUUUAACUAGAUAAAAAGGGCCGAUAUCUUUUGGAUACCGGCCCUUUAUCAUUUAUAAGCUUAAAUGGUUCUUCAUUUCCGACUGAAUUCUGCCCUUUUCUUCAUCUGAAACCAUUAAAUACCAUAUGUUAUCAAUUCUUUCUCCGGUUCCCUCGAUGGAAAUCUGUU
Bse-1-1 UUUGUGGAUCCUGGUUUUCUCUGAUCAUACUGUUAUGUACCUUGCAGGGAUCAGUUUGUUAAAUACGAUUGCUCUUAUUUUUGGUUUGUUUUGGCUUUUUUUUUCGUAUCGACAGGCUGAGGGGCCAAAACGUUAUGUCUGGUUCCUUUUGAUCAUGAGUUUUAUCAGUAUUAUGAUCA
Pmu-1-1 UGCUCCUUCAACUGAUUCUUCCGGGAGUAAGCGCCUUUGCCGCAGAAACGAAUUCGUCCAUCCUGCCGCCAAGCAACUUGGCAUCGCAGUUUGUGACCCCGGAUGACGUAAAGCUUUCGUGGAGCUCCGUGUAUGGAGCCACAGGCUAUCAGGUUUAUGAGAUCGGAGAGGGUCAGUUG
Pmu-3-1 UGCUCCUUCAACUGGUUCUUCCGGGAGUAAGCGCCUUUGCCGCAGAAACGAAUUCGUCCAUCCUGCCGCCAAGCAACUUGGCAUCGCAGUUUGUGACCCCGGAUGACGUCAAGCUUUCGUGGAGCUCCGUGUAUGGAGCCACAGGCUAUCAGGUUUAUGAGAUCGGAGAGGGUCAGCUG
Pmu-2-1 UGCUCCUUCAACUGGUUCUUCCGGGAGUAAGCGCCUUUGCCGCAGAAACGAAUUCGUCCAUCCUGCCGCCAAGCAACUUGGCAUCGCAGUUUGUGACUCCGGAUGACGUCAAGCUUUCGUGGAGCUCCGUGUAUGGAGCCACAGGCUAUCAGGUUUAUGAGAUCGGAGAGGGUCAGCUG
Tco-1-1 GGUCAGCAGGCGGCACAGCCCGGGAACGGGGAGCAGGGAAAGAAGCCGGUACCGAUGCCGCCCGCGCUGAUGGUCGGUGCGAAACUGGACGUUCGGGUAUAAUCGGACUGAUCGGCAGAGAACGAUUAUUAUAGGAUAAAUCCGUUGACAAUUUGUUGAACGGCGUGAUACUGUACGUC
Pal-1-1 CGAAUUGAAUGAAACGUAGAGUAAAGUUAGCUGUAACAUGGCUGUGCGUAUUUGCCGUGUUCUUCGGGUUUAUUCCUCACACACUGCAAAGUGCAGAUGCAGCCGCACAAGAUCCAAUCUGGCCAGAACCAGGUGCUGUGAAAUUAAGCAAGACAGCGAAGCCAACCGGGACGCCGGGA
Pde-1-1 GGAAACUAUGAAACGCCGAUUCAGACUACUAGUCACAUGGUUGUGUAUGUUGAGUGUCGCAUUUGGGACGAUUCCGGGCACGCUCGGGGCCCAGGCGGCGAAUUCCGGGGAGCUUGAGUGGCCGAAUCCGGGAGCCGUGAAGCUCACGAAGGAAGCGAACCCGGUUGAAGGCAAGCUGG
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73

Ahe-1-1 ACACCAAUCGCUUUUCGGUUACUGCGGUAUCUGGCCGAACGUAUCGGUGAAGUGGUCCCCAGCGAUGAUCUGAUUAUUCGGGGCUGGGGUGAGAAUACCAUGGCUCAACGGGAUGAGUUGUAUGUGUUCAUCCGGCAGAUCCGGAUUCAGCUUGAGGAUAACCCCGAUGCGCCGACAUG
Ahe-1-2 ...................................................................................................................................................................................
Ahe-1-3 GGAUAUCCAUCGCGCGAAUCCUGGCCACAACAGAGGCUGGAGCUUCUCGGCCGAUGCGAAUGAAAGUGACAUGACCAAUGUUACGGUCGGCAAUUCAACUGCGACUGUCGCGACGAACUCGACGGCCAAUUCGAGCGGGGAGAAUCAGCAAGGGCCAUGGGACAAGCGUGAUCGCGACG
Aac-1-1 UGAGGCUGUACCGGCCCGGUCCUUGUCUCACGGUCCAGCUGUGGUGGCUUCAAAAAUCAAAGAAGCCGAGGAUCACAAAGCUCCCGAACAAACGGACCAAGGCGAUCAAAAGGAUCAUGGCGACCAAAAGGACCAAGGCGAUCGAAACGACCAUUCGUCGGACGCCCAAGAAUCUGAUC
Aac-1-2 GGUCCUGUAGCGGUUGCGAACACCCAUCGGUCAAGUAUAUCCGCUUUGGAAGCGGAGAAUUCCGCUGCAACCGGAGAACAAAACACGUCAAACGACAACGCCACGCUGAAUGGGACCGAUGUGGCCAACGCGACGGCGGAUGAACUCAACAAUAAUUCGACAGAGAUUGAAUCGGACGG
Bsp-9-1 UAAUAAUAUUGAAAAUUCUUUACUUGAAAAGCAAGUAUGAAAUUAAUGGGAAAAAUACAGUAGUAAAGACUAGUCCUUAAAGAAGAUUCCUUAACGACUAACACUCAUAUACAGAUAUAUUAGUGGAAUCACGCAAAAAGUCCUCAUAAAAAAUGAUUAAGAAGUAGGAAAAAAAAUAA
Gth-1-1 UACCAAGUUGUCGCUGAGGCAUCCGAUGGCAGUAGUGCUGUAUCUCUUUACAAAGAAAAGGCACCUGACAUUGUUAUACUUGACUUAACUAUGUCUAUCAUGAACGGAUUAGAUGCUUUAAAAAAUAUUUUAAAAUUUGAUCCAAGAGCGAAAGUAAUAAUUUAUUCAGCGAUGGGGCA
Ahe-1-4 AUGGAGAACCAAAUGGUGGCAUCGGCACAAGUAGUUAAGCGAGGGUGGACUAUUGGACUAAAGCUACUGACAAUUAGCCUGGCCCUAUUGAUCGUUCCGUCCCUCGUCAUCGGGUUCACGUCGUUUGCCACUGCCAAAAGCAACUUUUCAUCUCAGUUGGACAACCACGAUAUGACGAG
Bsp-9-2 CUUUUUGUAGCCAGUCUAGGUUGGUAUGAAGAAAGCCAAUCGGAUUCACCUGACCGGAUUAAUAUGGUCAUAUUGCCGACGCUCAUACUAUUUUUUAUUAUUUCCUCGUGGAUUGUAUUUUUCAAAAAGGAUUGGAUUGAAAAUACAGAAAAAUUCAAUAUUAUAGCCAUAUGUCUGGU
Psp-4-1 CUUGUGGAGGGCAGGAGAAAGAUUGGAGUUCGGCUGCUUCUGCUGACCAGCAUCAUCACUUUAUUUAACGUAGCGGCAGGCGCGUUCAUCUAUACGCAAAAUCUGUCGGUAUCACAUGCCGUCAAGAAUGCGAAUACGCUGACGAGUGCGCAGCGCGAAUAUGAAGGAAUCUCCAAUUC
Pcu-1-2 UUGUGGAGAAGCAUGAUUACGUGACGACGGGAAUUUCGAUUUUUGUAGAGGGGGAUCUGCUGGGAAUCGAAUUGAAUGAGUAUAAACGGUUUGAACUGGGCGAUGCGGUUCAGAUGACGUUUUAUUCGCCAGUUGGGAUUCAUCGGCUGCAGUCUACCGUUAUCGGCAAGGACGAAGGC
Pmu-3-2 UCUUCAGUAGGCCGUAUCCGGCAGAAACCGAAUAGGACGCAUGCUUUGGGGGUGCGGUCCAACAAGCAGCAGCUAACAGCAAGGAGACACACGUCAGGGCUAACUUGAUGAAAGUCAGGGGCGCAAAGUCACGGGCCUGUAAUCCGUUCCGCGGAUUAUGGCAGCCGGGCUGCAUUCAC
Pmu-1-2 UUCAGUAGGCCGUAUCCGGCAGAGACCGAAUAGGACGCAUGCUUUGGGGUGCGGUCCAACAAGCAGCAGCUAACAGCAAGGAGACACACGUCAGGGCUAACUUGAUGAAAGUCAGGGGCGCAAAGUCACGGGCCUGUGAUCCGUUCCGCGGAUUAUGGCAGCCGGGCUGCAUUCACCCA
Bsp-9-3 GUUAGCUAAUGAAAAUAAGGCUGAAGACCAGGCAAAAGCAAUGGAAAUGAUUGAAAAAACAAAUAGGGAUAUUGAUAAAAAGAUUGAAAAAGCGGUAGAAAAGGCUGAUGAGCUUCAGGAAGAAUAUCUAAUGGAAGUACGUGAAAUCGAAGAAGGAAAAGAGAUACUGGAACUCACCG
Pcu-1-3 AAACGGUUAGUGAGAGGGAUCGCAGCGCUGCUGACAGCCACGAUGGUUGCCGGGCUUAUGCCUGCGCCGUCAUGGCUUGCUAUCGGGCAAGGCGCGGCAGAAGCGGCUGGCACCGCAGCGGGGGCAGUCACGCGAGCAGCGGCGAGUACGGCCAAUCUGGUCCGCUCCGCGGCGACGAC
Bco-3-2 GGCAUUAUCUCGUUUCUUUUAAAAAUCAUUCUUCAUCAGCUCUUUUCAAUUGAUAGUGAUUGGACCAAUUUCUUUACCUUACUUCUUUCGUUUAGUGUGAUUGGACUAUUUAUAUAUUUUCAUAUCUUGACAGGCAAUCGAUCUAUUUGGACAUUUAGUAUUCAAACAAUUGGAUUAGU
Bme-4-1 UGAAGUAAAAGAAUAGUUCAAAUGGUUUAUACAUAUGUCUGAAAAUCAAUCUGUAUUUAUGUAAAUUCAAGCAGCAAACUAGCAUUUACAUAAUAAAAUGCUACUUCAUUUUGAGGAGGAAUAAAAAUUGUUAAAAAACAUGAAUUUUUUCACCAAGAAUAUGUUGUUUUCGAUAGUGA
Afl-1-1 CUUUCGAUAUUGUUGUUAUUUGUUGUUGUGAGUAUGCUUACAUAUAAUCGUUUACAACAAAUCGAUGAACAGUAUUCUAAUGCGAUGAAAGAAGGAUUUGAACGAAUUAACGUUGUGACGAAUAUGCAAAAUGCGAUGUUACGUGAACAAAUUGCGGUACGAGGAUAUUUAAUUAACGG
Bsp-8-2 CCUGGCUGUGGGAUACAGCAGCCAUAAAGGACAGGUCUGAUGAAAUCAUUCAAUUCCUGGCGGACAGGCAGGCAGAUCAGCUGUAUCUGCAGAUUGACCAGAGCCUGCCGGCCGCUGUCUACCAAUCUUUUAUAGAAAAAGCAAAUGCCGGCGGAAUCAGUGUCCAUGCAUUGGAUGGA
Ahe-1-5 CUAGGCAGGCUCCCAUCGCCGUUUACGGUGUCGAUCCACAGGGCAGAGUCACCGUAUGGUCGCCGCCAGCCGAACGCAUAUUUGGGUGGCUUGAGGACGAAGUCAUCGGCCGCGAGAUACCGUUUGUGCCUGACGAUGAGCGGGAACAGGCUAGACAACUCGUUCACCACGUCCGCCAG
Tco-1-2 CGUCGACCGGCUCGAUGGGAUACGACGUCUCGGUGCUGAUGGACUCGAAAGCCGUCGUCGAAAAAAAAGGAUUUGUAUCGACUGGCACGCUGACCUAUGUCGCCGGCGAGCUGCUGGAGAUUGAAUUCCCGCAAUACGACCAGUUCAUGCUCGGCGAAAAGGUCAAGGUCAUGAUUUAC
Pel-1-3 AACCGUCGCGGCUUUAUGCCUCUCUACGGUUUCGAGCGCCGGAGCUGCAAACCGUCCGACUACCAUGGCUCCUAGCGGAAUGGUCACGACUCAACAUUAUUUGGCCUCGGCAGCGGCCUUGAAGGUGCUGGAGGACGGCGGCAACGCCGUAGACGCAGCCAUCACCGCAGCGGCUACGC
Bco-3-3 UAACCCAUUCCGGAGCCGCUGAAGGCUCUUUUUUUUAUGUCUAAAAUAUCUCCCUCUCCUUAAAAAAUUGAGAAAAAUUGAAGUAUUUUUAGACCUUUUCAUAUAAAAUAGAAGUAAUUGUCAGUUUGAAUUGGGGGACAUUGUAUGCAUCGUGUGCAAUUUUUUAAAGGGGUGGUUCG
Bco-2-1 AUCGCUGCCCUUGCGAUUUACAAUUUGGCCCCUCACACAGGCACCCGUACAGCUUUAUUUUAUCUCGCCACGACGCGGAUCCUGAUUGCCUGGAACGUUCUGUUUCUCAUCUGCAUGGUUUUCAAGCGUUAUUUCCGCUUGUUUGACUAUGUGAAUCUCGUGAUCCUCACGGUUUAUUA
Bco-1-1 AUCGCUGCCCUUGCGAUUUACAAUUUGGUCCCUCACACAGGCACCCGUACAGCUUUAUUUUAUCUGGCCACUACGCGGAUCCUGAUUGCUUGGAACAUUCUGUUUCUUAUCUGCAUGGUGUUCAAGCGUUAUUUCCGCUUGUUUGACUAUGUGAAUCUCGUGAUCCUCACGGUUUAUUA
Pel-1-4 AGAAACGUAAUUCAGGAAUUGGGUUACGAAACGGUAGCCGAGGCGAGCAAUGGACUGGAAGCGCUGACAUUAUACUCUGAAUUGAAACCGGAUCUUGUUACGCUUGACAUUACGAUGCCCGAGAUGGACGGGAUCACGGCGCUGGAAGAGAUCAAGAAUAUGGACCCCGACGCAAAAGU
Bsp-2-1 AGAAAGGCUUUUUUGGAAUACCAAAGUUUAGCCAGUUUACGAAUUUGAUUGAAGAGCUUACACGGAAUGUCGAAGUCAGCCAUUUGCCGAAUCUGUAGAACAGCUUACAGGCUAUACCGAAGUCAGCCAGUUACCGAAUCUGUAGUGUUACUUAUCGUUGUUUGCCAAAAUAUUAUAUG
Pmu-1-3 CCCUUGAAAAAUUAUCGGAUGAAGAUCUUCUGGAGGCCUAUCUCCUGGCUCUCGAUUUGAAACUGGAGCCCAGCUUCAUCCGCUUGCUGCGGGAUGAAAUCGACCGCAGACAACUCCAUAUGGAUUGAUACACAAAAGGAGCAUAUGCAGGCAGGAUGUCUACUACCCUUCAAGGAUUG
Pmu-3-3 CCCUUGAAAAAUUAUCGGAUGAAGAUCUUCUGGAGGCCUAUCUCCUGGCUCUCGAUUUGAAACUGGAGCCCAGCUUCAUCCGCUUGCUGCGGGAUGAAAUCGACCGCAGACAACUCCAUAUGGAUUGAUACACAAAAGGAGCAUAUGCAGGCAGGAUGUCUACUACCCUUCAAGGAUUG
Pmu-2-4 GGCCUCUCCGGUGGUCCGUGCGGACGGAGGCAAAUCUUAUAAGCUCUCAUCGGAGAGCACGGAAACACAAGCAACACAAGCAACCACGGGCAGCACGGCUUCAGCCGAUGUGAACGAAUCGGCGGACGAUGAUGCGGACCGCGAUCAUGACGACCGCGGCGACGAUGAUCAUGACGACG
Bsp-8-3 CUGAACACAUCAGACCUGGCUUACAUACUGGAUAAAGAAGGCCAAAUCCUUAAAGUAAAUGAGGCGGCCGUUAAGGCCACAGGAUUUAGUGCAGAAGAAAUUCAAAAGAGGGGAUUUUUUCCCUUUGUCUGCAAGGAAGACCUCCCCAAGGCAGAGACAAGCUUCCAGGCAGUAUUGCA
Pan-1-1 CAACGAGUGCAUUCGGCGAAUAUUGCCAAUGUAGACACGGCCAACUAUAAAAGUAAAAAAGUCGACUUUCAAGCAGCGUUGGAUACAGCAAUGAACAAUCAAAGCCUCUCCAGCUAUAAAACCAAUGAUCGGCAUCUUUCAUUCAGCAAUGAAUCUUCAACAGAUAAAACUGAAAUUCU
Bsp-9-4 AUUAUAUUGUGUCUUAAUAGCUGUUGUCUUUUUGCUCUUUGCAGGAUGCGCUCAUAGAGAAAUAGAUACAUCCCCGGUUUUAAAAGCUGAGGAAGGAUAUAUAGAUUUAAGUAAGUUACAUGAUGACAGGAUCAUCCGGUUAAAUGGUGAGUGGGAGUUUUAUUGGGAAAGGAAAGGCG
Aac-3-1 CUAACUCCAGAUAAUGAAUUCUCAUAUCUCGUUGAAGCGAUUGACCAAGCGCUUCACACCCGUGUUCUCGAGUUUGUCUAUCAACCGAUUGUGAACCACGUUCGUGGAGAGGUUUGUGCCCACGAGGCCUUGAGCCGUCCUCGGAUUGACGGCCGCGCAAUUGCGCCGGAUGUGUGGUU
Aac-1-3 CUCCAGAUGAUGAAUUCUCUUAUCUGGCUGAAGCGAUCGACCAAGCGCUUCACAACCAUGUUCUCGAGUUUGUCUAUCAACCGAUUGUGAACCACGUUCGUGGAGAGGUUUGUGCCCACGAGGCGUUAAGCCGUCCUCGGAUUGACGGCCGCGCAAUUGCGCCGGAUGUGUGGUUUCGU
Aac-2-1 AAUGAUGAACUAUCUCUUGUCGAAUCGAUCGAGGAAGUGCUACGUACAAACGUUCUCGAGUUUGUCUAUCAACCGAUUGUGGAUCAUGCUCGUGGGGAGGUCUGCGCCCACGAGGCAUUGAGUCGCCCUCGAUUUCGUGGACAUGGGAUUUCACCCGAUGUGUGGUUUCGCGCAGCGGU
Aac-1-4 GAUGAGCUGUCCCUUGUCGAAUCGAUCGAGGAAGUGCUACGUACAAACGUUCUCGAGUUUGUCUAUCAACCGAUUGUGGAUCAUGCUCGUGGGGAGGUCUGCGCCCACGAGGCAUUGAGUCGCCCCCGAUUUCGUGGACAUGGGAUUUCACCCGAUGUGUGGUUUCGCGCAGCGGUUGC
Pdo-1-1 UGGUUGUGGAAUCCGUGGAUGAUUUAUAGUGAUGAAGCGGGCACACUAGCGUUUUUAGAAAGCAAAGAAGUCAACAAAGUAUAUGUCCAAAUUGACGAAGACAUACCAGUGGCUGUCUACCAAAGCUUUAUUGAAAAAGCGGGAGCAUCCGGCAUGACAAUAUAUGCAUUAGACGGGGC
Pan-1-2 UGGUUAUGGAAUCCAUGGAUGAUCUACAGCGAUGAAGCGGGCACACUCGCUUUUUUGGAAAGUAAAGAUGUCAAUAAAGUCUACGUGCAGAUUGAUGCCGAUAUUCCGGUCAGUGUUUAUCGAAGCUUUAUCGAAAAAGCGGGAGUUGUCGGCAUGGCCAUCUAUGCAUUGGACGGAGC
Lfu-1-1 AGGCUACAUGGCUGUGGGAUACAUCCCUUAUCAUGGAUGACCAAGAAAAAAUAUUAUUAUUUUUAGAACAUAACGAUGUCAAUAAAGUUUAUCUGCAAAUCGAUCAAGGCAUAGCGAGCAAUGACUAUAAGCAUUUUAUUAGUAACGCUUCUCACAGAGGUAUUCGCAUUUAUGCAUUG
Psp-2-1 UCCCUUUUACAAAAUAAAGCCCGCCUAAUGCUGGGAUACCUGCUCUGUAUCGCUUUGGCGCUUCUUUUCGAAGCUAGCAGGCUUCAUCUUAUCUACGGAAUCGCCUUCUCGUUUUCCAGCAUCUUUCUCCUGUUUGCCGUAUCGUUGUUCGGCGUCCGUCUGGGCGUCCUGGCCGGCGU
Pmu-2-5 UCAUGUCUGGAACUUAUAAUGUCUAUCUCGUUCUCCUCUCGUAUCUCAUCGCUUUUAUGUCGGCCUAUUCGGCCUUUGAUCUGGCGCGCCGGCUCUCCGCCGCCGCGGCCCGCGUUCGCAGGCUCUGCCUCGGCCUGGCGGGCGUGAUUCUCGGCAUCGGCAUCUGGGCCAUGCACUUC
Pmu-1-4 UCAUGUCUGGAACUUAUAAUGUCUAUCUCGUUCUCCUCUCGUAUCUCAUCGCUUUUAUGUCGGCCUAUUCGGCCUUUGAUCUGGCGCGCCGGCUCUCCGCCGCCGCGGCCCGCGUUCGCAGGCUCUGCCUCGGCCUGGCGGGCGUGAUUCUCGGCAUCGGCAUCUGGGCCAUGCACUUC
Pmu-3-4 UCAUGUCUGGAACUUAUAAUGUUUAUCUCGUUCUCCUCUCGUAUCUCAUCGCUUUUAUGUCGGCCUAUUCGGCCUUUGAUCUGGCGCGCCGGCUCUCCGCCGCCGCGGCCCGCGUUCGCAGGCUCUGCCUCGGCCUGGCGGGCGUGAUUCUCGGCAUCGGCAUCUGGGCCAUGCACUUC
Osc-1-1 UAGGAAGGUUAGGGUAUCCUGCUACAAGAACACUGAGGAAAAAGUCCUAGCUAGCUGCGGUUUAAAAACGAUAUCAACAUCGAGAUUAAGCAUGAUAUUGAUUCACAGAGGUGAAAAAAAUGGAGAUUAUCAAUAAUAGAUAUAGGCUAAAAGAAUUAGUAAACCAAGAGAUGCAUGUA
Bsp-2-2 UACACAAAGUAUACCUCAUUAGAUAGAAAACUAAAAUGAAAAGGAAGAUUCGAAUUGAUCAUAAUGGUUAUUAAUAACAUAGAUGAUGUAAGACAAAAAAAAUAAGCUGCUAUUUUGGAAUAACCAAAAUUCAGCUUAUUUUUUUGCUUUUUUUGAUUCAAGUAUUCGUGGUUGUUCAU
Ahe-1-6 GGCAAUACAAAUUAAAGGAAAAUAAAGUUUACUGCUCGCCCGAGAUGGAUCAAAUCUAUGGUCUUCAAACUCAUGGGAAACCCACGCGUCCGGAUCGGUUCAUUGAGGCAAUCGUACCGGAAGAUCGAGAUCUCGUUUUGCAAUGUUGGCGCAUGCUGUGUUCCGGUAAGCGCGUCGGA
Pde-1-2 CUAUCUUGUUCACGGUACCGGUCUAUCCGGUUCACGCUGAGGAUGCCAUUAUCGAUAAAUUAGUCGUGCUGCCAAGCAGUGAUUAUAAUGUCAAGGAAGCCGAAGCCAUGAAGGAACGGCUGGACAAGAUCCCCGCCCGCAUUCUGAGCAUGCUGUAUGACAAGGGCGUCAAAAUCAAG
Pmu-2-6 CAGUCUUACGGACGAGAAGUACCGUAGCCCCAGCGGCAUCCUGCUUCACAGCCGGACGGUCGUUGAGAAGGCGAAUUUCGUAUCUACCGGUAUUCUGAGCUUUGCGGAAGGCGAUAUUCUGGAGAUCGAAAUGUCGGAGUACAAAGUAUUCGAUCUCGGGGAUACGGUGAAGCUUACCG
Pmu-1-5 CAGUCUUACGGACGAGAAGUACCGCAGCCCCAGCGGCAUCCUGCUUCACAGCCGGACGGUCGUUGAGAAGGCGAAUUUCGUAUCUACCGGUAUUCUGAGCUUUGCGGAAGGCGAUAUUCUGGAGAUCGAAAUGUCGGAGUACAAAGUAUUCGACCUCGGAGAUACGGUGAAGCUUACCG
Pmu-3-5 CAGUCUUACGGACGAGAAGUACCGCAGCCCCAGCGGCAUCCUGCUUCACAGCCGGACGGUCGUUGAGAAGGCGAAUUUCGUAUCUACCGGUAUUCUGAGCUUUGCGGAAGGCGAUAUUCUGGAGAUCGAAAUGUCGGAGUACAAAGUAUUCGAUCUCGGGGAUACGGUGAAGCUUACCG
Pel-1-5 CACCGCAGCUCCGGCACGGUUAUGCUGAACAGCCGCAUUGUAGUGGAGAAAGAGAAAUUUGUGUCCACCGGGACAUUGACGUACGUCGAAGGGGAUAUUCUCGAAAUCGAAAUGUCGGAGUACAAGGCGUUCGAAUUGGGCGAUGCGGUUAAACUGACGAUUUAUUCGCCGGGAGGCUU
Bba-1-1 CUCGUCAACUCAAUAUAGAAUAAUCUAUUCUUAUAUGAAUCGUUCCGUUUUCCUAUUCUUUUAAAGACUAAACUACAAAAAAACUAGCAGGACACAAUUAUUAAUAAUAUUUUUGAAUCGGCAUUCAGCUGAUUCUUUUUGUUCAUACAGCAGGUACAAGGUGAUUACGGCCACGGGAA
Bba-1-2 CUCGCCAACUCAAUAUAGAAUAAGCUAUUCUUAUAUGUGUCGUUCCGUUUUUCUAUUCUUUUAAAGAUUAAACUACAAAAGAACUAGCAGGACACAAUUAUUAAUAUUAUUUUUGAAUCGGCAUUCAGCCGAUUUUUUUUGUUCAUAAGCAGGUACAAGGUGAUUACGGCCACGGGAAU
Bsp-8-4 UUAAUGAGUCAGGUAUAGCAGGAAAAGACGGAGGCCAUGCGGGCAUUCCGUCUUUUUUUAGACAUAGCCCGCCAUGUACCUGUUUCCUGAUUCGCGGCGUUUUCAAAAUUGCUUUCGGCAGGUUUAAUGUUGAAGACUUUCGUUUGUUAAUAGGCGGAGUAAAUAAAAAAAGAAGAUUU
Bsp-2-3 AACAAACCAAAUGCUUUAAAAUAAAGGCUCUGUUAAACUAAAAUGUUGAUUUCCGUUCCAGGCGCUUCGCUUUCCGCGGGGCGGGCGGUGAGCCUCCUCGUCGCUAAAGCUCCUGCGGGGUCUCACCUGUCCCGCUGCUCCCGCAGGAGUCUCGCGCCUUCCACUCCAAUCAACAUUGU
Afl-1-2 CGUAGUGAAAAAAGAAGAAGCGAAGAAAAAACAGGAGUUAGCAAAGCAGAAAAAAGAAGAAUUAGCAAAACAAAAAAUGUUGAAAAAUAAACUAGCAGAAUUAAAUAAAAAAUUAAGCAAAAUCGAAGUGCGCUUGAAUGAAAUAUCAACAGCACUUGAAGCGUUUAGCAAACCAACAG
Bme-4-2 UGGAAAAAAGUGAGAAAGUUGUAAAGAAAGAAGAGAAGAAAAAACAAGAAAAGAAGAAACAAGAGUUAAAGAAAAAACAAGAGUCAAAGAAAAAGCAACAAAAGAAAAAACAAGAGUUAAAGAAAAAACAGGAACAAGCGAAAAAAGAGAAACAGAUGCUUGCGAAAAAAUUGGCUCAA
Gsp-3-1 GAAGUCGUCGUCAAGAAGAAGACGGAACAAAAGGAAACAGAGGCGAAGAAAAAACAGGAAUCGUCCAAGCAACAAAAAUGGCUUGCGCAAAAGUUGGCGCAGUUAAAUAAAAAAGUAGGCCAAAUUGAAGAGCGGUUAGACAAAGUGACCGCUCGCAUUCAAGCAUUGAGCGAAGCGGA
Gth-2-1 GAAGUCGUCGUCAAGAAGAAGACGGAACAAAAGGAAACAGAGGCGAAGAAAAAACAGGAAUCGUCCAAGCAACAAAAAUGGCUUGCGCAAAAGUUGGCGCAGUUACAUAAAAAAGUAGGCCAAAUUGAAGAGCGGCUAGACAAAGUGACCGCUCGCAUUCAAGCAUUGAGCGAAGCGGA
Gsp-1-1 GGAAGUCGUCGUCAAGAAGAAGACGGAACAAAAGGAAACAGAGGCGAAGAAAAAACAGGAAUCGUCCAAGCAACAAAAAUGGCUUGCGCAAAAGUUGGCGCAGUUAAAUAAAAAAGUAGGCCAAAUUGAAGAGCGGUUAGACAAAGUGACCGCUCGCAUUCAAGCAUUGAGCGAAGCGG
Pal-1-2 AGAUUGUUCGCAAUGACGGUAAUGACCAUCAUGAUGUUCGUAUCUUCGUUGGCGCCGGCUUACGCAGGAACGACUGUUUCCGCAGCACAGGAACCUGUGGUCAAAAAUGCAACAAAGGAAAUCCGGAAUGUCAUGUACUAUGGCGAUUGGUCAAUUUGGGGAGGACAAGGAAACUUUUA
Pde-1-3 GUUCGCCAUGACGGUAAUGACCAUCAUGAUGUUCGUCUCUUCCUUGGCGCCGGCUUAUGCAGGAACGACUGUUCCCGCAGCAAAGGAACCUGAUCUCAAACAGGGCUCAGCACAGGAAAUCCGGAAUGUCAUGUACUAUGGCGAUUGGUCGAUCUGGGGAGGACAAGGGAACUUUUAUC
Cth-1-1 UUGAUUUUUGGCAUUGAAUUGAAUCAGUGUUCAGUUUGAAAAGUUUACCGGUGUGUACUUCAUAAAGGUAGGGAUGCACAAGAUGUCUUGCUCACAUGAGUCACCUUCUAUUCUGCACACGCUUUAUUUACAGCACAUUUUCUCCAACGCCCACAUUGGCUUAAUUUUACUAGAUGAGC
Ssp-1-1 AAGCAGUAUAUAUAAAUACCCACUCUAUGUAUGGAACGAAGAACACUCCCCCCUUCAAUAUGAUAGAUCAACGGAUUAUAAAAAAAUGCCCGGUCUUUUAUUAAAACCGGUGAGCACAUGAAAGAGUCAGGAGACAUCUCCCCGGUCGAGCUCCGGAUAAACGUCGCUCUAUUUCCCGG
Pmu-3-6 CCAAAAGGAGACUACGGCUAUGAAUAGCGGUGAAUUACAUAGAAAUCCUCAGGUAAAGGGGAGAGGCGGCGGCCGGAAGAGAAAUUUGUUCUUCUUCCUGGCCUGUCUGCUUCUCGCGGUGCUUGGAGCCGCCUGGGAGCUGCAGCUGGUGUAUGGGAUCUCCCUGUCUGCUGCGAGCC
Pmu-1-6 CAAAAGGAGACUACGGCUAUGAAUAGCGGUGAAUUACAUAGAAAUCCUCAGGCAAAGGGGAGAGGCGGGGGCAGGAAGAGGAAAUUGUUCCUCUUCCUGGCCUGUCUGCUUCUCGCGGUGCUUGGAGCCGCCUGGGAGCUGCAGCUGGUGUAUGGGAUCUCCCUGUCGGCUGCGAGCCU
Pmu-2-7 CAAAAGGAGACUACGGCUAUGACUAGCGGUGAAUUACAUAGAAAUCCUCAGGCAAAGGGGAGAGGCGGGGGCAGGAAGAGGAAAUUGUUCCUCUUCCUGGCCUGUCUGCUUCUCGCGGUGCUUGGAGCCGCCUGGGAGCUGCAGCUGGUGUAUGGGAUCUCCCUGUCGGCUGCGAGCCU
Bsp-12-1 AUCAUUAUUCUGUUCAUCAUGAAGGAGGUUUCAUAGGAAUGUCAUUCUGGAAGAAACUCUCGACCGUCGCGCUGACUGCUGUCAUCGGGCUAUCAACAUUCUCUGGGGCACAAGCUGCUAACCGUCCAACAUCGAUGUCACCGAACGCAAUGGUGACAACUCCUCACUAUCUGGCUACG
Bbr-1-1 AUCAUUAUUCUUUUCAUCAUGAAGGAGGUUUCAUAGGAAUGUCAUUCUGGAAGAAACUCUCGACCGUCGCGCUGACUGCUGUCAUCGGGGUAUCAACAUUCUCUGGAGCACAAGCUGCUAACCGUCCAACAUCGAUGUCACCGAACGCAAUGGUGACGACUCCUCACUAUCUGGCUACG
Bsp-13-1 UUGUUGGAACCUUUUCACGAAAAUACAAGGAGGCUUCAUGAGAUGUCACUUUGGAAAAAACUUUCUGCCGUCGCAUUGACCGCCGCUAUCGGCCUGACAACAUUCGCUCCGGUCCAAGCUGCCAAUCGUCCAACAUCAAUGUCGCCAAAUGCCAUGGUCACAACACCUCACUAUCUGGC
Ean-1-1 CAUGACAGCUGGGAAAAGAAGUACAAGCUCAAAGGAAAGAAACUGGCCCAGCAAGAUACAGACCAUGAUGGGUUAAGUAACUAUACAGAAUAUAAACUCGAACUUAGUCCACGAAAUCAAGACAGCGACCGGGACCGUAUUAGUGACGCGAACGAAGAUACGGACCGAGAUGGCUUAAG
Bba-1-3 AGACAAUUUUAAAGAAAGCUGAUGUACAUAUGAAAUUAAAAAGCAUUCCACAAAAAAUGACAUUUUUUGUGGAAUGCUUUUCUUUUCGAGAUAUGUCCAGCUCCAGCGCCCUAGCGGCUAGUGUCCUUCGCUCUCCGCCCUACGAUAAGUCAACAUUGAUUCGCCUCCGGCUCUUCG..
Bme-3-1 GCGAUCAGCUUCUUCCCAAUAACGUGGAGCUCGAUGUGUUUGUGAUUGCAGAUAACUGUACGGACCGCACAAAAGAAAAAGCGGAGCUGGCUGGAGAUGAAUUUGAUUUAAAUGUAAAAGUACUGGUCACUGAAGGCAAUAAACAACGAAAAGUCGGCGCGUUAAAUACGGCUUGGAAA
Bsp-13-2 AAAAUGGAGUGGAGUAUUAUGUACAAACUGGUUGAUUCAGCACAAUCUUUGGCUCUUUUCCAUCAAAUCAAGGAAAGUGUCUGGACCUCAAUGGGCUUCGAGAUGGAAUACGCCAAAGAUGGUUCCGACGUCUAUCUUUUGUUGUCGGAUGAGGACGAACCAGGCGGGACUUUUGAAUU
Bbr-1-2 UCAAACAUACACAACACGGUAAUCAGAAAACGAUGGAGUGGAGAAGUUAUGUACAAACAAGUAGAAACCGUACAAGAGUUAGCUAAAUUUCAUGAAAUCAAAGAAACAGUAUGGACAAGCAUGGGCUUCGAGAUGGAGUACGCGAAAGAAGGCUCCGCACAAUUCCUCCUACUUGCCGA
Bsp-12-2 CAAACAUACACAACAUGGUUCAAUCAGAGAAAAUGAUGGAGUGGACGAGUUAUGUACAAACAAGUAGAAACCGUACAAGAGUUAGCAAAAUUUCAUGAAAUCAAAGAAACAGUAUGGACAAGCAUGGGCUUCGAGAUGGAGUACGCGAAAGAAGGCUCGGCUCAGUUCCUCUUAAUUGC
Gsp-3-2 GAUAAAAACAAAGACGGCAUCCCGGAUGAUUGGGAACUGAAGUACAAACUCGGUCUAGGGAAAAACGUCGCCAACCAGGACAAAGACCGCGACGGCUUAACCAACCGAGUGGAAUACAACCUCCGUCUGAAUCCGACGAAAACAGAUACGGACAAAGAUAAAAUAUUAGAUGGGGACGA
Gsp-1-2 GAUAAAAACAAAGACGGCAUCCCGGAUGAUUGGGAACUGAAGUACAAACUUGGUCUAGGGAAAAACGUCGCCAACCAGGACAAAGACCGCGACGGCUUAACUAACCGAGUGGAAUACAACCUCCGUCUGAAUCCGACGAAAACAGAUACGGACAAAGAUAAAAUAUUAGAUGGGGACGA
Tco-1-3 CGGAAAGGUGUCGGUCGGCGGCAAGAAAGUGUCCAAGGAUUUCUGGAUGUACCGGGUGAAAAUGCGCGGCAACGACCCCGUCGGCUCGCUCAUGCAACUGCUCAAGGAGCUGGAACCGAACAUCGGGUAUAUCCAUCAUCUGUCCGACAGCGGGUACGAUGUCUGUCUGCGGAUGUAUU
Bsp-1-1 CUACGCAAAUCAAAACAAGACUGAAAACUAUAAAAUAUGCUGCAAACAUGUACCUUCACCUCGUUAUUGAUUUUCUAUUUCUACAUUUAGUAUAGUGUGCACCUACAUGCGAGGCUGUGAUUUGUAUCACAGAUUUCCCCUUUUUUCAAAAAAAUCCGUUGCGAAAUUGGAAUCAAUUC
Aac-2-2 UUUUUUCCAAUCCAGGCAAUGCGCAAGCUUUAGUGCAUCGCGCGUCUACGGGUUCGACAAACAAGUUUACGCAUGAUGGAUGGAGAGAUUUUCCUGGUGAUUAAAUUUAAAAGGAGUUGCGGCCUUCGUUCUUCAUAAUACUAUCAGGUGAGAGAGGGGCUGUCCCCUCUCUCGUAUUU
Aac-1-5 UUUUUUCCAAUCCAGGCAAUGCGCAAGCUUUAGUGCAUCGCGCGUCUACGGGUUCGACAAACAAGUUUACGCAUGAUGGAUGGCGAGAUUUUCCUGGUGAUUAAAUUUAAAAGGAGUUGCGGCCUUCGUUCUUCAUAAUACUAUCAGGUGAGAGAGGGGCUGUCCCCUCUCUCGUAUUU
Bse-1-2 UGAUUGUGAUGUUCGUGGUGGCGGGGCUGGUCCCGAUGAUUGUGCUGGCAGGUCUUCUUUAUAUGUAUGCAUCGGAUCAGCUUGAAGAAGGGGUAUUACGGGCGAACAGCACGUUCUUUACAUUGAAGAGCGGGGAGAUUAAUGAAUUCUAUCAGGAGCGACAGGGAGAUGGCCUUGUG
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Bsp-12-3 UUGCGGUGCAAGCUAUUGGAGUGCUUCCAAUCUUUUAGCAGACAGUCUGGACAAAGAAGCUGAGUUGUCAGCUAGCAAUCUCUCGAUUCGUAUCGAUGGUUUCUUUCAAGAGAAAAUUGAGAUUGUAAGUACGAUCGGAGGGUUGAUGUCGGCUGAUCAAAAUGUCGAAUUCGACCUGA
Bbr-1-3 UUGCGGUGCAAGCUAUUGGAGUGCUUCCAACCUUUUGGCAAACAGUCUGGACAAAGAAGCUGAGCUGUCAGCUAGCAAUCUCUCGAUUCGUAUCGAUGGUUUCUUUCAAGAGAAAAUUGAGAUUGUAAGAGCGAUAGGAGGGUUGAUGUCGGCAGAUCAAAAUGUCGAACAAGACCUGA
Bsp-13-3 UCUGCGGUGCCAGCUACUACAGCUCGUCGCAGUUGCUGUCGUCCAGCCUGGACAAAGAAGCGGAACUUACGGCCAGCAAUCUUUCCAUCAGAAUCGACAGCUUUUUCCAAGAAAAAAUCGGAAUUGUUGAAACGAUCGGAGAGAUGAUUUCCGCCGACAACAAUUUCGACCAUGACUUG
Pde-1-4 CGUCUUGUUCCGUUCCUGUCUGCCGAACAGCAGGAGCGGUACGCGAGGCUGAGCCAGCGUGCGGACGGUCAUCGCAUGGUUAUCGCCGAAGUUCUCGUCCGAUGCCAGAUUUGCCGUCUGACCGGGAGGAGGAAUGACGAGAUCGCAUUCAUCCGGAACCGGUUCGGCAAGCCGUAUAU
Pde-1-5 ACGACCGAACACAACGAUAACUCAACCGUGAAUAGACAACAUAGACGAACAGCGAGACGGCAUGCAUCGGCACUCCUCUGCGCUGCAAUGGCUAUCGGGCUGUUCCUGACGCCUGCAUUCACCUACGCCGCAGCGAACAGCAUGCCGGCAGCGGACGAGACGCUGCGCACCACUCCUGU
Pal-1-3 AGCAACAAAAGACAACAACGCAACGAUUCAACAACAAAAUAAACCAUGGCUAGCUUGCGGAAAGCGCCGAAUAACGAUGCUGGUUAGCGCAUCAAUGCUGUUCGGGAUGUUCAUUUCUCAGCCUGCCCUCUAUGCAGCAGAUAAGCUGAGCGGAAGCGGGACCCCUUCCUUGGAAAAAG
Pal-1-4 UGUACAGAAACCAACAACGCAAUAUACCAAGAACAGCAUAAACACAUUAAAGCAGGCAGAAUGCGGCGCAUGACGAUUACAGCUAGCGCUGCGCUGUUGGCCGGGAUGCUUAUCCAUCAGCCGACCCUUUAUGCAGCGGACAAGCUGGUCGGUAGCAAGAUUGCUGUCACGAAAACGAA
Bme-3-2 ACGAUAAUAAAAAACCAUUAGAACCUAGGUUCUAAUGGUUUUUUUGCUGCUACGUAUACUUUUGUUUUCUAGAGAUUUUUGUUUAAGAAACUCUUCAAACUGAUUCUUCGUUAUAUUUGAAUCCAUUGCUUCCUUAACAAGGGCCAUCCAUUCUGGAGGAAGCAAUCUAUCAUUUUUUU
Psp-5-1 UGAUGAGGUUCGGCGUUUUUUAGCCGGAGAUCGCCCUUAUUUAAAAGAGUGGUAUUUACAUAACAAAUAGAUGAUAAAGAAGAGGGAGUAAAGGGCCGCCCCAUCAGGGGGACGGUUCUUUUUUGUGCUUAUUCCGGCGUAAAACAUUGUCCCGGCGAGGCUCAGGAAGAAAAAGGGAG
Ppe-1-1 GAGGAGGUUCGACGCUUUUUGUCGGGAGAACGAUCAUCAAAUUAUGCACAAUGGCAUUUACAUAAUAAACAGCUGGAAAAGGGAUCUGGAGAAUCGUCUUGAGCGGAAAUGGGACGAUUCUUGUUUUCGGCGAUUUUUCUUCGGAGGCCAAAAGGGACGUAAAACGCGGCACCAGCGCG
Psp-1-1 AGGAGGUUCGACGCUUUUUGUCGGGGGAACGAUCAUCAAAUUAUGCACGAUGGCAUUUACAUAAUAAAUAGCUGGAAAAGGUAGCUGGAGAAUCGUCUUGAGCGGAAGUGGGACGAUUCUUUUUUUCGGCAAUUUUUCUUCGGAAGCAAAAAGGGGCAUAAAACGCGGCGCCAGCGCGG
Pte-1-1 AGGAGGUUCGGCGCUUUUUGUCGGGAGAACGAUCAUCAAAUUAUGCACAAUGGCAUUUACAUAAUAAAUAGCUGGAAAAGGGAACUGGAGAAUCAUCUUGAACGGAAGUGGAACGAUUCUUUUUUUCGGCGAUUUUUCUUCGGAGGCAAAAAGGGGCGUAAAACGCGGCGCCAGCGCGG
Esp-1-2 AGGACAAAGGGUCAUUCAAGUUCGAGGUGCGACAAGGCAAGCAGGUCCGUACUUACGAUGUCUAUAAAGGGAAGAAUCAUUUCAACGUCAACUAUGGGAACGGGGAUUAUACAUUCACGCUUUACCAGUCAUCGGACGGGAAACGCUAUAAGCGCGUCUACCGCCUUCAGAAAACGGUC
Pal-1-5 AUAGGGGCUACAGCGUAUCUUGCUAAGCCAGCCAGUUACCAAUCAUGAAGCAGGGCAGUGCUGAAUCGAUCAUUCAGUUGUUUUCGCUUCGGGAGGAGAAUGUAUCGUGAAAUGGGACAAGCGUGUUGUCGCACUUAUUCUUGCAGUUAUGAUCGUAUGUCCGUUAUUUGCAGCUCCGG
Bsp-10-1 AUAAUUAUCGCAAUCAUAGUUCAUUUAAACUCUAAUUUUAUGAAUAUUUACGUAUUUUCGUUCUAAAUAUCUAACAAACCCUUCGUUAUAUGCUAUAAUAAGCAUGAUAGGAAGGUGAAAGCCAUGAUUGGUGAACGAAUUAAGAAAUAUAGAGAACAACGAAAAAUGUCCAUGUCAGA
Osc-1-2 AAUUAUUAAAGAGAAAGACUUAGUACGUGAUAUUGUUCUAGAAAAACUUACAGAACAUAUGCCAGAUUAUUCUUGGAGAGCUAUAGAUUCUGUAGAGUUUUUACAAGGUGGUCAAGAGCUUACUUGUGACUUGGUCAUCAUUGAUCUAGGUAUUAAAGUCGAUAUUUUUGAAACGAUUG
Btu-1-1 ACCCAAAUAAAUACAAUCCCCUGUGGCGGAGUGUAGAUGAGAUCCUUCAACGCGAAACGAUUGAAGUGGUUUAUCAGCCCAUCGUCAAUCAUGCCGAGGGUGUCAUUUGUGCUCAUGAGGCACUCAGCCGUCCUCAGUACGGCGGCCGUUUCAUUCCGCCGGACGUUUGGUUUCGCGCU
Lmo-2-1 UUUUCAUGUCUGAAUAGCAGUUGAAACCCUCUGGACUUACGGGUUGGAGGGCGUUUUUAUGUUUAUUCAGUAUGCCACAGAAUUACAAUUACAGCGACCGCUAUUAAAUAGCGGUCUGGCGUGAUGAAGCGGACAACAUUUUAUGCACAUCAUUAAUUGGUAAACGGUUAAAAAAAGCC
Bce-1-2 ACUAUCAAGUUUUAUAUUAAUUUGUAUUAUUUUUAGUAUUGGGAGUGUUGUUUCGUUUACUAGUAUGAGGAAUACAAAUCAAUCUUAUGAUUACUUAAUAAAUAAUGUAAUGGAAAUAAGAAGUGUCUCAUCUUCAAUUGAAUCAAAUAUUAGUCAACAAACGAGUCAUUUUCGUGGAU
Osc-1-3 UUUUGUUAGCUGUUGUUUUCCUACUAUUAUUGUCUUUAUAUUAUAUUUUACGAAAACCAACACAUCACCACCAUCAUGAAAAUACAGCUUUCAAAGAGAACAAAGACUAUCCUGUCAUCCCUUCAUUUAAAGGCAACAACCAUCGUGAUACCUUCCGAAUGCCUGUAGAUGAUCUCGCA
Tco-1-4 AUGUCAUUCUGGCGGCGGCAUCCGUCGCCUUCACGAUCUUGCCGGCGACGCCGGCUUUUGUGUCCGGUUCCGGGUGGGCCGGAUGCUUUCUGCUUCUUCUCUUGCGGCGGGCGGGCUUUCGCUUCGCCGCGGCGGCGGCGCUGGCGGCCGCGGCGGCCGGUUUCUGGCUCGGAGACCGU
Bcy-1-1 GGAAAUAUUGGCAUAAGUUAUCGUUUUUACAGAAAAAUGUAUUGCUGACUGUCUUGGUCAUUUUUACGCUUGUUGGAAGUAUGGCGGUAUUAAGUCUUAACAUGUUCCAAGAUAGCAUGAUGAAUUUAUUUGAAAAACAGUCAAUUGAAACAGGAGAUAUUGUAUUAAAUGAACUGGAU
Bwe-1-1 AAAUAUUGGCAUAAGCUAUCGUUUCUUCAAAAGAAUGUAUUGUUAACUGUACUCGUUAUUUUAACGCUUGUUGGUACUAUGGGAGCGUUAAGUUUUAAUAUGUUUCAAAAUAGUAUGAUGUCUAUAUUUGAAAGGCAUUCUUUUGAAACAGGAGAUACGGUAUUACAUAAAUUAGACGC
Bth-21-1 UUAAUGAAAAAAUAUUGGCACAAACUAUCAUUUCUUCAAAAGAAUGUAUUGUUAACUGUGUUAGUUAUUUUGACGCUUGUUGGUACUAUGGGAGCGUUAAGUUUUAACAUGUUUCAAAAUAGCAUGAUGUCUAUAUUUGAAAGGCAUUCCUUUGAAACAGGAGAUACGGUAUUACAUAA
Bce-29-1 UUAAUGAAAAAAUAUUGGCACAAACUAUCAUUUCUUCAAAAGAAUGUAUUGUUAACUGUGUUAGUUAUUUUGACGCUUGUUGGUACUAUGGGAGCGUUAAGUUUUAACAUGUUUCAAAAUAGCAUGAUGUCUAUAUUUGAAAGGCAUUCCUUUGAAACAGGAGAUACGGUAUUACAUAA
Bce-18-1 UUAAUGAAAAAAUAUUGGCACAAACUAUCAUUUCUUCAAAAGAAUGUAUUGUUAACUGUGUUAGUUAUUUUGACGCUUGUUGGUACUAUGGGAGCGUUAAGUUUUAACAUGUUUCAAAAUAGCAUGAUGUCUAUAUUUGAAAGGCAUUCCUUUGAAACAGGAGAUACGGUAUUACAUAA
Bce-27-1 AAAAAUAUUGGCACAAGCUAUCAUUUCUUCAAAAGAAUGUAUUGUUAACUGUGUUAGUUAUUUUGACGCUUGUUGGUACUAUGGGAGCGUUAAGUUUUAACAUGUUUCAAAAUAGCAUGAUGUCUAUAUUUGAAAGGCAUUCUUUUGAAACAGGAGAUACGGUAUUACAUAAAUUAGAC
Bth-13-1 AAAAAUAUUGGCACAAGCUAUCAUUUCUUCAAAAGAAUGUAUUGUUAACUGUGUUAGUUAUUUUGACGCUUGUUGGUACUAUGGGAGCGUUAAGUUUUAACAUGUUUCAAAAUAGCAUGAUGUCUAUAUUUGAAAGGCAUUCUUUUGAAACAGGAGAUACGGUAUUACAUAAAUUAGAC
Bce-14-1 AAAAAUAUUGGCACAAGCUAUCAUUUCUUCAAAAGAAUGUAUUGUUAACUGUGUUAGUUAUUUUGACGCUUGUUGGUACUAUGGGAGCGUUAAGUUUUAACAUGUUUCAAAAUAGCAUGAUGUCUAUAUUUGAAAGGCAUUCUUUUGAAACAGGAGAUACGGUAUUACAUAAAUUAGAC
Bce-47-1 AAAAAUAUUGGCACAAGCUAUCAUUUCUUCAAAAGAAUGUAUUGUUAACUGUGUUAGUUAUUUUGACGCUUGUUGGUACUAUGGGUGCGUUAAGUUUUAACAUGUUUCAAAAUAGCAUGAUGUCUAUAUUUGAAAGGCAUUCUUUUGAAACAGGAGAUACGGUAUUACAUAAAUUAGAC
Ban-5-1 AAAAAUAUUGGCACAAGCUAUCAUUUCUUCAAAAGAAUGUAUUGUUAACUGUGUUAGUUAUUUUGACGCUUGUUGGUACUAUGGGAGCGUUAAGUUUUAACAUGUUUCAAAAUAGCAUGAUGUCUAUAUUUGAAAGGCAUUCUUUUGAAACAGGAGAUACGGUAUUACAUAAAUUAGAC
Bce-28-2 AAAAAUAUUGGCACAAGCUAUCAUUUCUUCAAAAGAAUGUAUUGUUAACUGUGUUAGUUAUUUUGACGCUUGUUGGUACUAUGGGAGCGUUAAGUUUUAACAUGUUUCAAAAUAGCAUGAUGUCUAUAUUUGAAAGGCAUUCUUUUGAAACAGGAGAUACGGUAUUACAUAAAUUAGAC
Bce-25-1 AAAAAUAUUGGCACAAGCUAUCAUUUCUUCAAAAGAAUGUAUUGUUAACUGUGUUAGUUAUUUUGACGCUUGUUGGUACCAUGGGAGCGUUAAGUUUUAACAUGUUUCAAAAUAGCAUGAUGUCUAUAUUUGAAAGGCAUUCUUUUGAAACAGGAGAUACGGUAUUACAUAAAUUAGAC
Bce-2-1 AAAAAUAUUGGCACAAGCUAUCAUUUCUUCAAAAGAAUGUAUUGUUAACUGUGUUAGUUAUUUUGACGCUUGUUGGUACUAUGGGAGCGUUAAGUUUUAACAUGUUUCAAAAUAGCAUGAUGUCUAUAUUUGAAAGGCAUUCUUUUGAAACAGGAGAUACGGUAUUACAUAAAUUAGAC
Bce-44-1 AAAAAUAUUGGCACAAGCUAUCAUUUCUUCAAAAGAAUGUAUUGUUAACUGUGUUAGUUAUUUUGACGCUUGUUGGUACUAUGGGAGCGUUAAGUUUUAACAUGUUUCAAAAUAGCAUGAUGUCUAUAUUUGAAAGGCAUUCUUUUGAAACAGGAGAUACGGUAUUACAUAAAUUAGAC
Bth-7-1 AAAAAUAUUGGCACAAGCUAUCAUUUCUUCAAAAGAAUGUAUUGUUAACUGUGUUAGUUAUUUUGACGCUUGUUGGUACUAUGGGAGCGUUAAGUUUUAACAUGUUUCAAAAUAGCAUGAUGUCUAUAUUUGAAAGGCAUUCUUUUGAAACAGGAGAUACGGUAUUACAUAAAUUAGAC
Bth-10-2 AAAAAUAUUGGCACAAGCUAUCAUUUCUUCAAAAGAAUGUAUUGUUAACUGUGUUAGUUAUUUUGACGCUUGUUGGUACUAUGGGAGCGUUAAGUUUUAACAUGUUUCAAAAUAGCAUGAUGUCUAUAUUUGAAAGGCAUUCUUUUGAAACAGGAGAUACGGUAUUACAUAAAUUAGAC
Bce-33-2 AAAAAUAUUGGCACAAGCUAUCAUUUCUUCAAAAGAAUGUAUUGUUAACUGUGUUAGUUAUUUUGACGCUUGUUGGUACUAUGGGAGCGUUAAGUUUUAACAUGUUUCAAAAUAGCAUGAUGUCUAUAUUUGAAAGGCAUUCUUUUGAAACAGGAGAUACGGUAUUACAUAAAUUAGAC
Bce-16-2 AAAAAAUAUUGGCACAAGCUAUCAUUUCUUCAAAAGAAUGUAUUGUUAACUGUGCUAGUUAUUUUGACGCUUGUUGGUACUAUGGGAGCGUUAAGUUUUAACAUGUUUCAAAAUAGCAUGAUGUCUAUAUUUGAAAGGCAUUCUUUUGAAACAGGAGAUACGGUAUUACAUAAAUUAGA
Bth-15-1 UGAUGAAAAAAUAUUGGCACAAGCUAUCAUUUCUUCAAAAGAAUGUAUUGUUAACUGUGUUAGUUAUUUUGACGCUUGUUGGUACUAUGGGAGCGUUAAGUUUUAACAUGUUUCAAAAUAGCAUGAUGUCUAUAUUUGAAAGGCAUUCUUUUGAAACAGGAGAUACGGUAUUACAUAAA
Bth-22-1 UGAUGAAAAAAUAUUGGCACAAGCUAUCAUUUCUUCAAAAGAAUGUAUUGUUAACUGUGUUAGUUAUUUUGACGCUUGUUGGUACCAUGGGAGCGUUAAGUUUUAACAUGUUUCAAAAUAGCAUGAUGUCUAUAUUUGAAAGGCAUUCUUUUGAAACAGGAGAUACGGUAUUACAUAAA
Bce-7-1 GUUAAUGAAAAAAUAUUGGCAUAAGCUAUCAUUUCUUCAAAAAAAUGUAUUGUUAACUGUGUUAGUUAUUUUGACGCUUGUUGGUACUAUGGGAGCGUUAAGUUUUAACAUGUUUCAAAAUAGUAUGAUGUCUAUAUUUGAAAGGCAUUCUUUUGAAACGGGAGAUACGGUAUUACAUA
Bce-21-1 GAAAAGUAUUGGCACAAGCUAUCAUUUCUUCAAAAAAAUGUAUUGUUAACUGUAUUAGUUAUUUUGACGCUUGUUGGUAGUAUGGGGGCGUUAAGUUUUAACAUGUUUCAAAAUAGUAUGAUGUCUAUAUUUGAAAGGCAUUCUUUUGAAACAGGAGAUACGGUAUUACAUAAAUUAGA
Bmy-1-1 GAAAAGUAUUGGCACAAGCUAUCAUUUCUUCAAAAAAAUGUAUUGUUAACUGUAUUAGUUAUUUUGACGCUUGUUGGUAGUAUGGGGGCGUUAAGUUUUAACAUGUUUCAAAAUAGUAUGAUGUCUAUAUUUGAAAGGCAUUCUUUUGAAACAGGAGAUACGGUAUUACAUAAAUUAGA
Bth-4-1 UUGGCAUAAGUUAUCGUUCCUUCAAAAGAACGUCUUAUUAACCGUAUUAGUUAUUUUGACACUUGUUGGAAGUAUGGGCGCGUUAAGUUUCAACAUGUUUCAAAAUAGUAUGAUGUCUUUAUUUGAAAGACAGUCUAUUGAAACAGGAGAAAUAGUGUUGAAAAAAUUGGAUGUAGAAU
Bth-3-1 AUUGGCAUAAGUUAUCGUUCCUUCAAAAGAACGUCUUAUUAACUGUAUUAGUUAUUUUGACACUUGUUGGAAGUAUGGGUGCGUUAAGUUUCAACAUGUUUCAAAAUAGUAUGAUGUCUUUAUUUGAAAGGCAGUCUAUUGAAACAGGAGAAAUAGUAUUGAAAAAAUUGGAUGUAGAA
Bce-30-1 UUGGCAUAAGUUAUCGUUCCUUCAAAAGAACGUCUUAUUAACCGUAUUAGUUAUUUUGACACUUGUUGGAAGUAUGGGCGCGUUAAGUUUCAACAUGUUUCAAAAUAGUAUGAUGUCUUUAUUUGAAAGACAGUCUAUUGAAACAGGAGAAAUAGUGUUGAAAAAAUUGGAUGUAGAAU
Bth-14-1 AUUGGCAUAAGUUAUCGUUCCUUCAAAAGAACGUCUUAUUAACCGUAUUAGUUAUUUUGACACUUGUUGGAAGUAUGGGUGCAUUAAGUUUUAACAUGUUUCAAAAUAGUAUGAUGUCUUUAUUUGAAAGGCAGUCUAUUGAAACAGGAGAAAUAGUAUUGAAAAAACUGGAUGUAGAA
Bce-15-1 UUGGCAUAAGUUAUCGUUCCUUCAAAAGAACGUCUUAUUAACCGUAUUAGUUAUUUUGACACUUGUUGGAAGUAUGGGUGCAUUAAGUUUCAACAUGUUUCAAAAUAGUAUGAUGUCUUUAUUUGAAAGGCAGUCUAUUGAAACAGGAGAAAUAGUAUUGAAAAAAUUGGAUGUAGAAU
Bce-13-1 UUGGCAUAAGUUAUCGUUUCUUCAAAAGAACGUCUUAUUAACCGUAUUAGUUAUUUUGACACUUGUUGGAAGUAUGGGUGCAUUAAGUUUCAAUAUGUUUCAAAAUAGUAUGAUGUCUUUAUUUGAAAGGCAGUCUAUUGAAACAGGAGAAAUAGUAUUGAAAAAACUGGAUGUAGAAU
Bth-1-1 AUUGGCAUAAGUUAUCGUUCCUUCAAAAGAACGUCUUAUUAACCGUAUUAGUUAUUUUGACACUUGUUGGAAGUAUGGGUGCAUUAAGUUUCAAUAUGUUUCAAAAUAGUAUGAUGUCUUUAUUUGAAAGGCAGUCUAUUGAAACAGGAGAAAUAGUAUUGAAAAAACUGGAUGUAGAA
Bce-17-1 UUGGCAUAAGUUAUCGUUCCUUCAAAAGAACGUCUUAUUAACCGUAUUAGUUAUUUUGACACUUGUUGGAAGUAUGGGUGCAUUAAGUUUCAAUAUGUUUCAAAAUAGUAUGAUGUCUUUAUUUGAAAGGCAGUCUAUUGAAACAGGAGAAAUAGUAUUGAAAAAACUGGAUGUAGAAU
Bth-9-1 UUGGCAUAAGUUAUCGUUCCUUCAAAAGAACGUCUUAUUAACCGUAUUAGUUAUUUUGACACUUGUUGGAAGUAUGGGUGCACUAAGUUUCAACAUGUUUCAAAAUAGUAUGAUGUCUUUAUUUGAAAGGCAGUCUAUUGAAACAGGAGAAAUAGUAUUGAAAAAAUUGGAUGUAGAAU
Bce-6-1 AUUGGCAUAAGUUAUCGUUCCUUCAAAAGAACGUCUUAUUAACCGUAUUAGUUAUUUUGACACUUGUUGGAAGUAUGGGUGCAUUAAGUUUCAACAUGUUUCAAAAUAGUAUGAUGUCUUUAUUUGAAAGGCAGUCUAUUGAAACAGGAGAAAUAGUAUUGAAAAAACUGGAUGUAGAA
Bce-26-1 AUUGGCAUAAGUUAUCGUUCCUUCAAAAGAACGUCUUAUUAACCGUACUAGUUAUUUUGACGCUUGUUGGAAGUAUGGGUGCGUUAAGUUUCAACAUGUUUCAAAAUAGUAUGAUGUCUUUAUUUGAAAGGCAGUCUAUUGAAACAGGAGAAAUAGUAUUAAAAAAAUUGGAUUUAGAG
Bsp-11-1 UUGGCAUAAGUUAUCGUUCCUUCAAAAGAACGUCUUAUUAACCGUACUAGUUAUUUUGACGCUUGUUGGAAGUAUGGGUGCGUUAAGUUUCAACAUGUUUCAAAAUAGUAUGAUGUCUUUAUUUGAAAGGCAGUCUAUUGAAACAGGAGAAAUAGUAUUAAAAAAAUUGGAUUUAGAGU
Bce-4-1 UUGGCAUAAGUUAUCGUUCCUUCAGAAGAACGUCUUAUUAACCGUACUAGUUAUUUUGACGCUUGUUGGAAGUAUGGGUGCGUUAAGUUUCAACAUGUUUCAAAAUAGUAUGAUGUCUUUAUUUGAAAGGCAGUCUAUUGAAACAGGAGAAAUAGUAUUAAAAAAAUUGGAUUUAGAGU
Bce-11-1 AAAGUAUUGGCAUAAGUUAUCAUUUCUUCAAAAGAACGUCUUAUUAACUGUCUUAGUUAUUUUGACGCUUGUUGGAAGUAUGGGUGCAUUAAGCUUCAACAUGUUUCAAAAUAGUAUGAUGUCUUUAUUUGAAAGACAGUCUAUUGAAACGGGAGAGAUAGUGCUAAAAAAACUGGAUG
Bth-11-1 UAUUGGCAUAAGUUAUCGUUCCUUCAAAAGAACGUCUUAUUAACCGUACUAGUUAUUUUGACGCUUGUUGGAAGUAUGGGUGCGUUAAGUUUCAACAUGUUUCAAAAUAGUAUGAUGUCUUUAUUUGAAAGGCAGUCUAUUGAAACAGGAGAAAUAGUAUUAAAAAAAUUGGAUUUAGA
Bce-42-1 UUGGCAUAAGUUAUCGUUUCUUCAAAAAAACGUCUUAUUAACUGUAUUAGUUAUUUUGACGCUUGUUGGAAGUAUGGGCGCGUUAAGUUUCAAUUUGUUUCAAAAUAGUAUGAUGUCUUUAUUUGAAAGGCAGUCUAUUGAAACAGGAGAGAUAGUAGUACAUGACUUGGAUACAGAAU
Bce-39-1 UUGGCAUAAGUUAUCGUUUCUUCAAAAGAACGUCUUAUUAACUGUAUUAGUUAUUUUGACGCUUGUUGGAAGUAUGGGCGCGUUAAGUUUCAAUUUGUUUCAAAAUAGUAUGAUGUCUUUAUUUGAAAGGCAGUCUAUUGAAACAGGAGAGAUAGUAGUACAUGACUUGGAUACAGAAU
Bth-6-1 UAUUGGCAUAAGUUAUCGUUUCUUCAAAAGAACGUCUUAUUAACUGUAUUAGUUAUUUUGACGCUUGUUGGAAGUAUGGGCGCGUUAAGUUUCAAUUUGUUUCAAAAUAGUAUGAUGUCUUUAUUUGAAAGGCAGUCUAUUGAAACAGGAGAGAUAGUAGUACAUGACUUGGAUACAGA
Bce-38-1 UUGGCAUAAGUUAUCGUUUCUUCAAAAGAACGUCUUAUUAACUGUAUUAGUUAUUUUGACGCUUGUUGGAAGUAUGGGCGCGUUAAGUUUCAAUUUGUUUCAAAAUAGUAUGAUGUCUUUAUUUGAAAGGCAGUCUAUUGAAACAGGAGAGAUAGUAGUACAUGACUUGGAUACAGAAU
Bce-36-1 AAAAAUAUUGGCAUAAGCUAUCGUUUCUUCAAAAAAAUGUAUUGUUAACUGUACUCGUUAUUUUGACGCUUGUAGGUAGUAUGGGGGCGUUAAGUUUUAACAUGUUUCAAAAUAGUAUGAUGUCUUUAUUUGAAAGGCAGUCUUUUGAAACUGGAGAUGCGGUAUUACAUAAAUUAGAU
Bce-8-2 GAAAAAAUAUUGGCACAAGCUAUCAUUUCUUCAAAAAAAUGUAUUGUUAACUGUGUUAGUUAUUUUGACGCUUGUCGGUACUAUGGGAGCGUUAAGUUUUAACAUGUUUCAAAAUAGUAUGAUGUCUAUAUUUGAAAGGCAUUCUUUUGAAACAGGAGAUACGAUAUUACAUAAAUUAG
Bce-32-1 GAGAAGAUAUUGGCAUAAGUUAUCAUUUCUUCAAAAAAAUGUAUUGUUAACUGUGUUAGUUAUUUUGACGCUUGUCGGUACUAUGGGAGCGUUAAGUUUUAACAUGUUUCAAAAUAGCAUGAUGUCUAUAUUUGAAAGGCAUUCUUUUGAAACAGGAGAUACGGUAUUACAUAAAUUAG
Bce-12-1 AUUGGCAUAAGUUAUCGUUUCUUCAAAAGAAUGUAUUGUUAACUGUAUUAGUUAUUUUGACGCUUGUUGGUAGUAUGGGGGCGUUAAGUUUUAACAUGUUUCAAAAUAGUAUGAUGUCUAUAUUCGAAAGGCAUUCUUUUGAAACAGGAGAUACGGUAUUACAUAAAUUAGACGCAGAA
Bsp-9-5 UUAUGUCUCCGUUCGUUUACUAAGAGAUACGGAUUGAUGACGGUAAUAAAGAAAUCCAGUCGAACAGGACUGGAUUUCUUCAAUUUAUAAACAACACUUCUUAUAUUUUUUUCCGCUGCCACAAGGACAUGGGUCGUUCCGUCCGACUUUAUCCUCUUUAACAGUUGGUGAAAAUGCAU
Pal-1-6 UGAUGGAUCGAUUUAUCCCGUAUGUUACGCCUGAAAAAUACAAACGGUUAGACAGACUUCGAGAGCAUAAAGACCGUUACCGCGUGGUUGCAGCUGAUAUAUUGGCUCGCAUCCUGCUCUCUCGAGCGCUGAACCGAUCGAACGACGAGAUUGUUAUUCAUACUCAUUCAUUCGGCAAG
Psp-5-2 UUCUGCUAUUCGCCCAUCCGACAAGAGAGCCAAAUCGUUGGGCCGGUUCAGUCGCUUUUUUCUCUGUACUCGGAGAGUUGACUAUCGCCAUAGAUGAGAAGAUAAUUCCCGUAAUUGUCCCCUUGGCAAACGGUCCAAUUAUAGCCGGAUUAGAGUGGGUAAAAGGUUUUUUUUACUUC
Bsp-9-6 GAGGAAAUAAGUGUGAAGAAAUUUGUAUCAUCUAUUUUAGUAAGCUCUUUGCUUAUCGGCAGCUUUAUUGCGCCAUUGCCCAACAAUAAUGCGCAAGCAACAAAUGAGAUUAGUGUAGUUGAGAAAGUAAAUAGUACAAAAGAAUUCAUCAUUGGAGUUAAAGCAGGCACAGGAAAUAU
Pdo-1-2 UGACAGUAAAAAAACUACUCACUCAUAUGAUGGUGGCUGCAGUUGCACUGAGCGGCUUUGCAGCUUCUAUCGCACCUACUCACACAAAAGCCAUGGUCAUUUCCGAACAAGCACAACCUACUGCUCGCUAUAUGGUAGGCACAAAAGCAGGUACGCAAGGAAUUGAGGACGCGAUCCUA
Bsp-8-5 CUGUGAAUGCGGCUAUAAGUACAAAGGCUUUACCACAUUCAUCAAAAAAGAUUUCAAAAAAAUCCAAUUUAAGCAGAGUGAUGAUAUCGAUUGCCCUGUCUGCAAAAGCUCAGUGCUGAAAGAAGAGAAAGCAGUCUGCUAUUCAUGAGCAGCUGCUUUUUUCUUUCCCCUUCCCAAAU
Bsm-1-1 AAAACAACUUUUGUCCAAUGACAACUUCAAGGUUGUGGCUGAAGCUUCCAACGGUUGUGAAGCCAUUACACUCUAUCAAAAAGUUCGUCCUAAUGUUGUAUUGCUUGACAUCAUCAUGCCUUAUAAAAAUGGAUUAGACGCUUUAAAUGAAAUCAAAAAGCAUAAUCCGAAAGCCAAAG
Bsp-3-1 AGGUAUCAUGUUUUUUCUACUUUUACAAAAAAUGAUUUCAAGAAGAUUCAAUUUAAAAAAGUAGAUAAUGUCACCUGCCCUAAGUGUAAAACCAUCAUAUCUGCACAUCACUCUAAAACACCUGCACAUCGAUUUUAUUAACUUCAGACGGCAUUGUGUUUCUCUGAAUAGCACUUAAC
Bsp-2-4 CUGAAAGCAAUUACCUAGUUAUUUCCGAAGCAUCAAAUGGUAAUGAUGCCAUUUCUUUAUACCAAGAAUUCAAUCCAGAUAUUGUUUUGCUAGAUAUAACUUUACCUGACAUUAAUGGAAUUGAUGUUUUAAAGAAAUUAAUAAAGAUAAAUUCAGAAGCUAAAAUUGUCAUGUGCUCG
Bsp-3-2 AACCUGAACCAGGCUCAGAAGAUCGCAAAUAUUGGAAGCCUGGAGUACGAUGUUGAAAACGAUAGAGGGUUUUGGUCAGAUCAGCUGUUCCGGAUAUUUGGCCUAAAGUCUCAAAAAGGCUUUUUUCCAGACUACAGAAUGUAUUUGAGCUAUCUUCAUCCAGACGACCGUCCGGCUUU
Bce-1-3 CAGUAAGUCGUUUAAGUAUGUAAUUGUAUUUCUCCUUCUCUCUUUCAGCGCACUCAUAACUAAAUUAUUCGAUCUUCCCUUAGUUUUUGGCAUGACGGUGAGCUUUGCUAGUUUAUUUUUAUUAUUAAUUGUCAGGUUGUUCAGCCUUGUUAAAGCGACAGCAAUCGCUAUCGUCAUAU
Bco-3-4 AAUCCAACAAAUAGACAAGUGAUCAAAACGAGCUAAUACAUAACACAUAUAGACAUAUGUUUUAAGAGGAGGUCAUACUGGCUUCAAU...........................................................................................
Bsp-6-1 GAUCAGAUUCGAAACAUGCUGGAAUUGCUCGGGGAAGAUCCAACUCGAGAGGGUUUACGUGAUACACCGAAGAGAGUAGCAAAAAUGUAUAAAGAAGUGUUUGAAGGGAUCGGAGUAGAUCCUGAAACGGCUUUAACAACAACAUUUGAAGAAGAAUAUGAAGGUAUGGUAGUUGUCAA
Bsp-3-3 UAAUAACAGAGCCAAAGAGCUUCUGAUCGAAGCUUAAUAUCCGGUAGGUAUUGCUAAGUAUUUCUGUUAGAGGUAUCUCUAUAUGGAAAUGCUUUUUAUUUUGCCAAAAAAAUAAGCCUGUACAUUCAGGCUCAUUGCAUCUAUGAUUUUUGUCCGCUUCUCCACUUAUUAAAAUCCAA
Bsp-9-7 GCAGAGUGCUAGUUAAAUGAAAAAAGCUAUUCCCAUAAUAAAAUGUACCCUAUAGAGUAGACACUUAAAAAAGUCUACCUAUAGGGUAUUUUUUUGUAUAAUGACAAAUAGACAACUAGUAGAAAUCGGGGAAAACACCAUGAGUAAAAAAACAUUCACAGAGAAAGAAAUCAAACAAU
Bsp-8-6 GGCAGUGGAUCUGGUAGCGGAUAACGGCUGAAAACUAACAACAGAAUAUAGAAAGCUAAGUGUUUCUCUUCAGGAGAAAUGCUUUUUUAUUUUGCGGGGACAAAGGAGGUUACGGAGGCUGUCAAGCUUGGUGACUGGUUGUCCUUGUUUGUAUAACAGCCUCGGAGCAGUUAUUUUUU
Osc-1-4 UUACAUAAUUGUAAAUAUCUAUGUACUUUAUAUAGAACUGCUCACCUGUUUUGUGAUAUAAUUCGCUUGAAAGAGGUGAGUCGUCUUGAUCGGAGAAAAAAUUAAACAAUUACGUAAAGAUAAAAAAAUGUCUAUUUCGGAACUUGCUGAAAAAGCAAAUGUAGCUAAAUCAUAUUUAA
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Pel-1-6 UUGCAGUAUAAUACAGUCAACUUUAUAUACUCUUUCCACUAUUAAGUACCGGAGGCGUAUCAUGCGAGUUCACGAAAUUGUUAUUGCCGAUGAUCUGCGGCCUGAAUAUUUGCAGCAAAUCGUUCAGUAUGCCAACCAAUACCGUUCCGACAUCAAAAUCCGUUUCGAAGCGGAGUGUA
Baz-1-1 GUAUUUUUAAGAAAUAAUAGCGACAAUGUUGAAAUGUAGGAUAUGAGCCUUUCUAAUAAUGAACAUUCAUGAUAAGAUGUUAUUAUAAAUCAUACGCUUAGGGAGAUAUCAAUGAUAGGGAAACGUAUCCAAACAAUUAGAAAAGAGAAGGGGCUCUCACUAUCAGAUUUGGCUGCAAA
Pmu-1-7 CCUUCAUGCAGAGGCUGCGCGGCCUGAUGUUCUCGAAAGAGCUGCCGGAGGGCACCGGCCUUCAUAUCCGUCCCUGCCGCUCAAUCCAUACUUUCUUUAUGCGUUACGCCAUCGAUGUGCUGUAUUUGGACGAGAACGAUACCAUUGUGGGCAUGCAGGAGAAGCUGCCCCCGGGCCGG
Pmu-2-8 CCUUUAUGCAGAGGCUGCGCGGCCUGAUGUUCUCAAAAGAGCUGCCGGAGGGCACCGGCCUUCAUAUCCGUCCCUGCCGCUCAAUCCAUACUUUCUUUAUGCGUUACGCCAUCGAUGUGCUGUAUUUGGACGAAAACGAUACCAUUGUGGGCAUGCAGGAGAAGCUGCCCCCUGGCCGG
Bli-1-1 GCAUCGUCAUACAUAACAAGAGAUAAAGGAGGAAUAAAGAAUGGGAAACACAUUUUACCCGCUGACACAUGCUCAAAGGCGAAUUUGGUACACGGAAAAGUUCUAUCCCGGUACAAGUGUUUCAAAUUUGAGCGGCUUUGGAAAAUUAAAAUCUGCAUCCGGAAUCGAUUCCGGGUUAU
Bpu-2-1 AAAUGAAUACAGUUUAUUACCCCUUAACACAUGCGCAAAAGCGAGUAUUCUACACGGAAAGAUUUUAUCCAGGUACAAGCAUUUCUAAUUUGGGUGGAUUCGCCAGAUUGAGAUCGGUAUCGGGUUUAGAUCCAUCUUUGGUCGUUGACGUGCUUCAAAUGUACAUUCGUCAAACUGAC
Bpu-1-1 AAAUGAAUACAGUUUAUUACCCCUUAACACAUGCGCAAAAGCGAGUAUUCUACACGGAAAGAUUUUAUCCAGGUACAAGUAUUUCUAAUUUGGGUGGAUUCGCCAGAUUGAGAUCGGUAUCAGGUUUAGAUCCAUCUUUGGUCGUUGACGUGCUUCAAGCGUACAUUCGCCAAACUGAC
Bsp-6-2 GGAUGAGAAUGAGUACAGUUUAUUACCCCUUAACACAUGCACAAAAGCGAGUAUUCUAUACAGAAAGAUUUUAUCCAGGUACAAGUAUUUCUAAUUUGGGUGGGUUUGCCAGAUUAAGGUCGGUAUCAGGUCUAAAUCCUUCUUUGGUUGUUGAUGUGCUUCAAGAGUACAUUCGUCAA
Bsp-7-1 AGGAUGAGAAUGAGUACAGUUUAUUACCCCUUAACACAUGCGCAAAAGCGAGUAUUCUACACGGAAAGAUUUUAUCCAGGCACAAGUAUUUCUAAUUUGGGUGGGUUUGCCAAGUUAAGAUCGGUAUCAGGUCUAAAUCCUUCUUUGAUCGUGGAUGUGCUUCAAGCGUACAUUCGUGA
Axy-1-1 CACAAAUGUUAAGGGUUCGCUGAGCGGAAAUCAUAACUAUUUUGAUAAGUUCUUUACUAGUUUGCUAGUAAGGGCUUUUCUUUUUUAUAAGCAAAUUAGUAUUAAUAGUUAGAGAGCAUUAGCUAUUAAUCUUAAGUAAAAAAAGCAAUCAGAAUACCUAAUUAAAUAGGUACUGAUUG
Bba-1-4 AAGAAUGAAGUUAAAGGUGAAAGCGACGUAUCAUAACAGUAAAGCGGUAGAAAUGGGUUUAAGAAUGUAACGGGCAUGGUGCCCAACAAAAAAGUGUCGGGUUCUCACACUAGGACGUUCCCUUUUGAAUCACAAAAUGUAAAAUAGCAUACCAAUUAACAAAAGAAAAAGCAUUGUCA
Oih-1-1 GUGUAAUUUGUAUGAACAACGUACGCAAUAUAGAACUAUUCGCUGCAGUUAUGUUAUAAUUUGCAGUGAAAGUAGGUGAUGAGCUUGAUCGGCGAAAAAAUAAAACAACUACGCCUAGAAAAAAGAAUGUCCAUUUCCGAAUUAGCGGAAAAAGCAGGAGUCGCUAAAUCAUAUUUAAG
Bce-1-4 AAGCUAUGAAAAAAAAGUACAUAGUUGAAAAUAAUCAUUCCUACUAUGUAAUCGGUCGUUUCAGGCAUUAAUAUUGUUUAUAAUAUGUAUUUUAUAUGAUGUGUAAGAGGGGACUCAAAGGUUGAUUUUACCUUUAAGUCCCCUCAUUUUUUCAUGAGUAUUUAAGUUUUUUUUGUAAA
Pel-1-7 AAUUAUACUCCAGAUACCGAUACGAAAACGAUUGUUCGAAUCUCGAAGGGCAAUGAUAACUACGACUAUACCCUGACGAACGGGGCGCACUAUCCAUUGCAGCGAGGCAAUGGCACGUACAGCGUUCUGAUCGCGCAGUUAAUGAGCGAUAAUAAAUAUAAAGUCGUUUCGAAAGAAAG
Ppo-3-1 UGUGCGCUACCCUGUUAAACCUAACGUUAAAACCAAGAUUUUGGUUACCAAAGAUGCACAAAAAUACUCUUAUAAUCUAACACCCGGGAAAUCCGAAGAAGUAUUUCCUCUCCAAAUGGGUAAUGGGAACUAUAACAUCAGUAUUUUAGAACAGCUUAGUGGUAAUCAAUAUAAAGUGA
Psp-3-1 AUCGUGAUCCUGGUUUCGUAAACGUACAAUACGAUGUAAAGCCCGGUCUUAAAACUAAGCUUUUAAUUCAAAAAGGCGAUGAAAAAAGGUUUUACGAUCUCCAGUUCGACCAGGCUAGUGAAGUUUUUCCCCUGCAGCUUGGCAACGGAGAUUACCAGAUUAGCGUUUUGGAGAAUGUA
Pte-1-2 AUGAUAUUUUCCGCACUUCUUCUAUUUUUCAUGUUGUCCACAACACUCUUAAAUUCGACAACUUACGCUGCUGAUAGUGAUAGUGUUGCAUGGUUGGAUCAAAACAAUGUAAAUCAUGGUACGGUCAGUGUGCGUUACCCUGUUAAACCUAACAUUAAAACCAAGAUUUUGGUUACCAA
Ppo-1-1 GAACGAAGCAUUGCCAUAUUACGAUGAAUAGGAGAAUUACUUGGAGCAUGAGAACAAAAAUAAAUGUAAUGAUCAUUGCCUUAUUGCUCAUUGUCCAAAGCAUUUUCAGCGCAACGCUGGCUUCCUCCCUCCGAGCAAAAUGGUAAUGAAUUGCGUAUCCAGUUCAAAAAUAAGAUACA
Ppe-1-2 CGGAAGCAUUGCCAUAUUACAAUGAAUAGGAGAAUGACUUGGAGCAUGGGAACAAAAAUAAAUGUUAUGAUCAUUGCCUUAUUGCUCAUUAUCCAAAGCUUUUUCAGUGCAACGCUGGCUUACGCAGAUACUCCAGCCCUGGAACAGCCGCAAAGUGCUGUUGUCGAUCCCGUACAACC
Psp-1-2 CGGAAGCAUUGCCAUAUUACAAUGAAUAGGAGAAUGACUUGGAGCAUGGGAACAAAAAUAAAUGUUAUGAUCAUUGCCUUAUUGCUCAUUAUCCAAAGUUUUUUCAGUGCAACGCUGGCUUACGCAGAUACUCCAGCCCCCGAACUGCCGCAAAGUGCUGUUGUCGAUCCCACACAACC
Pla-1-1 AUGACGUGAAAGCGGACGUGAAGACAAAGCUUUUGAUUGCAAAAGGGCAAAACAAGUAUACAUAUACGCUUUUACCGGACAAGCAGCAGGAGACCUUUCCGCUGCAGAUGGGAAACGGUGGUUAUACCAUAACAGUGCUGGAGCAGGUCAACGGUACCAAGUAUAAGAUCGUUCAAGAA
Bsp-8-7 AAGUAAAGCUGUUGAAAGCGGGAAGAAUCUAUCAGCCAGCUUUUCUCAGUUGGAACGGGAGCUAAACUAUAAUUUUAUUUGCACGGACAGCCUGCGGAGAGAAUGCCUGGCUAACCUUGAGGCAGCAGGCAGGAAGCUCGAGCAUCAUCUUCCAUCUUAUAGCGGGAGACAUGCUGCUA
Bsp-2-5 GAAGUAACACCACAUUUUUCACUUACAUAGUGUCAUUCGGAAAUAGAGGAUGUCAAAGUUGGAUGAAAAGUUGCUGUUUUUCAUUUUUUUCUUCAGAUAAACAAAAAACCUGUUCAGAUGAACAGGUUUUUUACUUAUCUUGAUUAAUCUUCCAUUUAUUAAAUUCAAGGUACUCACGA
Osp-1-1 AGGCAUAAUUUUCAAGAAAUACCGUACUUUAUAUAGAACUAUUCACUGUAAUUAUGAUAUAAUCUGCAGUGAAAGUGGGUGAGAGCUUGAUCGGUGAAAAAAUAAAAAGACUGCGGCAAGAAAAGCGAAUGUCCAUUUCCGAGCUUGCUGAAAAAGCUGGAGUGGCCAAAUCAUACUUA
Sin-1-1 AUGGAGACAUUGCCGGAUUAGAAGCCUUGUUUCGUCCGCAUUUUUUUCAUUAUCCGGAGCAUGCAUUUCAGCAGGCAAAGAAGAAAAAUAAAUUGUUUGAACUUGAUGUAUGCGCUUUGGAUAAGGCAGUACGGACUUUUCGCCAAAGCAGGCUAUUGCCGCCUGAAAAACUAUUUAUC
Bbr-1-4 GGCGCGAAGACAUUGCAAGAUAUCAACCCUUACAACGGGGAAAUCAUCGCAGAAUUCAAAAUGGCAAAUCUGGAGGAUAUCGACGCGGCUUACAAGGCGGCAGCCAACGCGAAAAAAGAGUGGGAUGAAGUGAAUGCCUAUACCAAAUCCCGAAUGUUGGAGCGUGCAGUUCGCUAUAU
Bsp-12-4 GGCGCGAAGACAUUGCAAGAUAUCAACCCUUACAACGGGGAAGUCAUCGCAGAAUUCAAAAUGGCAAAUUUGGAGGAUAUCGACGCGGCUUACAAGGCGGCAGCCGACGCGAAAAAAGAGUGGGAUGAAGUGAAUGCUUAUACCAAAUCCCGAAUGUUGGAGCGUGCUGUUCACUAUAU
Bba-1-5 CGGUUCUUUUGCUUCGUUUUCCAUUCCAUCAGAACAAUAAAGGGGUAAGUCACGCUGCUUUCAGCAGUGGGACUUACCCUUUUUUACUUUAUAUCGCUACGGGGAUUGCUUUUCUUUUAUCAAAUUUAUAAAUAUAGUUAAAUCCGCAUUCCUUUGCUAGUUGAUAGGCCUCUACUAGG
Bba-1-6 ACAAAGGAAAUUGGCUUUGAAUGAUGUUAAAUGAGAAAAAACUUUCUUUUCCAAAAGGAUGUUUGUGGGGAAUUUUAAUAUCAAUACCAAUAUGGAUACUUGUGAUAGUUAUUCUCGUUAAAUUAUUCUAAAGGCACUCAUUUGAGUGUCUUUAAUUAUGUAAGUGAUGUCGAUCACAA
Baz-1-2 ACUUAAAUCUAAGUUCAGAUCUAAAGCAAUAUACCAUGGGCAUAAAGCUAAGAGUUUAUUAUCAAGAUUUUAAUGGAAUGCCGGGACAGUUCUUGUGUUCCAAUUUAAUAAUGGAAUACAAGAACCGUCCCUAUGUUCCUGGGAUAAUUAAAACCCGAUAAUGCACAUGGCUGUUCGCU
Bce-1-5 GCUAGAAAUUAGUCAAUUUUUAGAUGUAAAACUAAAUCAACAUGGAGAAUUGUUAAAAUCCCAUAAAAAAACGGAGGGAAGUACUUUGAAAAGAAACGAUACCGCGUUAGAUGAGAACAUGAAACUUCAAAUACAAUCUGAUGAUAAAGGUAAUACUGAACAAUUAGAGUGGCAAAAAG
Bsp-3-4 GAGAAUUUAUUGAGUGUACAAUUUGGAACGGUGGAAUACUUUGAAAAGGAGAUUAAAGCUUAUCUGACAAAUAAUCGCUUAAAAGAGCCUAAACUUAAAAAUCUGAAAACGAUUGCAUCUAAACUUGAAAAUGAAUUGCUAUAUGACUUCUCUUGUCAUGAAAGAUUAAGGCAGGAAUG
Baz-1-3 UUCAACCCAUAUAUAACCUGAAUGAUAAUUCAUCAAUUGGUGGUGAAUUCCUGUUAAGAACAAAUAUGGGCUCUCCUGAUUUUAUAUUUAGUGAGGCAAAAAAAACAAAUAGGCUCUAUGAUCUAGACACCAAGUCUAUCCAUAAAGCCCUAACGAGUUCCCAUUUCAUAAAUAGAAGG
Bme-4-3 GAAAGGAUGAGAUCCUGAUGACUGUUCUAUUUGGUUCGGUAGAGUUUUUUGAAAGAGAAAUGCUGGAAUACGCAAAAAAAGAACAUUUUACGAAAAAUUCUAUAAUGACAAAAUACUUAAGUUUGAAACAUGAAUUGCUAUAUGAUUUUAUUUGUGAUGAAAAGUUAAGAAUACAAUGU
Lsp-1-1 UUACUGACGGUUUCCAUUGUUGUGUUAUUGCUUAUAGCCGUCAUUACUACACAAAGUAUUAAAGAAUUAAACAAUCGUAUGACAGUUGAUUUGGAACAAGAAUUAACAAGUGUUGGUUUGUUAACAGCUAUGAAUUUAGAUAGUGAUGAAGUGAAAGAUUUAUUGUCUGAAAAAGGGGA
Bsp-4-1 CUUUUAUUGACGGUUUCCAUUGUUGUGUUAUUGCUUAUAGCCGUCAUCACUACUCAAAGUAUUAAAGAAUUAAACAAUCGAAUGACUGUUGAUUUGGAACAAGAAUUAAAAAGUGUUGGUUUGUUAACAGCGAUGAAUUUAGAUAGUAAUGAAGUGAAGGAUUUAUUGUCUGAAAAAGG
Lfu-1-2 AUAAGCUUUUACUAACAGUCUCUAUCGUUGUAUUACUGCUUAUCGCUAUUAUUACGACGCAAAGUAUAAGUGAAUUGAAUAAUCGGAUGAAUGUGGAUUUGGAGCAAGAAUUAAAAAGUGUUGGUUUAUUAACAGCUAUGAACUUAGACAGUGAUGAAGUAAAAGAUUUGCUGUCCGAA
Bme-1-1 AGUAAAAGCACGCUUCAUGUAGCUUGAAGCGUGCUUUUACUAUUGCUUAUAUUUUAAUUCCUUUUGCCUUACGCUGAUCAAACGUAUAAAUCUCCUUAAAUCCGCACUGUUUUGCCAUUUCAACCGCUUCUUUCAUAUGUGCUCCUACCGUUUCAGCAAAGUGUGAAUCAGAGCCAAUC
Bme-3-3 GUAAAAGCACGCUUCUUUUAUAUUGAAGCGUGCUUUUACUAUUACUUAUAUUUUCACCCCUUUUGGCUGACGCUGGUCAAACGUAUAAAUCUCCGUAAACCCGCACUGUUUCGCCAUUUCAACUGCUUCUUUCAUGUGUGCCCCUACAGUUUCUGCAAAAUGUGAAUCAGAUCCAAUCG
Bme-2-1 AUUAAAAAAGCACGCUCAAAUUAGAGCGUGCUUUUUACAGUUAUUAUUAUUCUAGAAGAAAGUGAAACCCACUCCUGUUAAAUACGAAUUCCUUUUGGCUUGCGUUGAUCAAAUGUAUAAAUCUCCGUAAACCCGCACUCUCUCGCCAUUUCAACCGCUUCUUUCAUAUGCGCUCCUAC
Cth-1-2 CUCAUUCAAUCAGGACAACAGGUCUUAACCGUCUUAGAAAACAUCCAAGACGGGUAUAUUAUGCUUAAUCGCCACUGGGAAUUUCUCUAUCUUAAUCCAGCCAUAGAACAGCUGUUUAACAUUAACCGUUUCAACCUGAUUGGCAAAAAUUUCUGGGAUACAUUUCCUGAACUGAAAGA
Bsp-1-2 GACAUUCAAUCAAAAAUGCAAUACCAUGAGCGGAAAGCAAUUAGUCAUUUAACGAAAAUGUGAUACUGUUCUUUUAACAUGAACCCCUUAAGCUGGAGAAAUCAUCUAGUUUAGGGGGUUCAUAUUUUUAUUCAAAAGUUGAAAAUUGAAAAAUACAGUCAGGAAAAAUGCUUUCCUUC
Pmu-2-9 GCUUACGAUAAAUCUGCUUGCCGCGGCUUCCUUUGCUGAAUUUACCGCUUCGACAGCCAUGGCUGCCACCGCAGUCAAAUCUUCCGCCGCCACAUCUUCCGUUGCCAAGACUUCGAACAAGAAGGAACAGAAGGCGGUUACGCUCAAGGAAGCGGCUCAAGCGAAAGGAAAGCAUAUCG
Pmu-1-8 GCUUACGAUAAAUCUGCUUGCCGCGGCUUCCUUUGCUGACUUUACCGCUUCGACAGCCAUGGCUGCCACCGCAGUCAAAUCUUCCGCCGCCACAUCUUCCGUUGCCAAGACUUCGAACAAGAAGGAACAGAAGGCGGUUACGCUCAAGGAAGCGGCUCAAGCGAAAGGAAAGCAUAUCG
Pmu-3-8 GCUUACGAUAAAUCUGCUUGCCGCGGCUUCCUUUGCUGACUUUACCGCUUCGACAGCCAUGGCUGCCACCGCAGUCAAAUCUUCCGCCGCCACAUCUUCCGUUGCCAAGACUUCGAACAAGAAGGAACAGAAGGCGGUUACGCUCAAGGAAGCGGCUCAAGCGAAAGGAAAGCAUAUCG
Bba-1-7 UGUGUUACGGCACAAUGCCAUUUCAAAUAAUCUAGCGAAUGUGAACACGCCACAGUAUAAACCGCAAAAAGUAGUAUUUGAGGAAUUAUUAAAAGGGGAACUGGCAAACUCUUCUUUUGAAGGAAAUCGGUCGAACGCCAAGCAUCUAUCGAUUGGGAAUUCAGCAUCUAGACCCUUUA
Bsp-2-6 CAGUGAGCGCAAAUUCCGAGGUGACAGACACUGCUGGAAUAACGCCUGACGAAUUUCUUUAUCCAGUGGACAAGCUUUAUGAAGAGGUAGAAUUAGCAGUUACUACUGACGCUGUAAAGGAAGCCGACCUUUUGCUAGAGCAAGCUGAUGAACGACUUGCUGAAGCGGAGGCAAUGACG
Bsp-3-5 AAAUGGCCAUUAAUGAGGCCGCAAAGGAAGUUCAUGUACAGGUUCAUGGGUUAAUGAGAGAGGAGGAUGCGGAAGGUUAUAUGAUAGAUUUACAGGAUACGAUUAGUAAGGUAUCAAGGCAAAGUUAUACAUUUGUUGUAGACGGGACCCAUCAAACCCCUGUCCCAUCAAAGGUGGUU
Bsp-9-8 AUAUCAUGAAUCUAAAAUAAGCACCUGAUUUUAGGUGCUUAUUUUUAUACCGUGAUCCUAUUUGCUCAUUGACUGCCAGAAACGGGACUAAAGCACAAAACAAAAAGGCCCCCUUCACCAUAGAAGCAAGGACCAAAAAAAGUACCAGCACCAUGAGCUUAUAUAAUAAGGGAAGAAAU
Bsp-1-3 CCGACUUUUUGAACAUCCUCUAAAAAACUUUGGAAGUGAUUACAUAUGGAGAACACCAUCCAGAAUCUGAAUGUACUCAAAAAACUAAGCGAACUAAUUGAAAAGGUUGGGUCUGAAAAAGUUCUGAUUUCUGAUGAGAUUCGUGACUUUUUUAAUAGUGCCAGUCAGGAAAAAGAAGA
Baz-1-4 GCAUUUCAAAUGUCGCCAUUAGCACUGAUUGCACUUGAUUCAAACAUGACCGUUAAAUACUGGAACAAAACGUCUGAAAAAAUGUUUGGUUGGAAAGAAGAAGAAGUUUUAGGUCAGGCUUUUCCCAUUAUUCCUGACUUUGAAGCAGAGAAAUUCAAAAAAAUGUUUGCUGGUAUCAU
Baz-1-5 UAAAACCAAGGAACAACUGUUGGCGUUAUUUUACCGACAUAUAACCAAAAAAAAUUGAAAAAAGUAAUAUUAGGAGAUGGACAUUAAAAAUGAAAUUAACAGUCGCAAGAAAAAUGUAUCUAGGCUUUAGUGCUGUUUUAGUUCUUUUACUAGUAAUGGCGGGGUUUUCUUAUUACCAA
Bsp-8-8 GUGUGAUUUAUGUUUUCAGAAGAUGGAAAAAGAAAGAAACGGACUCUUUUAAAAAUCAUGAAAGCUAUAUGCAUGUGAUCGAAAACACCAAGGAUUUUCUUUAUUAUUGCCAAGUCUAUCCGGAGCUGCAAUUCAAAUAUCUUGGUCCUUCAGCUGAAUGCUUUUUCGGCGAAGGAUCC
Bco-2-2 UACAUUAGGCGGAUUUGCCGCAACAGAAAAGGCAUCUACGUUUGUAGACGAUUUAAAAAAAGAAGUUUCAAAAAUUAAUGUGAAAAAUUAUUCGUUAAUUGUGGAUUCAUCCGAUUUAAGGACAUUUAAGCCCGAAAUUUUGCCGGUGCUUGAAAAGAGCUAUGCGUUGUAUAUGAGUU
Bco-1-2 UCAUUACAUUAGGCGGAUUUGCCGCAACAGAAAAGGCAUCUACGUUUGUAGACGAUUUAAAAAAAGAAGUUUCAAAAAUAGAUGUGAAAAAUUAUUCGUUAAUUGUGGAUUCAUCCGAUUUAAGGACAUUUAAGCCUGAAAUUUUGCCGGUGCUUGAAAAGAGCUAUGCGUUGUAUAUG
Bsp-9-9 AUAAAAUAUAAUCCCAAAAAUAAAAAAACAAAUUGACUUGGAGGAGGAACUAAAUGAUGAAAUUCAAAAAAAUGAUUACGGCUGCAGCUGCAGCUCUCGUUAUCGCACCAGUUUUCGCUUUUACACCCCCUGCUUCUGCCAACACUGACAGCCACACGGAGGCUCAUCACCACAGCCUG
Bsp-1-4 GACCUUGUGAGCCCAUUUAUAGAAAUAAUAUUAAUUUAUUGGGCUCUAUGGACAGGUAAGGAAAUCCUUCGACGAAUUCAUGAACGUGAAAAUCAAUAUCAACGUUUGGUUCAACUUUCACCUGAAGCCAUUAUUGUGCAUAGAGAUGGCAAAAUCCUCUAUAUUAACGAUUCAGGGGU
Bsp-2-7 ACCGGGAGGACAGUUGCCGUAUUAGUCACUAUCAUAUGGCUUGUCAUAGAGAGUUGGAUUGAUCAUGAAUUUCUAGUAUUUCAGUUUGGGUUAGGAAUUCCUCUUGGAUGGUUUUUUGGAAGACAUUAUGAUAAAGCGGUAUUUUUACGUAGAGACUUAAAAAAUGUCCAGAAUAAACU
Bce-29-2 GGAGCGAAUUGGGGAAAAAGGUUGGUAAAUUUGGACGUAUACUUCUUGCGGGAGGGAUAUUAUUUACACAAGUUGGUGUACUAGAUUACUCGGCAACUAAAGUUUAUGCGGUUACGAAUGAUGAACAAGGAAGAUUCGUUGUUCAUAUGGAUAAACAAGAAAUAAAAGUUGAUGAAAAC
Bth-12-2 GUCUGGUUGCAGUUUGGAUUUUCACACAUGUUGUGAUAUAUGAAAAUCGAAAAGGCAACCAGGCUUUUUAUUUUUUCAGAAUACACAUUAUGAUUGUAAAUUUAGUCGAUUAAUACAUUUAAUGUUCGGAAUAUUCGGUGUAUAAAAAGCGAGGGAGGGAAGUACAUUGCAAAAUCAAA
Bce-48-2 GGGAAGUACAUUGCAAAAUCAAAUAGGGAAAUUUGGCCGUAUACUUCUCGCUGGAGGAAUAUUAUUUACACAAAUUGGUGUGCUAGACUACUCUGCAACAAAAGUUUAUGCCAUUACAAACGACGAGCAAGGACGUUUUAUCGUUCAUAUGGAUAAACAAGAAAUAAAAGUUGAUGAAA
Bth-3-2 UCUGGUUGCAGUUUGGAUUUUCACACAUGUUGUGAUAUAUGAAAAUCGAAAAGGCAACCAGGCUUUUUAUUUUUUCAGAAUACACAUUAUGAUUGUAAAUUUAGUCGAUUAAUACAUUUAAUGUUCGGAAUAUUCGGUGCAUAAAAAGCGAGGGAGGGAAGUACAUUGCAAAAUCAAAU
Bth-16-2 GGAAGUACAUUGCAAAAUCAAAUAGGGAAAUUUGGGCGUAUACUUCUCGCUGGAGGAAUAUUAUUUACACAAGUUGGUGUGCUAGACUACUCUGCAACGAAAGUUUAUGCGGUUACAAACGACGAGCAAGGACGUUUUAUCGUUCAUAUGGAUAAACAAGAAAUAAAAGUUGAUGAAAA
Bth-4-2 UCUGGUUGCAGUUUGGAUUUUCACACAUGUUGUGAUGUAUGAAAAUCGAAAAGGCAACCAGGCUUUUUAUUUUUUAGGAAUACACAUUAUGAUUGUAAACUUAGUCGAUUAAUACAUUUAAUGUUCGUAAUAUUCGGUAAAUAGAAAGCGAGGGAGGGAAGUACAUUGCAAAAUCAAAU
Bce-18-2 GGAAGUACAUUGCAAAAUCAAAUAGGGAAAUUUGGGCGUAUACUUCUCGCUGGAGGAAUAUUAUUUACGCAAGUUGGUGUGCUAGACUACUCUGCAAAGAAAGUUUAUGCGGUUACAAAUGACGAGCAAGGACGUUUUAUCGUUCAUAUGGAUAAACAAGAAAUAAAAGUUGAUGAAAA
Bth-21-2 GGAAGUACAUUGCAAAAUCAAAUAGGGAAAUUUGGGCGUAUACUUCUCGCUGGAGGAAUAUUAUUUACGCAAGUUGGUGUGCUAGACUACUCUGCAAAGAAAGUUUAUGCGGUUACAAAUGACGAGCAAGGACGUUUUAUCGUUCAUAUGGAUAAACAAGAAAUAAAAGUUGAUGAAAA
Bth-9-2 GGAAGUACAUUGCAAAAUCAAAUAGGUAAAUUUGGGCGUAUACUUCUCGCUGGAGGAAUAUUAUUUACGCAAGUUGGUGUGCUAGAUUACUCUGCAACGAAAGUUUAUGCGGUUACAAACGACGAGCAAGGACGUUUUAUCGUUCAUAUGGAUAAACAAGAAAUAAAAGUUGAUGAAAA
Bth-2-2 AUAGUCUGGUUGCAGUUUGGAUUUUCACACAUGUUGUGAUGUAUGAAAAUCGAAAAGGCAACCAGGCUUUUUAUUUUCUAGGAAUACACAUUAUGAUUGUAAAUUUAGCUGAAUAAUAAAUUUAAUGUUCGAAAUAUUCGGUUCAUAAGAAGUGAGGGAGGGAAGUACAUUGCAAAAUC
Bce-19-2 GGAAGUACAUUGCAAAAACAAAUAGGGAAAUUUGGGCGUAUACUUCUCGCUGGAGGAAUAUUAUUUACACAAGUUGGUGUGCUAGACUACUCUGCAACGAAAGUUUAUGCGGUUACAAACGACGAGCAAGGACGUUUUAUCGUUCAUAUGGAUAAACAAGAAAUAAAAGUUGAUGAAGA
Bth-19-2 ...................................................................................................................................................................................
Bce-36-2 GAUUAAUAGAGAGGUGUGAGUAUGAAGAGUAAACAGAUUAGUAUAUUUGUCAUUUGUUUAAUGGUAAUGCAAAUUAUUGUACAGCCAUUUAUACAUAUUGUAGCAGCAGAAACAUAUGACAAAGAAGCAAAUGUCAGCUUAAAGCUUUCGGUUGAGGGCGGAGAUGGUUCGCAAAAAAA
Bsp-10-2 UUGGUGGAAAAAGCGGAUUCCCAUAGGCUAGAAGCAAUUCAAUGCAGAACAAAAAUUCAAGAUUUAACUUAUUAAAUCUUGAUAGACAGCUAGAUAAACAAACAGACGAAAAGAAGAGGCCUCCAGUUGGGGGCCUCUUUGGUAUUGAGGGGACAGGCACGGCGCCCCAAAUGGGUCAC
Bce-1-6 UCAACUGCUAAUUUUAGAAUUAUUUAUUUUGAUAAGAAAAAUAAACUUACUAAGGAAUUACAACAAAACAUAUCAAAAAUUAUUAAAGGUUUAUAUGAGGAAAAAAAUAACUUAAAUGAGAAAGAAUGUAAUGAGAUGAUUUUUUAUCUAAUAAAUAGUGAAGAUGAAAUUUCUUCAGA
Sne-1-1 CAGUUGUUGGUAACUUACGCUUUGAUUCACUAUCAUAAACAGAAAGAAGUGUAAAAAUGAAUAAGAAAAGAAUUUCGUUCAAAGCGAAGUUAUUGGUUUUUUCAUUAUUACUAUCACUAGUACCAAUUAUUUUUAUUGGAGUUUUAGUUAAUAAAACAGUUAGCGAAAAAACCGAGGAU

...................................................................................................................................................................................

...................................................................................................................................................................................qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa
4 BacillalesG20Y

4.1 Taxa
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The taxonomy of each organism containing a putative BacillalesG20Y is listed,
with abbreviations identifying each hit (e.g., “Eco-1-1” and “Eco-1-2” might hy-

pothetically represent two distinct RNAs in E. coli). The abbreviations will be
used to identify each individual BacillalesG20Y in Sections 4.2 and 4.4.

abbrev. of hits taxonomy of species
Bsp-1-1 Bacteria Firmicutes Bacillales Bacillaceae Bacillus sp. NRRL B-14911
Pla-1-1 Bacteria Firmicutes Bacillales Paenibacillaceae Paenibacillus lactis 154
Ppe-1-1 to Ppe-1-2 Bacteria Firmicutes Bacillales Paenibacillaceae Paenibacillus peoriae KCTC 3763
Ppo-1-1 Bacteria Firmicutes Bacillales Paenibacillaceae Paenibacillus polymyxa E681
Ppo-2-1 Bacteria Firmicutes Bacillales Paenibacillaceae Paenibacillus polymyxa M1
Ppo-3-1 Bacteria Firmicutes Bacillales Paenibacillaceae Paenibacillus polymyxa SC2
Psp-1-1 to Psp-1-2 Bacteria Firmicutes Bacillales Paenibacillaceae Paenibacillus sp. Aloe-11
Psp-2-1 Bacteria Firmicutes Bacillales Paenibacillaceae Paenibacillus sp. JC66
Pte-1-1 to Pte-1-2 Bacteria Firmicutes Bacillales Paenibacillaceae Paenibacillus terrae HPL-003

4.2 Gene contexts

Each BacillalesG20Y (indicated by “RNA→”) is listed. For each hit, the genes
located within 6 Kb of the hit are given, except that genes are not listed for
eukaryotes, because these organisms were not used in the statistics of genetic el-
ements associated with c-di-GMP riboswitches.. Some environmental sequences
and some RefSeq entries lack gene annotations, and so no genes are available for
such sequences. The direction of each gene is indicated with an arrow (→), and
each conserved domain in the gene is colored. Conserved domains associated
with more than one BacillalesG20Y are assigned a color; other domains are gray.
Information about these conserved domains is given in Section 4.3. The acces-

sion number of the sequence containing each BacillalesG20Y is given. Accessions
beginning with “NC ”, “NS ”, “NW ” or “NZ ” are contained in RefSeq. Other
accession refer to environmental samples, whose sources are cited in Methods. Nu-
cleotide coordinates are given for the 5′ and 3′ boundaries of each BacillalesG20Y.
If the 5′ coordinate is greater than the 3′ coordinate, the RNA is present on the
reverse-complement strand of the containing genomic DNA sequence. Each hit is
denoted by an abbreviation (like “Eco-1-1”) that refers to a taxonomy given in
Section 4.1.

abbrev. Seq. accession 5′ at 3′ at genes
Pte-1-1 NC 016641.1 + 3006374 3006491 GMP PMI (TIGR01479)→ RNA→ PA14 (smart00758)Glyco hydro 26 (pfam02156)→

coagulation factor 5/8 type domain-containing protein→
Ppo-3-1 NC 014622.1 + 1358448 1358565 GMP PMI (TIGR01479)→ RNA→ PA14 (smart00758)Glyco hydro 26 (pfam02156)→

coagulation factor 5/8 type domain-containing protein→
Ppo-2-1 NC 017542.1 + 1357076 1357193 GMP PMI (TIGR01479)→ RNA→ PA14 (smart00758)Glyco hydro 26 (pfam02156)→

neuronal cell adhesion molecule→
Psp-1-1 NZ JH601048.1 + 218005 218121 GMP PMI (TIGR01479)→ RNA→ PA14 (smart00758)Glyco hydro 26 (pfam02156)→

coagulation factor 5/8 type domain protein→
Ppe-1-1 NZ AGFX01000048.1 - 62635 62519 GMP PMI (TIGR01479)→ RNA→ PA14 (smart00758)Glyco hydro 26 (pfam02156)→

neuronal cell adhesion molecule→
Ppo-1-1 NC 014483.1 + 1235044 1235160 GMP PMI (TIGR01479)→ RNA→ PA14 (smart00758)Glyco hydro 26 (pfam02156)→ hypo→
Pla-1-1 NZ AGIP01000003.1 - 298186 298057 AcpD (COG1182)→ RNA→ AcoR (COG3284)LuxR C like (cd06170)→
Ppe-1-2 NZ AGFX01000011.1 + 895925 896050 Aldo ket red (cd06660)→ RNA→

EntF (COG1020)PP-binding (pfam00550)Condensation (pfam00668)NRPS-para261 (TIGR01720)AA-adenyl-dom (TIGR01733)→
Pte-1-2 NC 016641.1 + 4365874 4365998 hypo→ RNA→ Condensation (pfam00668)→ AA-adenyl-dom (TIGR01733)→ AA-adenyl-dom (TIGR01733)→

EntF (COG1020)Condensation (pfam00668)NRPS-para261 (TIGR01720)alpha am amid (TIGR03443)→
PP-binding (pfam00550)AA-adenyl-dom (TIGR01733)Thioester-redct (TIGR01746)→ COG4908 (COG4908)→

Psp-1-2 NZ JH601055.1 - 2565 2441 Aldo ket red (cd06660)→ RNA→ hypo→ EntF (COG1020)Condensation (pfam00668)→
Bsp-1-1 NZ AAOX01000001.1 + 401419 401539 hypo→ RNA→ hypo→
Psp-2-1 NZ CAES01000070.1 - 2523 2401 E1 enzyme family (cd01483)→ RNA→ COG4932 (COG4932)LPXTG anchor (TIGR01167)→
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4.3 Conserved domains

Conserved domains found in protein-coding genes listed in Section 4.2 are
shown below, with the first sentence in their description from the Conserved Do-
main Database (if any). Conserved domains associated with more than one Bacil-
lalesG20Y are assigned a color, while others are shown in gray. The symbols ‘d’
and ‘u’ (if any) to the left of the colored domain name indicate whether the do-
main occurs upstream or downstream of the RNA motif. Domains marked with
lower-case ‘d’ occur (at least once) present downstream of some BacillalesG20Y in

the opposite orientation. Domains marked with capital ‘D’ occur downstream and
in the same orientation (i.e., a potential cis-regulatory arrangement). Domains
marked with a ‘u’ occur upstream of the RNA in either orientation. If the ‘d’/‘u’
symbols are missing, then the domain is downstream and in the same strand. (This
mode is used for motifs predicted as cis-regulatory. The number in parentheses
after the colored domain name is the number of occurrences in Section 4.2.

cd01483 (1) Superfamily of activating enzymes (E1) of the ubiquitin-like proteins.

cd06170 (1) C-terminal DNA-binding domain of LuxR-like proteins.
cd06660 (2) Aldo-keto reductases (AKRs) are a superfamily of soluble NAD(P)(H) oxidoreduc-

tases whose chief purpose is to reduce aldehydes and ketones to primary and secondary alcohols.
COG1020 (3) Non-ribosomal peptide synthetase modules and related proteins [Secondary

metabolites biosynthesis, transport, and catabolism]
COG1182 (1) Acyl carrier protein phosphodiesterase [Lipid metabolism]
COG3284 (1) Transcriptional activator of acetoin/glycerol metabolism [Secondary metabolites

biosynthesis, transport, and catabolism / Transcription]

COG4908 (1) Uncharacterized protein containing a NRPS condensation (elongation) domain

[General function prediction only]
COG4932 (1) Predicted outer membrane protein [Cell envelope biogenesis, outer membrane]

pfam00550 (2) Phosphopantetheine attachment site.

pfam00668 (4) Condensation domain.
pfam02156 (6) Glycosyl hydrolase family 26.
smart00758 (6) domain in bacterial beta-glucosidases other glycosidases, glycosyltransferases,

proteases, amidases, yeast adhesins, and bacterial toxins.

TIGR01167 (1) LPXTG-motif cell wall anchor domain.

TIGR01479 (6) mannose-1-phosphate guanylyltransferase/mannose-6-phosphate isomerase.
TIGR01720 (2) non-ribosomal peptide synthase domain TIGR01720.
TIGR01733 (4) amino acid adenylation domain.

TIGR01746 (1) thioester reductase domain.
TIGR03443 (1) L-aminoadipate-semialdehyde dehydrogenase.

4.4 Multiple-sequence alignment

Each BacillalesG20Y is denoted by an abbreviation (like “Eco-1-1”) that refers
to a taxonomy given in Section 4.1. Nucleotides proposed to basepair as part
of the consensus structure are shaded in color when they comprise Watson-Crick or
G-U pairs. Otherwise they are shaded gray. Conserved stems are also indicated at
the bottom of the alignment by angle brackets, where matching < and > denote
base-paired columns. Below these angle brackets, the symbol “2” denotes base
pairs exhibiting covariation, “1” denotes base pairs exhibiting compatible muta-
tions, “0” denotes base pairs that are not observed to mutate and “?” denotes base

pairs that have a significant frequency of non-canonical nucleotides for Watson-
Crick or G-U pairs (> 5%). Below these base pair annotation is the consensus
sequence: “R” = “A” or “G”, “Y” = “C” or “U”, red nucleotides: nucleotide
identity conserved more than 97% of the time, black nucleotides: 90%, gray nu-
cleotides: 75%, red circle (qa): nucleotide is present 97% of the time, black circle (qa):
90%, gray circle (qa): 75%, white circle (qa): 50%. All percentages of sequences just
described (e.g. 97% conserved) assume that sequences have been weighted by the
GSC algorithm implemented by the Infernal software package.

Duplicate sequences: the following putative homologs are not shown in the alignment because their sequences are identical to a homolog already shown: Ppo-2-1

alignment positions 1 · · · 175

Pte-1-1 UACGCGAAAAUCUGUAAAUUCAUGAACGUGACCUAUUAAAUUUUGGUAAAAAAAAGUCGAUACUUUAGGGUAAGAAGGAAUCCAAACUCC....UU.CCA.C..GAUAAACGCAGCCCUGUUGAAAGGCAGGUACGC.AAAGCUAAAGGGCC....UUCCGUGAGG.........
Ppo-3-1 UGGGCGAAAACCUGUAAAUUCAUGAACAUGACCUAUUAAAUUUUGGUAAAAAAAAGUCGAUACUUAGGGUAAGAAGGAAUCCAAACUCCU.....U.CCAAC..GAUAAACGCAGCCCUGUCGAAAGACUGGUACGC.AAAGCUAAAGGGCC....UUCCCGUAAGG........
Psp-1-1 UGCACGAAAAUCUGUAAACUCUUGCACUUGACCUAUUAAAUUUUGGUAAAAAAAAGUCGAUACUUAGGGUAAGAAGGAAUCCAAACUCCU.....U.CCAAC..GAUAAACGCAGCCCUGUCGAAAGGUAGGUACGC.AAAGCUAAAGGGCC....UUCCGUAGGG.........
Ppe-1-1 UGCGCGAAAAUCUGUAAACUCAUGCACAUUACCUAUUAAAUUUUGGUAAAAAAAAGUCGAUACUUAGGGUAAGAAGGAAUCCAAACUCCU.....U.CCAAC..GAUAAACGCAGCCCUGUCGAAAGGUAGGUACGC.AAAGCUAAAGGGCC....UUCCGUGGGG.........
Ppo-1-1 UGGGCGAAAACCUGUAAAUUCAUGAACAAGACCUAUUAAAUUUUGGUAAAAAAAAGUCGAUACUUAGGGUAAGAAGGAAUCCAAACUCCU.....U.CCAAC..GAUAAACGCAGCCCUGUCGAAAGGCAGGUACGC.AAAGCUAAAGGGCC....UUCCACAAGG.........
Pla-1-1 CCUAUAUUCAAUGAAAAACAAUGUAAGUUAUAGUUUGAUUAGGUCAUUCAUUCAGAACUAUAUGUUGUAUCUUUCGACAAUUGAAUCGUU....CG.UA..C..GAUAAUCGCAAACCCACUGAAAAGUGGCGACGC.AAAGCUAUAGGGGCUAAUGGGGUUCUGCAUAGAACC.
Ppe-1-2 CAGCGAUUUAAUGACUCACUGGAACGUUCCACUCGGCAUCUAACAACGUAUUGUUAAUUUAUAAAGAUAUAAAAAAAUAUACUUACUUAU....UU.CC..C..GUUAAUCGUAAACACCUCGAAAGUGGUGGACAC.AAAGCCAU.GGGUCUAAAGCUGGAUUCAGGCA.....
Pte-1-2 GUUUCGGAAAUUCAAGGUCAGCUCCUACCGAAUGUAGGAGGAAGAAGCAUAAGAUCAUGCUCAAGAGAUGUAAAAAAUAUACUUAUUUAU....UU.CC..C..GUUAAUCGUAAACACCUCGAAAGUGGUGGACAC.AAAGCCAU.GGGUCUAAAGCUGGAUUAAACA......
Psp-1-2 AAAAAAACGAACUGAUAACAAAGCUUACCGCAUUGUGGCGCCGGAGGGGGACCUGAAGGCGUGGAUACAGCGGUAGAUAUACUUACUUAU....UU.CC..C..GUUAAUCGUAAACACCUCGAAAGUGGUGGACAC.AAAGCCAU.GGGUCUAAAGCUGGAUUCAACA......
Bsp-1-1 GCUUCAAGAAUUCGACAAAUCUAUGUAGGUUUCUGUCGUAAAAAAAAUGGUUAAUUUUUCAUUUUGCGGGGUACUUUAUACCUGUACUAC.....A.UU..UCUGUGAAACGCAAACUUAUUGAAAGAUAAGGGCGC.AAAGCCUC.AGGUCUAAGGCCAUGUAUG.........
Psp-2-1 UCUUGUUUUCGCCAGAGAAGGGAGAUUUCUACGUAUUAUGUAACGUGCGUUGUUCAGUUUUUGUUUAGUUUACUAUAGUUUAAUUGAAUA.....AACA..U..GUAAAUCGCAAACCAUUUGAAAGAGUGGGACGC.AAAGUCUG.GAGUCUAAAGCAUCCUGCGGAU......

..........................................................................................<<<<<<.<<..<..<......<<...<<<<<<....>>>>>>...>>....<<<.<.<<<<<....<<.................

..........................................................................................????22.2?..2..0......02...?222?2....2?222?...20....122.?.22120....??.................qa qa qa qa qaR qa qa qaA qaYYR qa qaRA qa qa qa qa qa qa qa qa qa qaY qa qa qa qaU qaU qaR qaR qa qa qa qaRR qa qaR qa qa qa qa qa qa qa qaY qa qa qa qa qa qa qa qaR qa qa qa qa qa qa qa qa qaR qa qa qa qaY qa qa qa qaY qa qaY---- qa qa-Y qa--Y--G qa qaAA qaCGYAR qaC qaY qaUYGAAAG qa qaR qaG qaACRC-AAAGCY qa qa-GGGYC qa qa qa qa qaY qa qa qa qaY qa qaR qa qa qa------
5′
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alignment positions 176 · · · 355

Pte-1-1 .AU...GGCAGCCUGGCUACCGAAAGG.AA....GAGCGAGAGUGAGCCCCUAUUUUACCCCUGUGUAUCGAUUGAUACGCAGUGUACUCCCCGUUGUUAUGCUUUUUUCUUUGUUGCCCGUCGGUUGUGGUGAAUCUCUGUCCGUGGCGAAUGCUGCCACAUUACAGCCUGUUAAUUCG
Ppo-3-1 .AU...GGCAGCCUGGCUACCGAAAGG.A.....AGAGCUAAAGUGAGAUUCAAUUUUAUUCCUCUGUAUCGACUGAUACGUCAUGUACUCCCCGUUGUUAUACUUUUUUCUUUGUUUCCCGUCGGCUUUGGUGAUUCUCUGUCUGUGGUGAAUGCCGCUUCAUUACAACCUGUUAAUUC
Psp-1-1 .AU...GGCAGCCUGGCUACCGAAAGG.A.....AGAGCAAAAGUGAGAUUCGAUUUUAUUCCUCUGUAUCGACUGAUACGCCAUGCACUCCCCGUAGUUAUGCUUUUUUCUUUGUUGCCCGUCGGUUUUGGUGAAUCUCUGUCCGUGGCGAAUGCCGCUGCAUUACAGCCUGUUGAUUC
Ppe-1-1 .AU...GGCAGCCUGGCUACCGAAAGG.A.....AGAGCAAAAGUGAGAUUCGAUUUUUUUCCUCUGUAUCGACUGAUACGUCAUGCACUCCCCGUAGUUAUGCUUUUUUCUUUGUUGCCCGUCGGUUUUGGUGAAUCCCUGUCCGUGGCGAAUGCCGCUGCAUUACAGCCUGUUAGUUC
Ppo-1-1 .AU...GGCAGCCUGGCUACCGAAAGG.A.....AGAGCGAAAGUGAGAUUCAAUUUUAUUCCUCUGUAUCGACUGAUACGUCAUGUACUCCCCGUUAUUAUGCUUUUAACAUUGUUGCCCGUCGGUUUUGUUGAUUCUCUGUCUGUAGCGAAUGCCGCUUCAUUACAACCUGUUAAUUC
Pla-1-1 .GCGAUGCCAGCC.AGUUGCCGAA.UA.CG....ACGGAAGCCUCCGUCACUUCUUGCUAGUUACUACCUAUGUCUACAAGCUGACGGAGGCUAUUUGUUGUUCACAAAUUUUUAUAGGGAGGCUCCUGCAGUAACUGCCUGUUCCUUAAAAGUUACGGUCAAUUGCCUGAAAGGAGGUG
Ppe-1-2 .GCCAUGAUUGCCAGGUUGCCGAAG.G.AA....ACCGGGCGAAGUCUGCUGCCUGUUCCUGUGCUUUUUAUAUGGGAAGAGGCUUUUUUUAUUUGUAGUGGAACAUCGUUUGGACAUACGGAAUAGAACGCGCGAAAUGGUUAACAACAGGAGGGAAUUUUAUGGAAACGAGCAUGAUA
Pte-1-2 .GCCAUGAUUGCCAGGUUGCCGAAG.G.AA....ACCGGGCGAAGUCUGCUGUCUGUUCCUGUGCUUUUUAUAUGGGAACAGGCUUCUUUUAUUUGUAGCGGGAAAUGAUUGGGCAUGCAGAGUAGAACGCAUGAAAUGAUUAACAACAGGAGGGGAUUUUAUGCAAACGAGCGUAAUAA
Psp-1-2 .GCCAUGAUUGCCAGGUUGCCGAAG.G.AA....ACCGGGCGAAGUCUGCUGCCUGUUCCUGUACUUUUUAUAGGGGAACAGGCUUUUUUUAUUUGUAGUGGGAAAUCGUUUGGGCAUAUGGAGUAGAACGCAUGAAAUGCUUAACAACAGGAGGAAAUUUUAUGGAAACGAGCAUGAUA
Bsp-1-1 .GUUAAGACGGCUGGGCUGCCGC..AA.U.....AGGGGAAACGGUUAUGGGUAUGAGUAAUGAAGUAGAAAAAGAGUGGAUCGAAUUAUUGCUGGAAGCAAGAAAUGUUGGUUUGACCUUGGGAGAAGUAGAGAGCUUUUUUAGAAGAGAACAUGAUUUUUGGAUCAGGCAGGAAAAUA
Psp-2-1 .GCCAUGAUCGUUCGACUGCCA...UGAU.....UGUUUUAUCGGGCAGUCUUUUUGUGGUUUUUCAGGCAGUUUUUCAGGCAGUUUUUCAGGUAAAGAAAGAUUGGUUGAUGACAUUCAAGAUUAAAAAGAUAUUGCUUCCGAAGUAGUUUUGCUGACGCAAAACCUGGGGGUCACUCG

.>>...>>>..>>>>>>...>>...>>.>>>>>>..................................................................................................................................................

.??...021..22?221...02...?2.22????..................................................................................................................................................
-RY qa qa qaGRY qaGCY qaGGYURCCG qa qa qa qaR- qa qa----R qa qa qa qaR qa qa qa qa qa qa qa qa qa qaY qa qa qaU qa qa qa qa qa qa qaY qaY qa qa qa qaYR qa qaY qa qa qa qaR qaR qa qa qa qa qa qa qa qaY qa qaY qa qa qa qaR qa qaR qa qa qa qa qa qa qa qaY qa qa qa qa qa qa qa qa qa qa qaG qa qa qa qa qa qa qa qaR qa qaRR qa qa qaY qaY qa qa qa qa qa qa qa qa qaRR qa qa qa qa qa qaY qaY qaR qa qa qa qa qa qa qa qaRR qa qaA qa qaYR

3′

alignment positions 356 · · · 529

Pte-1-1 GACGCUUCUGUUGAGGCUCGUGAACUAUACAACUAUUUGAUCAGCAUCUCAGGAAAAAAAAUGGUCACAGGUCAACAUGAUUAUUUGGAAAGUCCGGAUGAAUUAAGCAACAAGGUCCAAAAAAUCAGUAAGGCGUAUGCUGGUGUACAUGGCUACGAAAUGGGAGCCAUCUCC
Ppo-3-1 GGACGCUUCUACUCAGGCCCGUGAACUAUACAAUUAUUUACUCAGCAUCUCUGGAAAGAAAACAGUCACUGGUCAGCAUGAUUAUUUGGAAAGUCCAGAUGAAUUAAGCAACAAGGUCCAAAAAAUCAGCCAGGCGUAUGUGGGUCUGCACGGCUAUGAGAUGGGAGCCAUCUC
Psp-1-1 GGACGCUUCUACUCAGGCCCGUGAACUAUACAGCUAUUUACUCAGCAUCUCGGGGAAAAAAAUAAUCACCGGUCAGCAUGAUUAUUUGGAAAGUCCAGAUGAACUAAGUAACAAGGUCCAAAAAAUCAGUCAGUCGUAUGUGGGUGUGCACGGCUAUGAGAUGGGAGCCAUCUC
Ppe-1-1 GGACGCUUCUACUCAGGCCCGUGAACUAUACAGCUAUUUACUCAGCAUCUCGGGGAAAAAAAUAAUCACCGGUCAGCAUGAUUAUUUGGAAAGUCCGGAUGAAUUAAAUAACAAGGUCCAAAAAAUCAGUCAGUCGUAUGUGGGUGUGCACGGCUAUGAGAUGGGAGCUAUCUC
Ppo-1-1 GGACGCUUCUACUCAGGCCCGUGAACUAUACAAUUAUUUACUCAACAUCUCAGGGAAAAAAAUAGUCACCGGUCAGCAUGAUUAUUUGGAAAGUCCAGAUGAAUUAAGUAACAAGGUCCAAAAAAUCAGUCAGGCAUAUGUUGGUGUACACGGCUAUGAGAUGGGAGCUAUCUC
Pla-1-1 AAUGAUGCGGAACAUGAUUUCCCGCAGCGCGGUAUAACUACAGCAGUUCGACUCUCAGCGGAUAACAAGGAAUAUUCAUGCGGCAGCGUCUUUGACAGCAAACCAAUCGAAUCGUUUCGUACGAUAAUAGCAAACCCACUGAAAAGUGGCGACGCAAAGCUAUAGGGGCUAAUG
Ppe-1-2 ACGAUUAAGGAGUAUCCGUUAAGCUCUUAUCAGAAAGACAUAUGGUUCGAACAGUACAUGUACCCUGAAAAACCUAUUUACAAUAUUGGUGGGUAUGUUGAGGUCAAAGGAAACCUGGAUACGGCGAUUAUGAAGGAGUGCUUUCGGUUACUAAUCAGGCAGAAUGAUUCUCUU
Pte-1-2 GUGUCAAGGAGUAUCCGUUAAGUUCCUAUCAGAAAGAUAUAUGGUUCGAACAGUGCAUGUACCCUGAAAAGCCCAUUUACAAUAUCGGUGGGUAUGUUGAGGUUAAAGGAAACCUGAAUACAGCUAUCAUUAGGCAGUCCAUGCAGUUGUUAAUCAGACAAAAUGAUUCUCUGA
Psp-1-2 ACUAUUAAGGAGUAUCCGUUAAGCUCCUAUCAGAAAGACAUAUGGUUCGAACAGUGCAUGUACCCUGAAAAACCUAUUUACAAUAUUGGUGGGUAUGUUGAGAUCAAAGGAAACCUGGAUACGGCUAUCAUGAAGGAGUGCUUGCAGUUACUAAUCAGCCAGAAUGAUUCUCUU
Bsp-1-1 UAACAGAAACUGAUUGAAAUUUUUACUUAAGAACAACAGGAACAUACAUAGAACCAAGAAACGUCUACCCUUCCGGUAUGGCGUUUCUUUUUUUCGACAAGAAUCUUCAAAUAUCGGGAGGUGCCUGUCACCACUUUAACCACUUUACUCUAUCUUUACAAUUUUCCAACAAUC
Psp-2-1 UCCUCGAAAUGCCUCGAUAGAGGUUUUCUCAUAGAUUCAUAAUUCUAUAAUCCAAAUGACGGAGAAGGAGUGGGAAGAUGAUUAGAUUAAAGCAGGCGACGAGAAUUAAAUUGCAGCUUUUGCUGAUCUGCCUUGUUGUACUCGGCACGAUGGGUGGCUUUACCGGCAAUCUAG
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5 Clostridia

5.1 Taxa

The taxonomy of each organism containing a putative Clostridia is listed, with
abbreviations identifying each hit (e.g., “Eco-1-1” and “Eco-1-2” might hypothet-

ically represent two distinct RNAs in E. coli). The abbreviations will be used to
identify each individual Clostridia in Sections 5.2 and 5.4.

abbrev. of hits taxonomy of species
Bca-1-1 to Bca-1-2 Bacteria Bacteroidetes Bacteroidia Bacteroidales Bacteroidaceae Bacteroides capillosus ATCC 29799
Ath-1-1 to Ath-1-3 Bacteria Firmicutes Clostridia Clostridiales Anaerocellumgroup Anaerocellum thermophilum DSM 6725
Ame-1-1 to Ame-1-11 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Alkaliphilus metalliredigens QYMF
Car-1-1 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium arbusti SL206
Cas-1-1 to Cas-1-3 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium asparagiforme DSM 15981
Cbe-1-1 to Cbe-1-4 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium beijerinckii NCIMB 8052
Cbo-1-1 to Cbo-1-2 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium bolteae ATCC BAA-613
Cbo-2-1 to Cbo-2-3 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium botulinum B str. Eklund 17B
Cbo-3-1 to Cbo-3-3 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium botulinum B str. Eklund 17B(NRP)
Cbo-4-1 to Cbo-4-2 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium botulinum E1 str. ’BoNT E Beluga’
Cbo-5-1 to Cbo-5-2 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium botulinum E3 str. Alaska E43
Cbu-1-1 to Cbu-1-3 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium butyricum 5521
Cbu-2-1 to Cbu-2-4 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium butyricum E4 str. BoNT E BL5262
Cca-1-1 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium carboxidivorans P7
Cce-1-1 to Cce-1-2 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium cellulovorans 743B
Cci-1-1 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium citroniae WAL-17108
Ccl-1-1 to Ccl-1-6 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium clariflavum DSM 19732
Cdi-1-1 to Cdi-1-12 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium difficile 630
Cdi-2-1 to Cdi-2-12 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium difficile ATCC 43255
Cdi-3-1 to Cdi-3-9 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium difficile CD196
Cdi-4-1 to Cdi-4-9 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium difficile CIP 107932
Cdi-5-1 to Cdi-5-6 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium difficile NAP07
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Cdi-6-1 to Cdi-6-6 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium difficile NAP08
Cdi-7-1 to Cdi-7-6 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium difficile QCD-23m63
Cdi-8-1 to Cdi-8-9 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium difficile QCD-32g58
Cdi-9-1 to Cdi-9-9 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium difficile QCD-37x79
Cdi-10-1 to Cdi-10-11 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium difficile QCD-63q42
Cdi-11-1 to Cdi-11-9 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium difficile QCD-66c26
Cdi-12-1 to Cdi-12-9 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium difficile QCD-76w55
Cdi-13-1 to Cdi-13-9 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium difficile QCD-97b34
Cdi-14-1 to Cdi-14-9 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium difficile R20291
Cha-1-1 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium hathewayi DSM 13479
Cha-2-1 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium hathewayi WAL-18680
Ckl-1-1 to Ckl-1-3 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium kluyveri DSM 555
Ckl-2-1 to Ckl-2-3 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium kluyveri NBRC 12016
Clj-1-1 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium ljungdahlii DSM 13528
Cno-1-1 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium novyi NT
Cpa-1-1 to Cpa-1-3 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium papyrosolvens DSM 2782
Cpe-1-1 to Cpe-1-2 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium perfringens ATCC 13124
Cpe-2-1 to Cpe-2-2 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium perfringens B str. ATCC 3626
Cpe-3-1 to Cpe-3-2 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium perfringens C str. JGS1495
Cpe-4-1 to Cpe-4-2 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium perfringens CPE str. F4969
Cpe-5-1 to Cpe-5-2 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium perfringens D str. JGS1721
Cpe-6-1 to Cpe-6-2 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium perfringens E str. JGS1987
Cpe-7-1 to Cpe-7-2 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium perfringens NCTC 8239
Cpe-8-1 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium perfringens SM101
Cpe-9-1 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium perfringens str. 13
Cph-1-1 to Cph-1-2 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium phytofermentans ISDg
Csa-1-1 to Csa-1-7 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium saccharolyticum WM1
Csp-1-1 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium sp. 7 2 43FAA
Csp-2-1 to Csp-2-2 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium sp. BNL1100
Csp-3-1 to Csp-3-3 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium sp. DL-VIII
Csp-4-1 to Csp-4-7 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium sp. Maddingley MBC34-26
Csp-5-1 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium sp. SS2/1
Csp-6-1 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium sp. SY8519
Cst-1-1 to Cst-1-3 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium sticklandii DSM 519
Csy-1-1 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium symbiosum WAL-14673
Cte-1-1 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium tetani E88
Cth-1-1 to Cth-1-3 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium thermocellum ATCC 27405
Cth-2-1 to Cth-2-3 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium thermocellum DSM 1313
Cth-3-1 to Cth-3-3 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium thermocellum DSM 2360
Cth-4-1 to Cth-4-3 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium thermocellum JW20
Cba-1-1 Bacteria Firmicutes Clostridia Clostridiales bacterium 1 7 47FAA
Sac-1-1 to Sac-1-2 Bacteria Firmicutes Clostridia Clostridiales ClostridialesFamily XVII. Incertae Sedis Sulfobacillus acidophilus DSM 10332
Sac-2-1 to Sac-2-2 Bacteria Firmicutes Clostridia Clostridiales ClostridialesFamily XVII. Incertae Sedis Sulfobacillus acidophilus TPY
Tma-1-1 to Tma-1-2 Bacteria Firmicutes Clostridia Clostridiales ClostridialesFamily XVII. Incertae Sedis Thermaerobacter marianensis DSM 12885
Tsu-1-1 Bacteria Firmicutes Clostridia Clostridiales ClostridialesFamily XVII. Incertae Sedis Thermaerobacter subterraneus DSM 13965
Sth-1-1 Bacteria Firmicutes Clostridia Clostridiales ClostridialesFamily XVIII. Incertae Sedis Symbiobacterium thermophilum IAM 14863
Awo-1-1 to Awo-1-5 Bacteria Firmicutes Clostridia Clostridiales Eubacteriaceae Acetobacterium woodii DSM 1030
Ast-1-1 Bacteria Firmicutes Clostridia Clostridiales Eubacteriaceae Anaerofustis stercorihominis DSM 17244
Eba-1-1 Bacteria Firmicutes Clostridia Clostridiales Eubacteriaceae bacterium CM2
Ece-1-1 to Ece-1-5 Bacteria Firmicutes Clostridia Clostridiales Eubacteriaceae Eubacterium cellulosolvens 6
Eha-1-1 to Eha-1-2 Bacteria Firmicutes Clostridia Clostridiales Eubacteriaceae Eubacterium hallii DSM 3353
Eli-1-1 to Eli-1-3 Bacteria Firmicutes Clostridia Clostridiales Eubacteriaceae Eubacterium limosum KIST612
Ere-1-1 to Ere-1-2 Bacteria Firmicutes Clostridia Clostridiales Eubacteriaceae Eubacterium rectale ATCC 33656
Esp-1-1 Bacteria Firmicutes Clostridia Clostridiales Eubacteriaceae Eubacterium sp. 3 1 31
Hmo-1-1 Bacteria Firmicutes Clostridia Clostridiales Heliobacteriaceae Heliobacterium modesticaldum Ice1
Aca-1-1 to Aca-1-5 Bacteria Firmicutes Clostridia Clostridiales Lachnospiraceae Anaerostipes caccae DSM 14662
Asp-1-1 to Asp-1-5 Bacteria Firmicutes Clostridia Clostridiales Lachnospiraceae Anaerostipes sp. 3 2 56FAA
Bpr-1-1 to Bpr-1-2 Bacteria Firmicutes Clostridia Clostridiales Lachnospiraceae Butyrivibrio proteoclasticus B316
Cco-1-1 Bacteria Firmicutes Clostridia Clostridiales Lachnospiraceae Coprococcus comes ATCC 27758
Dfo-1-1 to Dfo-1-2 Bacteria Firmicutes Clostridia Clostridiales Lachnospiraceae Dorea formicigenerans 4 6 53AFAA
Dfo-2-1 Bacteria Firmicutes Clostridia Clostridiales Lachnospiraceae Dorea formicigenerans ATCC 27755
Lba-1-1 to Lba-1-4 Bacteria Firmicutes Clostridia Clostridiales Lachnospiraceae bacterium 3 1 57FAA CT1
Lba-2-1 Bacteria Firmicutes Clostridia Clostridiales Lachnospiraceae bacterium 5 1 63FAA
Osp-1-1 Bacteria Firmicutes Clostridia Clostridiales Lachnospiraceae Oribacterium sp. ACB7
Ova-1-1 to Ova-1-5 Bacteria Firmicutes Clostridia Clostridiales Oscillospiraceae Oscillibacter valericigenes Sjm18-20
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CDe-1-1 to CDe-1-3 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Candidatus Desulforudis audaxviator MP104C
Dde-1-1 to Dde-1-4 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Desulfitobacterium dehalogenans ATCC 51507
Ddi-1-1 to Ddi-1-4 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Desulfitobacterium dichloroeliminans LMG P-21439
Dha-1-1 to Dha-1-5 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Desulfitobacterium hafniense DCB-2
Dha-2-1 to Dha-2-6 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Desulfitobacterium hafniense Y51
Dme-1-1 to Dme-1-7 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Desulfitobacterium metallireducens DSM 15288
Dac-1-1 to Dac-1-13 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Desulfosporosinus acidiphilus SJ4
Dme-2-1 to Dme-2-7 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Desulfosporosinus meridiei DSM 13257
Dor-1-1 to Dor-1-6 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Desulfosporosinus orientis DSM 765
Dsp-1-1 to Dsp-1-13 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Desulfosporosinus sp. OT
Dyo-1-1 to Dyo-1-4 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Desulfosporosinus youngiae DSM 17734
Dac-2-1 to Dac-2-4 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Desulfotomaculum acetoxidans DSM 771
Dca-1-1 to Dca-1-3 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Desulfotomaculum carboxydivorans CO-1-SRB
Dgi-1-1 to Dgi-1-5 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Desulfotomaculum gibsoniae DSM 7213
Dku-1-1 to Dku-1-9 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Desulfotomaculum kuznetsovii DSM 6115
Dni-1-1 to Dni-1-3 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Desulfotomaculum nigrificans DSM 574
Dre-1-1 to Dre-1-6 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Desulfotomaculum reducens MI-1
Dru-1-1 to Dru-1-6 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Desulfotomaculum ruminis DSM 2154
Pth-1-1 to Pth-1-8 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Pelotomaculum thermopropionicum SI
Sgl-1-1 to Sgl-1-9 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Syntrophobotulus glycolicus DSM 8271
Tpo-1-1 to Tpo-1-10 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Thermincola potens JR
Cdi-15-1 to Cdi-15-9 Bacteria Firmicutes Clostridia Clostridiales Peptostreptococcaceae Clostridium difficile 2007855
Cdi-16-1 to Cdi-16-9 Bacteria Firmicutes Clostridia Clostridiales Peptostreptococcaceae Clostridium difficile BI1
Cdi-17-1 to Cdi-17-9 Bacteria Firmicutes Clostridia Clostridiales Peptostreptococcaceae Clostridium difficile CF5
Cdi-18-1 to Cdi-18-6 Bacteria Firmicutes Clostridia Clostridiales Peptostreptococcaceae Clostridium difficile M120
Ace-1-1 to Ace-1-5 Bacteria Firmicutes Clostridia Clostridiales Ruminococcaceae Acetivibrio cellulolyticus CD2
Eha-2-1 to Eha-2-3 Bacteria Firmicutes Clostridia Clostridiales Ruminococcaceae Ethanoligenens harbinense YUAN-3
Fpr-1-1 Bacteria Firmicutes Clostridia Clostridiales Ruminococcaceae Faecalibacterium prausnitzii A2-165
Ral-1-1 to Ral-1-3 Bacteria Firmicutes Clostridia Clostridiales Ruminococcaceae Ruminococcus albus 7
Rob-1-1 to Rob-1-2 Bacteria Firmicutes Clostridia Clostridiales Ruminococcaceae Ruminococcus obeum ATCC 29174
Rsp-1-1 Bacteria Firmicutes Clostridia Clostridiales Ruminococcaceae Ruminococcus sp. 5 1 39BFAA
Dal-1-1 to Dal-1-10 Bacteria Firmicutes Clostridia Clostridiales Syntrophomonadaceae Dethiobacter alkaliphilus AHT 1
Sli-1-1 to Sli-1-2 Bacteria Firmicutes Clostridia Clostridiales Syntrophomonadaceae Syntrophothermus lipocalidus DSM 12680
Hhy-1-1 to Hhy-1-3 Bacteria Firmicutes Clostridia Halanaerobiales Halanaerobiaceae Halanaerobium hydrogeniformans
Hpr-1-1 to Hpr-1-3 Bacteria Firmicutes Clostridia Halanaerobiales Halanaerobiaceae Halanaerobium praevalens DSM 2228
Hor-1-1 Bacteria Firmicutes Clostridia Halanaerobiales Halanaerobiaceae Halothermothrix orenii H 168
Aar-1-1 to Aar-1-2 Bacteria Firmicutes Clostridia Halanaerobiales Halobacteroidaceae Acetohalobium arabaticum DSM 5501
Nth-1-1 to Nth-1-4 Bacteria Firmicutes Clostridia Natranaerobiales Natranaerobiaceae Natranaerobius thermophilus JW/NM-WN-LF
Cpa-2-1 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacteraceae Carboxydibrachium pacificum DSM 12653
Chy-1-1 to Chy-1-7 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacteraceae Carboxydothermus hydrogenoformans Z-2901
Mth-1-1 to Mth-1-6 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacteraceae Moorella group Moorella thermoacetica ATCC 39073
Tac-1-1 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacteraceae Tepidanaerobacter acetatoxydans Re1
Tph-1-1 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacteraceae Thermacetogenium phaeum DSM 12270
Tbr-1-1 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacteraceae Thermoanaerobacter brockii subsp. finnii Ako-1
Tet-1-1 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacteraceae Thermoanaerobacter ethanolicus CCSD1
Tet-2-1 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacteraceae Thermoanaerobacter ethanolicus JW 200
Tit-1-1 to Tit-1-3 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacteraceae Thermoanaerobacter italicus Ab9
Tma-2-1 to Tma-2-4 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacteraceae Thermoanaerobacter mathranii subsp. mathranii str. A3
Tps-1-1 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacteraceae Thermoanaerobacter pseudethanolicus ATCC 33223
Tsi-1-1 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacteraceae Thermoanaerobacter siderophilus SR4
Tsp-1-1 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacteraceae Thermoanaerobacter sp. X513
Tsp-2-1 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacteraceae Thermoanaerobacter sp. X514
Tsp-3-1 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacteraceae Thermoanaerobacter sp. X561
Tte-1-1 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacteraceae Thermoanaerobacter tengcongensis MB4
Twi-1-1 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacteraceae Thermoanaerobacter wiegelii Rt8.B1
Chy-2-1 to Chy-2-2 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacterales Family III. Incertae Sedis Caldicellulosiruptor hydrothermalis 108
Ckr-1-1 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacterales Family III. Incertae Sedis Caldicellulosiruptor kristjanssonii 177R1B
Ckr-2-1 to Ckr-2-3 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacterales Family III. Incertae Sedis Caldicellulosiruptor kronotskyensis 2002
Cla-1-1 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacterales Family III. Incertae Sedis Caldicellulosiruptor lactoaceticus 6A
Cob-1-1 to Cob-1-4 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacterales Family III. Incertae Sedis Caldicellulosiruptor obsidiansis OB47
Cow-1-1 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacterales Family III. Incertae Sedis Caldicellulosiruptor owensensis OL
Csa-2-1 to Csa-2-4 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacterales Family III. Incertae Sedis Caldicellulosiruptor saccharolyticus DSM 8903
Tsa-1-1 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacterales Family III. Incertae Sedis Thermoanaerobacterium saccharolyticum JW/SL-

YS485
Txy-1-1 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacterales Family III. Incertae Sedis Thermoanaerobacterium xylanolyticum LX-11
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Toc-1-1 to Toc-1-6 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacterales Family III. Incertae Sedis Thermosediminibacter oceani DSM 16646
env-1 to env-29 environmental samples

5.2 Gene contexts

Each Clostridia (indicated by “RNA→”) is listed. For each hit, the genes
located within 6 Kb of the hit are given, except that genes are not listed for
eukaryotes, because these organisms were not used in the statistics of genetic el-
ements associated with c-di-GMP riboswitches.. Some environmental sequences
and some RefSeq entries lack gene annotations, and so no genes are available for
such sequences. The direction of each gene is indicated with an arrow (→), and
each conserved domain in the gene is colored. Conserved domains associated with
more than one Clostridia are assigned a color; other domains are gray. Information

about these conserved domains is given in Section 5.3. The accession number of the
sequence containing each Clostridia is given. Accessions beginning with “NC ”,
“NS ”, “NW ” or “NZ ” are contained in RefSeq. Other accession refer to environ-
mental samples, whose sources are cited in Methods. Nucleotide coordinates are
given for the 5′ and 3′ boundaries of each Clostridia. If the 5′ coordinate is greater
than the 3′ coordinate, the RNA is present on the reverse-complement strand of
the containing genomic DNA sequence. Each hit is denoted by an abbreviation
(like “Eco-1-1”) that refers to a taxonomy given in Section 5.1.

abbrev. Seq. accession 5′ at 3′ at genes

Bacteria

Bca-1-1 NZ AAXG02000004.1 + 120237 120364 RNA→ hypo→
Bca-1-2 NZ AAXG02000005.1 - 128441 128324 RNA→ vWFA (cd00198)→

Bacteria Firmicutes Clostridia

Tpo-1-1 NC 014152.1 + 1107710 1107831 RNA→ hypo→ COG2378 (COG2378)→
Dac-1-1 NC 018068.1 + 2604865 2604984 RNA→ MFS (cd06174)→
Ece-1-1 NZ CM001487.1 - 6129 6013 RNA→ hypo→ hypo→ hypo→ COG2963 (COG2963)→ Transposase 34 (pfam05717)→
Ece-1-2 NZ CM001487.1 - 3334424 3334310 RNA→ hypo→ hypo→ hypo→
Ece-1-3 NZ CM001487.1 - 29803 29687 RNA→ WXG100 (pfam06013)→ hypo→ hypo→ ycf1 (CHL00204)→
Cas-1-1 NZ ACCJ01000143.1 + 25171 25288 RNA→ Bac DNA binding (pfam00216)→ S26 SPase I (cd06530)→ hypo→
Cba-1-1 NZ DS990260.1 - 717598 717473 RNA→ predicted protein→ predicted protein→ S26 SPase I (cd06530)→ predicted protein→
Hpr-1-1 NC 017455.1 + 937353 937470 RNA→ PulE-GspE (cd01129)→ pilT fam (TIGR01420)→ PulF (COG1459)→
Csp-6-1 NC 015737.1 - 1618727 1618618 RNA→ ←WrbA (COG0655)
CDe-1-1 NC 010424.1 - 1860196 1860076 RNA→ FlgB (COG1815)→ FlgC (COG1558)→ FliE (pfam02049)→
Hpr-1-2 NC 017455.1 + 187722 187841 RNA→ REC (cd00156)RocR (COG3829)PAS 4 (pfam08448)GGDEF (cd01949)→ COG3434 (COG3434)→
Ere-1-1 NC 012781.1 + 549349 549474 RNA→ hypo→ hypo→ hypo→ hypo→
Sgl-1-1 NC 015172.1 + 1070274 1070474 RNA→ ←DUF2922 (pfam11148)

Cci-1-1 NZ ADLJ01000004.1 - 176455 176334 RNA→ hypo→ S26 SPase I (cd06530)→
Csp-4-1 NZ ALXI01000002.1 + 47313 47432 RNA→ Inhibitor I9 (pfam05922)Peptidases S8 Subtilisin subset (cd07477)→
Cha-2-1 NZ ADLN01000075.1 - 7726 7606 RNA→ S26 SPase I (cd06530)→
Bpr-1-1 NC 014387.1 + 2398843 2398950 RNA→ MA (smart00283)→
Tpo-1-2 NC 014152.1 - 2411560 2411411 RNA→ EAL (cd01948)→
Dyo-1-1 NZ CM001441.1 + 591461 591585 RNA→ HAMP (cd06225)Cache 1 (pfam02743)→
Cce-1-1 NC 014393.1 - 1445187 1445064 RNA→ fibronectin type III domain-containing protein→
Tpo-1-3 NC 014152.1 + 1656934 1657087 RNA→ HAMP (cd06225)MA (smart00283)→ CheW like (cd00588)→
Ame-1-1 NC 009633.1 - 3839774 3839651 RNA→ ←2A78 (TIGR00950)

Cst-1-1 NC 014614.1 + 513393 513518 RNA→ hypo→
Cst-1-2 NC 014614.1 + 515065 515186 RNA→ Herpes LMP1 (pfam05297)→
Aar-1-1 NC 014378.1 - 1744846 1744722 RNA→ FlgB (TIGR01396)→ FlgC (TIGR01395)→ FliE (pfam02049)→ fliF (COG1766)→ fliG (TIGR00207)→

FliH (pfam02108)→ ATPase flagellum-secretory path III (cd01136)→ FliJ (pfam02050)→ COG3334 (COG3334)→
Flg hook (pfam02120)→ FlgD (pfam03963)→ flg new (TIGR02530)→
flgE epsilon (TIGR02489)FlgEFG subfam (TIGR03506)→
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Cbo-1-1 NZ ABCC02000009.1 - 273220 273113 RNA→ hypo→ hypo→
Eba-1-1 NZ AFZF02000004.1 + 83347 83463 RNA→ PRK09943 (PRK09943)→
Tac-1-1 NC 015519.1 - 939905 939774 RNA→ HAMP (cd06225)MA (smart00283)Cache 1 (pfam02743)→
Tpo-1-4 NC 014152.1 - 2870842 2870727 RNA→ hypo→
Cbo-1-2 NZ ABCC02000037.1 - 177166 177061 RNA→ hypo→ COG2378 (COG2378)→ Era like (cd00880)→ Dynamin N (pfam00350)→ hypo→

COG0433 (COG0433)→ hypo→ SMI1 KNR4 (pfam09346)→
Lba-1-1 NZ ACTP01000093.1 - 138 20 RNA→
Lba-1-2 NZ ACTP01000141.1 - 508 391 RNA→ SCP bacterial (cd05379)→
Cce-1-2 NC 014393.1 + 296683 296794 RNA→ EAL (cd01948)GGDEF (cd01949)→ UgpB (COG1653)→
Tpo-1-5 NC 014152.1 - 1894941 1894758 RNA→ Mrr cat (pfam04471)→
Ova-1-1 NC 016048.1 - 2922672 2922557 RNA→ hypo→ COG3183 (COG3183)→ Vsr (cd00221)→
Dme-2-1 NC 018515.1 - 489677 489544 RNA→ NhaB (pfam06450)→
Dyo-1-2 NZ CM001441.1 - 463753 463623 RNA→ NhaB (COG3067)→
Dsp-1-1 NZ AGAF01000053.1 + 65268 65421 RNA→ P permease (cd01116)→
Dme-2-2 NC 018515.1 - 491757 491615 RNA→ NhaB (COG3067)→
Dac-1-2 NC 018068.1 - 752748 752609 RNA→ P permease (cd01116)→
Dme-1-1 NZ AGJB01000001.1 + 246351 246485 RNA→ Na H antiport 1 (pfam06965)→
Ddi-1-1 NZ AGJE01000019.1 - 52224 52106 RNA→ Na H antiport 1 (pfam06965)→
Dha-1-1 NC 011830.1 - 3634486 3634359 RNA→ Na H antiport 1 (pfam06965)→
Dha-2-1 NC 007907.1 - 2621248 2621121 RNA→ Na H antiport 1 (pfam06965)→
Dde-1-1 NC 018017.1 - 2858222 2858091 RNA→ Na H antiport 1 (pfam06965)→
Aar-1-2 NC 014378.1 + 239546 239665 RNA→ HATPase c (cd00075)DegS (pfam05384)→ Flp/Fap pilin component→
Sth-1-1 NC 006177.1 - 3227505 3227364 RNA→ fliM switch (TIGR01397)→ COG1406 (COG1406)→ FlgG (COG4786)→ FlgB (TIGR01396)→

FlgC (COG1558)→ FliE (pfam02049)→ fliF (COG1766)→ fliG (TIGR00207)→ FliH (pfam02108)→
ATPase flagellum-secretory path III (cd01136)→ flagellar basal-body protein→ YmdA YtgF (TIGR03319)→
Flg hook (pfam02120)→

Dme-2-3 NC 018515.1 - 4832312 4832194 RNA→ COG4564 (COG4564)HAMP (cd06225)MA (smart00283)→
Tma-1-1 NC 014831.1 + 198913 199078 RNA→ FlgG (COG4786)→ FlgG (COG4786)→
Dsp-1-2 NZ AGAF01000243.1 - 2492 2375 RNA→ DUF342 (pfam03961)→
Dor-1-1 NC 016584.1 - 5825587 5825468 RNA→ COG4564 (COG4564)HAMP (cd06225)MA (smart00283)→
Eli-1-1 NC 014624.2 - 3866946 3866820 RNA→ ←hypo
Osp-1-1 NZ AFZD01000003.1 - 43057 42951 RNA→ SCP bacterial (cd05379)→
Mth-1-1 NC 007644.1 + 805503 805635 RNA→ FlgB (TIGR01396)→ FlgC (TIGR01395)→
Dac-1-3 NC 018068.1 + 4718885 4719007 RNA→ REC (cd00156)→
Dor-1-2 NC 016584.1 + 644545 644672 RNA→ HAMP (cd06225)MA (smart00283)Cache 1 (pfam02743)→
Dku-1-1 NC 015573.1 - 1790658 1790539 RNA→ FlgB (TIGR01396)→ FlgC (COG1558)→ FliE (pfam02049)→ fliF (COG1766)→ fliG (TIGR00207)→

FliH (pfam02108)→ ATPase flagellum-secretory path III (cd01136)→ flagell FliJ (TIGR02473)→
Awo-1-1 NC 016894.1 - 2859642 2859538 RNA→ EAL (cd01948)GGDEF (cd01949)→
Asp-1-1 NZ ACWB01000030.1 + 768 885 RNA→ hypo→ hypo→
Eli-1-2 NC 014624.2 + 4287121 4287241 RNA→ HTH XRE (cd00093)→
Pth-1-1 NC 009454.1 - 2201449 2201278 RNA→ FlgB (COG1815)→ FlgC (TIGR01395)→ FliE (pfam02049)→ fliF (COG1766)→ fliG (TIGR00207)→

FliH (COG1317)→ SLH (pfam00395)→ ATPase flagellum-secretory path III (cd01136)→ FliJ (pfam02050)→
Flg hook (pfam02120)→

Dac-1-4 NC 018068.1 + 840605 840721 RNA→ HATPase c (cd00075)HisKA (cd00082)→
Toc-1-1 NC 014377.1 - 2216299 2216183 RNA→ COG1853 (COG1853)→
CDe-1-2 NC 010424.1 - 470636 470512 RNA→ DUF342 (pfam03961)→
Cpa-1-1 NZ ACXX02000001.1 + 388487 388598 RNA→ ←Transposase 25 (pfam03050)
Csp-4-2 NZ ALXI01000001.1 - 12184 12060 RNA→ hypo→
Cob-1-1 NC 014392.1 - 2489006 2488884 RNA→ hypo→
Chy-2-1 NC 014652.1 - 2712283 2712157 RNA→ ←hypo
Dac-1-5 NC 018068.1 - 4887073 4886959 RNA→ HAMP (cd06225)MA (smart00283)→
Lba-1-3 NZ ACTP01000109.1 - 530 414 RNA→ hypo→
Hhy-1-1 NC 014654.1 + 2552401 2552524 RNA→ Transposase 8 (pfam01527)→ PHA02517 (PHA02517)→
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Hhy-1-2 NC 014654.1 + 314528 314650 RNA→ GGDEF (cd01949)sensory box (TIGR00229)→
Dre-1-1 NC 009253.1 - 2518609 2518496 RNA→ REC (cd00156)→
Aca-1-1 NZ ABAX03000037.1 - 71320 71207 RNA→ hypo→
Asp-1-2 NZ ACWB01000017.1 - 7974 7861 RNA→ hypo→ hypo→ COG5492 (COG5492)List Bact rpt (TIGR02543)→
Cbu-1-1 NZ ABDT01000010.2 + 7898 8011 RNA→ REC (cd00156)→
Cbu-2-1 NZ ACOM01000005.1 - 1474553 1474440 RNA→ REC (cd00156)→
Aca-1-2 NZ ABAX03000005.1 - 232148 232031 RNA→ hypo→
Asp-1-3 NZ ACWB01000102.1 + 21317 21434 RNA→ hypo→
Aca-1-3 NZ ABAX03000002.1 - 4801 4680 RNA→ hypo→
Dme-1-2 NZ AGJB01000003.1 + 240748 240865 RNA→ MA (smart00283)→
Dme-1-3 NZ AGJB01000003.1 + 90820 90937 RNA→ CW binding 2 (pfam04122)→
Ece-1-4 NZ CM001487.1 - 796094 795986 RNA→ FliE (pfam02049)→ fliF (COG1766)→ fliG (TIGR00207)→ FliH (COG1317)→

ATPase flagellum-secretory path III (cd01136)→ flagellar export protein FliJ→
Tpo-1-6 NC 014152.1 - 1610201 1610082 RNA→ FlgB (TIGR01396)→ FlgC (TIGR01395)→ FliE (pfam02049)→ fliF (COG1766)→ fliG (TIGR00207)→

FliH (COG1317)→ ATPase flagellum-secretory path III (cd01136)→ FliJ (pfam02050)→ COG3334 (COG3334)→
FliK (COG3144)→ FlgD (pfam03963)→ flg new (TIGR02530)→

Nth-1-1 NC 010718.1 - 2260771 2260636 RNA→ HDc (cd00077)→
Dre-1-2 NC 009253.1 + 1256269 1256383 RNA→ HAMP (cd06225)Cache 1 (pfam02743)→
Eli-1-3 NC 014624.2 - 2529302 2529182 RNA→ FN3 (cd00063)F5 F8 type C (pfam00754)→ hypo→
Pth-1-2 NC 009454.1 + 1635116 1635230 RNA→ Sigma70 r4 (cd06171)→ hypo→
Dgi-1-1 NZ AGJQ01000019.1 - 72218 72087 RNA→ HDc (cd00077)→ hypo→ CBS pair 9 (cd04622)GGDEF (cd01949)→
Tsu-1-1 NZ AENY02000005.1 - 81381 81253 RNA→ FlgB (TIGR01396)→ FlgC (TIGR01395)→ FliE (pfam02049)→ fliF (COG1766)→ pseudogene→

FliH (pfam02108)→ ATPase flagellum-secretory path III (cd01136)→ Flagellar FliJ protein→
Tma-1-2 NC 014831.1 + 1187413 1187541 RNA→ FlgB (TIGR01396)→ FlgC (TIGR01395)→
Bpr-1-2 NC 014387.1 + 1091125 1091242 RNA→ hypo→ Peptidase S24 S26 (cd06462)→ LPxTG motif-containing cell surface protein→

LPxTG motif-containing cell surface protein→
Csy-1-1 NZ ADLR01000040.1 + 5894 6011 RNA→ hypo→
Sgl-1-2 NC 015172.1 + 829955 830094 RNA→ HATPase c (cd00075)→ AgrB (pfam04647)→ hypo→ REC (cd00156)→
Ccl-1-1 NC 016627.1 + 3859336 3859454 RNA→ Transglut core (pfam01841)→
Dni-1-1 NZ AEVP01000018.1 + 9616 9736 RNA→ HDc (cd00077)PAS (cd00130)GGDEF (cd01949)→
Ame-1-2 NC 009633.1 + 1508585 1508705 RNA→ MA (smart00283)Cache 1 (pfam02743)→
Awo-1-2 NC 016894.1 - 1567002 1566890 RNA→ Peptidases S8 S53 (cd00306)→
Aca-1-4 NZ ABAX03000014.1 - 396568 396444 RNA→ COG4932 (COG4932)→
Asp-1-4 NZ ACWB01000103.1 + 8000 8124 RNA→ hypo→
Dac-2-1 NC 013216.1 - 4469527 4469412 RNA→ PhdYeFM (pfam02604)→ Plasmid Txe (pfam06769)→
Dca-1-1 NC 015565.1 - 682920 682800 RNA→ COG0385 (COG0385)→
Dni-1-2 NZ AEVP01000043.1 + 14998 15118 RNA→
Dac-1-6 NC 018068.1 + 4371631 4371749 RNA→ hypo→
Sac-1-1 NC 016884.1 + 876255 876375 RNA→ LuxR C like (cd06170)→
Sac-2-1 NC 015757.1 - 2802010 2801890 RNA→ LuxR C like (cd06170)→
Cas-1-2 NZ ACCJ01000435.1 - 32239 32132 RNA→ S26 SPase I (cd06530)→ hypo→
Awo-1-3 NC 016894.1 + 234335 234460 RNA→ hypo→
Dre-1-3 NC 009253.1 - 2231442 2231332 RNA→ MA (smart00283)→
Dgi-1-2 NZ AGJQ01000021.1 + 60581 60699 RNA→ P permease (cd01116)→
Dku-1-2 NC 015573.1 + 2737098 2737217 RNA→ P permease (cd01116)→ DeoC (cd00959)→
Mth-1-2 NC 007644.1 - 2598950 2598828 RNA→ HDc (cd00077)→
Tpo-1-7 NC 014152.1 + 434663 434779 RNA→ hypo→
Nth-1-2 NC 010718.1 - 2319093 2318976 RNA→ MA (smart00283)→
Nth-1-3 NC 010718.1 - 2311755 2311635 RNA→ MA (smart00283)→
Nth-1-4 NC 010718.1 - 2633402 2633274 RNA→ E set proteins like (cd02861)→ hypo→
Dku-1-3 NC 015573.1 + 1050212 1050383 RNA→ HDc (cd00077)→ MA (smart00283)→
Dku-1-4 NC 015573.1 - 3293416 3293294 RNA→ pseudogene→
Dku-1-5 NC 015573.1 + 771170 771290 RNA→ HDc (cd00077)→ hypo→ RecA-like NTPases (cd01120)→ FhlA (COG3604)GGDEF (cd01949)→
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Csp-4-3 NZ ALXI01000175.1 - 8751 8629 RNA→ RhsA (COG3209)RHS repeat (pfam05593)→
Cst-1-3 NC 014614.1 - 1005550 1005429 RNA→ Transglut core (pfam01841)→
Tpo-1-8 NC 014152.1 + 728254 728385 RNA→ hypo→
Tph-1-1 NC 018870.1 + 2167677 2167797 RNA→ Transglut core (pfam01841)→
CDe-1-3 NC 010424.1 + 1941819 1941937 RNA→ HDc (cd00077)→
Dme-1-4 NZ AGJB01000007.1 + 134445 134568 RNA→ M14 CPD I (cd03868)CW binding 2 (pfam04122)→
Csa-1-1 NC 014376.1 + 1527897 1528009 RNA→ pseudogene→
Dsp-1-3 NZ AGAF01000226.1 + 5976 6090 RNA→ CheW like (cd00588)→ Tar (COG0840)→
Dac-1-7 NC 018068.1 + 1353600 1353710 RNA→ CheW like (cd00588)→ Tar (COG0840)→
Dsp-1-4 NZ AGAF01000111.1 - 28413 28296 RNA→ REC (cd00156)→ HATPase c (cd00075)HPT (cd00088)CheA reg (cd00731)→ CheW (cd00732)→

HAMP (cd06225)MA (smart00283)→
Dac-1-8 NC 018068.1 + 1763932 1764037 RNA→ MA (smart00283)→ hypo→
Dsp-1-5 NZ AGAF01000192.1 - 19098 18983 RNA→ CheW like (cd00588)→ Tar (COG0840)→
Dac-1-9 NC 018068.1 - 2999709 2999591 RNA→ HDc (cd00077)→
Dsp-1-6 NZ AGAF01000242.1 - 59574 59454 RNA→ HDc (cd00077)→ COG1600 (COG1600)→
Dsp-1-7 NZ AGAF01000229.1 - 60324 60205 RNA→ HAMP (cd06225)MA (smart00283)→
Dme-2-4 NC 018515.1 - 4632192 4632077 RNA→ HAMP (cd06225)MA (smart00283)Cache 1 (pfam02743)→
Pth-1-3 NC 009454.1 + 1181109 1181224 RNA→ PulE-GspE (cd01129)→ PilT (cd01131)→ PulF (COG1459)→ Sigma70 r4 (cd06171)→ PilM (COG4972)→

hypo→ PilO (pfam04350)→
Dme-1-5 NZ AGJB01000010.1 - 48329 48207 RNA→ COG4564 (COG4564)HAMP (cd06225)MA (smart00283)→
Dru-1-1 NC 015589.1 - 1842858 1842740 RNA→ HAMP (cd06225)MA (smart00283)→
Chy-1-1 NC 007503.1 + 906909 907027 RNA→ COG1413 (COG1413)→ AdoMet MTases (cd02440)→ MA (smart00283)→

CheW like (cd00588)CheW (cd00732)→ REC (cd00156)→ REC (cd00156)→
HATPase c (cd00075)HPT (cd00088)CheW like (cd00588)→ hypo→

Toc-1-2 NC 014377.1 - 472234 472111 RNA→ CheW (cd00732)→ HAMP (cd06225)MA (smart00283)Cache 1 (pfam02743)→
Pth-1-4 NC 009454.1 + 804538 804660 RNA→ HDc (cd00077)→ hypo→ CBS pair GGDEF assoc2 (cd04599)GGDEF (cd01949)→
Mth-1-3 NC 007644.1 - 1595686 1595571 RNA→ PulF (COG1459)→
Toc-1-3 NC 014377.1 - 1785318 1785197 RNA→ AAA (cd00009)HTH 12 (pfam08461)→
Dru-1-2 NC 015589.1 - 3171794 3171680 RNA→ PulF (COG1459)→
Dac-2-2 NC 013216.1 - 3575671 3575549 RNA→ COG5278 (COG5278)HAMP (cd06225)MA (smart00283)→
Dre-1-4 NC 009253.1 + 416208 416327 RNA→ MA (smart00283)→
Cth-2-1 NC 017304.1 - 923171 923055 RNA→ Cu amine oxidN1 (pfam07833)→
Cth-1-1 NC 009012.1 + 1772105 1772221 RNA→ Cu amine oxidN1 (pfam07833)→
Cth-3-1 NZ ACVX01000041.1 + 17575 17691 RNA→ Cu amine oxidN1 (pfam07833)→
Cth-4-1 NZ ABVG02000001.1 + 1978255 1978371 RNA→ Cu amine oxidN1 (pfam07833)→
Ckl-1-1 NC 009706.1 - 3897181 3897065 RNA→ Sigma70 r4 (cd06171)→
Ckl-2-1 NC 011837.1 - 3828684 3828568 RNA→ Sigma70 r4 (cd06171)→
Csa-1-2 NC 014376.1 + 3402837 3402953 RNA→ sigma70-ECF (TIGR02937)→
Ddi-1-2 NZ AGJE01000018.1 + 52875 53005 RNA→ sigma-70 region 4 domain protein→
Ral-1-1 NC 014824.1 - 212923 212809 RNA→ hypo→ COG0433 (COG0433)→ hypo→
Ral-1-2 NC 014833.1 + 1557388 1557504 RNA→ hypo→ putative oxidoreductase→
Ral-1-3 NC 014824.1 + 269760 269867 RNA→ hypo→
Eha-2-1 NC 014828.1 - 58184 58068 RNA→ ←PPX1 (COG1227)CBS pair (cd02205)
Eha-2-2 NC 014828.1 + 2083106 2083214 RNA→ ←Transposase 25 (pfam03050)
Dgi-1-3 NZ AGJQ01000001.1 - 33902 33783 RNA→ ←HTH XRE (cd00093)
Dyo-1-3 NZ CM001441.1 - 3834720 3834601 RNA→ hypo→ HDc (cd00077)→
Cdi-1-1 NC 009089.1 - 2296538 2296414 RNA→ hypo→
Cdi-10-1 NZ ABHD02000025.1 - 177708 177584 RNA→ hypo→
Cdi-17-1 NC 017173.1 - 2209455 2209331 RNA→ metaprodigal→
Cdi-15-1 NC 017178.1 - 2148107 2147983 RNA→ metaprodigal→
Cdi-16-1 NC 017179.1 - 2164466 2164342 RNA→ hypo→
Cdi-3-1 NC 013315.1 - 2156456 2156332 RNA→ hypo→
Cdi-14-1 NC 013316.1 - 2237010 2236886 RNA→ hypo→
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Cdi-8-1 NZ AAML04000013.1 - 108863 108739 RNA→ hypo→ hypo→
Cdi-11-1 NZ ABFD02000010.1 - 108872 108748 RNA→ hypo→
Cdi-12-1 NZ ABHE02000027.1 - 10821 10697 RNA→ hypo→
Cdi-13-1 NZ ABHF02000031.1 - 9746 9622 RNA→ hypo→
Cdi-9-1 NZ ABHG02000018.1 - 10514 10390 RNA→ hypo→
Cdi-4-1 NZ ABKK02000026.1 - 10486 10362 RNA→ hypo→
Cdi-2-1 NZ ABKJ02000018.1 - 443369 443245 RNA→ hypo→
Cdi-18-1 NC 017174.1 - 2145107 2144982 RNA→ metaprodigal→
Cdi-7-1 NZ ABKL02000024.1 - 195680 195555 RNA→ hypo→
Cdi-6-1 NZ ADNX01000039.1 + 53851 53976 RNA→ bacterial SH3 domain protein→
Cdi-5-1 NZ ADVM01000039.1 - 164776 164651 RNA→ bacterial SH3 domain protein→
Cbu-1-2 NZ ABDT01000066.2 - 102125 102007 RNA→ FlgB (TIGR01396)→ FlgC (TIGR01395)→ FliE (pfam02049)→ pseudogene→ pseudogene→

fliG (TIGR00207)→ FliH bacil (TIGR03825)→
Cbu-2-2 NZ ACOM01000004.1 - 102364 102246 RNA→ FlgB (TIGR01396)→ FlgC (TIGR01395)→ FliE (pfam02049)→ fliF (COG1766)→ fliG (TIGR00207)→

FliH bacil (TIGR03825)→
Cbu-1-3 NZ ABDT01000056.2 + 21514 21628 RNA→ HAMP (cd06225)MA (smart00283)Cache 1 (pfam02743)→
Cbu-2-3 NZ ACOM01000007.1 + 60358 60472 RNA→ HAMP (cd06225)MA (smart00283)Cache 1 (pfam02743)→
Cbo-2-1 NC 010674.1 - 2563888 2563773 RNA→ ChtBD3 (cd00036)Big 3 (pfam07523)GH18 PF-ChiA-like (cd06543)→
Cbo-3-1 NC 018648.1 - 2564200 2564085 RNA→ ChtBD3 (cd00036)Big 3 (pfam07523)GH18 PF-ChiA-like (cd06543)→
Cdi-1-2 NC 009089.1 - 3303469 3303355 RNA→ hypo→
Cdi-10-2 NZ ABHD02000026.1 - 145158 145044 RNA→ hypo→
Cdi-2-2 NZ ABKJ02000019.1 - 145207 145093 RNA→ hypo→
Cdi-17-2 NC 017173.1 - 3198361 3198247 RNA→ metaprodigal→
Cdi-18-2 NC 017174.1 - 3160678 3160564 RNA→ metaprodigal→
Cdi-7-2 NZ ABKL02000031.1 - 19683 19569 RNA→ hypo→
Cdi-6-2 NZ ADNX01000089.1 + 65142 65256 RNA→ hypo (cons)→
Cdi-5-2 NZ ADVM01000006.1 + 65163 65277 RNA→ hypo→
Cdi-15-2 NC 017178.1 - 3128140 3128026 RNA→ metaprodigal→
Cdi-16-2 NC 017179.1 - 3144619 3144505 RNA→ hypo→
Cdi-3-2 NC 013315.1 - 3136667 3136553 RNA→ hypo→
Cdi-14-2 NC 013316.1 - 3217195 3217081 RNA→ hypo→
Cdi-8-2 NZ AAML04000014.1 - 635387 635273 RNA→ hypo→
Cdi-11-2 NZ ABFD02000011.1 - 151171 151057 RNA→ hypo→
Cdi-12-2 NZ ABHE02000034.1 - 6401 6287 RNA→ hypo→
Cdi-13-2 NZ ABHF02000037.1 - 5340 5226 RNA→ hypo→
Cdi-9-2 NZ ABHG02000023.1 - 149068 148954 RNA→ hypo→
Cdi-4-2 NZ ABKK02000032.1 - 5344 5230 RNA→ hypo→
Cbo-5-1 NC 010723.1 + 834895 835010 RNA→ FlgB (TIGR01396)→ FlgC (TIGR01395)→ FliE (pfam02049)→ fliF (COG1766)→ fliG (TIGR00207)→

FliH bacil (TIGR03825)→ ATPase flagellum-secretory path III (cd01136)→ FliJ (pfam02050)→
Flg hook (pfam02120)→ FlgD (pfam03963)→ flg new (TIGR02530)→

Cbo-4-1 NZ ACSC01000002.1 - 3011353 3011238 RNA→ FlgB (TIGR01396)→ FlgC (COG1558)→ FliE (pfam02049)→ fliF (COG1766)→ fliG (TIGR00207)→
FliH bacil (TIGR03825)→ ATPase flagellum-secretory path III (cd01136)→ FliJ (pfam02050)→
Flg hook (pfam02120)→ FlgD (pfam03963)→ flg new (TIGR02530)→

Cbo-2-2 NC 010674.1 + 856599 856715 RNA→ FlgB (TIGR01396)→ FlgC (COG1558)→ FliE (pfam02049)→ fliF (COG1766)→ fliG (TIGR00207)→
FliH bacil (TIGR03825)→ ATPase flagellum-secretory path III (cd01136)→ FliJ (pfam02050)→
Flg hook (pfam02120)→ FlgD (pfam03963)→ flg new (TIGR02530)→

Cbo-3-2 NC 018648.1 + 856905 857021 RNA→ FlgB (TIGR01396)→ FlgC (COG1558)→ FliE (pfam02049)→ fliF (COG1766)→ fliG (TIGR00207)→
FliH bacil (TIGR03825)→ ATPase flagellum-secretory path III (cd01136)→ FliJ (pfam02050)→
Flg hook (pfam02120)→ FlgD (pfam03963)→ flg new (TIGR02530)→

Cpe-5-1 NZ ABOO01000024.1 + 23718 23836 RNA→ F5 F8 type C (pfam00754)NPCBM (pfam08305)→
Cpe-1-1 NC 008261.1 + 1218258 1218376 RNA→ F5 F8 type C (pfam00754)NPCBM (pfam08305)→
Cpe-7-1 NZ ABDY01000002.1 - 211403 211285 RNA→ F5 F8 type C (pfam00754)NPCBM (pfam08305)→
Cpe-2-1 NZ ABDV01000039.1 + 10606 10723 RNA→ F5 F8 type C (pfam00754)NPCBM (pfam08305)→
Cpe-4-1 NZ ABDX01000001.1 - 131088 130971 RNA→ F5 F8 type C (pfam00754)NPCBM (pfam08305)→
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Cpe-3-1 NZ ABDU01000076.2 - 6951 6834 RNA→ F5 F8 type C (pfam00754)NPCBM (pfam08305)→
Cpe-6-1 NZ ABDW01000004.1 + 131170 131283 RNA→ F5 F8 type C (pfam00754)NPCBM (pfam08305)→
Cbu-2-4 NZ ACOM01000005.1 + 1063761 1063878 RNA→ NorM (COG0534)→
Cdi-1-3 NC 009089.1 - 3266970 3266857 RNA→ FN3 (cd00063)F5 F8 type C (pfam00754)→
Cdi-17-3 NC 017173.1 - 3161070 3160957 RNA→ FN3 (cd00063)F5 F8 type C (pfam00754)→
Cdi-15-3 NC 017178.1 - 3087663 3087550 RNA→ FN3 (cd00063)F5 F8 type C (pfam00754)→
Cdi-16-3 NC 017179.1 - 3104142 3104029 RNA→ FN3 (cd00063)F5 F8 type C (pfam00754)→
Cdi-3-3 NC 013315.1 - 3096190 3096077 RNA→ FN3 (cd00063)F5 F8 type C (pfam00754)→
Cdi-14-3 NC 013316.1 - 3176718 3176605 RNA→ FN3 (cd00063)F5 F8 type C (pfam00754)→
Cdi-8-3 NZ AAML04000014.1 - 594915 594802 RNA→ hypo→
Cdi-11-3 NZ ABFD02000011.1 - 110696 110583 RNA→ FN3 (cd00063)F5 F8 type C (pfam00754)→
Cdi-12-3 NZ ABHE02000032.1 - 27258 27145 RNA→ FN3 (cd00063)F5 F8 type C (pfam00754)→
Cdi-13-3 NZ ABHF02000035.1 - 108621 108508 RNA→ FN3 (cd00063)F5 F8 type C (pfam00754)→
Cdi-9-3 NZ ABHG02000023.1 - 108592 108479 RNA→ FN3 (cd00063)F5 F8 type C (pfam00754)→
Cdi-4-3 NZ ABKK02000030.1 - 108723 108610 RNA→ FN3 (cd00063)F5 F8 type C (pfam00754)→
Cdi-10-3 NZ ABHD02000026.1 - 108607 108494 RNA→ FN3 (cd00063)F5 F8 type C (pfam00754)→
Cdi-2-3 NZ ABKJ02000019.1 - 108657 108544 RNA→ FN3 (cd00063)F5 F8 type C (pfam00754)→
Csp-1-1 NZ ACDK02000040.1 - 68187 68078 RNA→ F5 F8 type C (pfam00754)NPCBM (pfam08305)→
Cpe-8-1 NC 008262.1 - 1445220 1445103 RNA→ NPCBM (smart00776)F5 F8 type C (pfam00754)→
Cpe-3-2 NZ ABDU01000065.2 - 913 794 RNA→ pseudogene→
Cpe-6-2 NZ ABDW01000037.1 - 13624 13505 RNA→ pseudogene→
Cpe-2-2 NZ ABDV01000006.1 + 21238 21357 RNA→ NPCBM (smart00776)F5 F8 type C (pfam00754)NPCBM (pfam08305)→
Cpe-9-1 NC 003366.1 - 1510305 1510186 RNA→ NPCBM (smart00776)F5 F8 type C (pfam00754)NPCBM (pfam08305)→
Cpe-1-2 NC 008261.1 - 1695709 1695590 RNA→ NPCBM (smart00776)F5 F8 type C (pfam00754)NPCBM (pfam08305)→
Cpe-4-2 NZ ABDX01000004.1 + 24801 24920 RNA→ NPCBM (smart00776)F5 F8 type C (pfam00754)NPCBM (pfam08305)→
Cpe-7-2 NZ ABDY01000007.1 + 25736 25855 RNA→ NPCBM (smart00776)F5 F8 type C (pfam00754)NPCBM (pfam08305)→
Cpe-5-2 NZ ABOO01000003.1 - 113285 113165 RNA→ NPCBM (smart00776)F5 F8 type C (pfam00754)Enhancin (pfam03272)NPCBM (pfam08305)→
Cdi-1-4 NC 009089.1 + 308769 308887 RNA→ FlgB (TIGR01396)→ FlgC (COG1558)→ FliE (pfam02049)→ fliF (COG1766)→ fliG (TIGR00207)→

FliH (COG1317)→ ATPase flagellum-secretory path III (cd01136)→ FliJ (pfam02050)→ FliJ (pfam02050)→
Flg hook (pfam02120)→ FlgD (pfam03963)→ FlgG (COG4786)→ FlbD (pfam06289)→ MotA (COG1291)→

Cdi-1-5 NC 009089.1 + 3379971 3380095 RNA→ hypo→
Cdi-1-6 NC 009089.1 - 1142674 1142550 RNA→ hypo→
Cdi-10-4 NZ ABHD02000025.1 + 781810 781937 RNA→ hypo→
Cdi-2-4 NZ ABKJ02000018.1 + 1047589 1047716 RNA→ hypo→
Cdi-1-7 NC 009089.1 + 2907217 2907344 RNA→ ←hypo
Cdi-1-8 NC 009089.1 - 1653924 1653801 RNA→ hypo→
Cdi-15-4 NC 017178.1 - 1506132 1506009 RNA→ metaprodigal→
Cdi-16-4 NC 017179.1 - 1522488 1522365 RNA→ hypo→
Cdi-3-4 NC 013315.1 - 1512714 1512591 RNA→ hypo→
Cdi-14-4 NC 013316.1 - 1510335 1510212 RNA→ hypo→
Cdi-8-4 NZ AAML04000010.1 - 412871 412748 RNA→ hypo→
Cdi-11-4 NZ ABFD02000008.1 - 415693 415570 RNA→ hypo→
Cdi-12-4 NZ ABHE02000023.1 - 219629 219506 RNA→ hypo→
Cdi-13-4 NZ ABHF02000026.1 - 218703 218580 RNA→ hypo→
Cdi-9-4 NZ ABHG02000015.1 - 218860 218737 RNA→ hypo→
Cdi-4-4 NZ ABKK02000021.1 - 218701 218578 RNA→ hypo→
Cdi-17-4 NC 017173.1 - 1548200 1548077 RNA→ metaprodigal→
Cdi-8-5 NZ AAML04000014.1 + 1246918 1247041 RNA→
Cdi-10-5 NZ ABHD02000014.1 - 122959 122836 RNA→ hypo→
Cdi-2-5 NZ ABKJ02000016.1 - 132498 132375 RNA→ hypo→
Cdi-11-5 NZ ABFD02000012.1 + 238837 238960 RNA→ hypo→
Cdi-1-9 NC 009089.1 + 3936232 3936355 RNA→ hypo→
Cdi-15-5 NC 017178.1 + 3769703 3769826 RNA→ metaprodigal→



87

Cdi-16-5 NC 017179.1 + 3758249 3758372 RNA→ hypo→
Cdi-3-5 NC 013315.1 + 3750231 3750354 RNA→ hypo→
Cdi-14-5 NC 013316.1 + 3831015 3831138 RNA→ hypo→
Cdi-10-6 NZ ABHD02000029.1 + 23167 23290 RNA→ hypo→
Cdi-12-5 NZ ABHE02000037.1 + 202622 202745 RNA→ hypo→
Cdi-13-5 NZ ABHF02000040.1 + 327984 328107 RNA→ hypo→
Cdi-9-5 NZ ABHG02000025.1 + 140260 140383 RNA→ hypo→
Cdi-2-6 NZ ABKJ02000020.1 + 105110 105233 RNA→ hypo→
Cdi-4-5 NZ ABKK02000036.1 + 22578 22701 RNA→ hypo→
Cdi-17-5 NC 017173.1 + 3833849 3833972 RNA→ metaprodigal→
Cdi-1-10 NC 009089.1 + 2285915 2286032 RNA→ ←HxlR (pfam01638)
Cdi-17-6 NC 017173.1 + 2198829 2198946 RNA→ metaprodigal→
Cdi-8-6 NZ AAML04000013.1 + 96361 96478 RNA→ hypo→
Cdi-18-3 NC 017174.1 + 2134486 2134603 RNA→ metaprodigal→
Cdi-7-3 NZ ABKL02000024.1 + 185058 185175 RNA→ hypo→
Cdi-6-3 NZ ADNX01000039.1 - 64473 64356 RNA→ hypo (cons)→
Cdi-5-3 NZ ADVM01000039.1 + 154154 154271 RNA→ ←HxlR (pfam01638)
Cdi-15-6 NC 017178.1 + 2135601 2135718 RNA→ metaprodigal→
Cdi-16-6 NC 017179.1 + 2151959 2152076 RNA→ hypo→
Cdi-3-6 NC 013315.1 + 2143951 2144068 RNA→ ←HxlR (pfam01638)
Cdi-14-6 NC 013316.1 + 2224503 2224620 RNA→ ←HxlR (pfam01638)

Cdi-11-6 NZ ABFD02000010.1 + 96367 96484 RNA→ hypo→
Cdi-12-6 NZ ABHE02000026.1 + 354914 355031 RNA→ hypo→
Cdi-13-6 NZ ABHF02000030.1 + 96502 96619 RNA→ hypo→
Cdi-9-6 NZ ABHG02000017.1 + 557077 557194 RNA→ hypo→
Cdi-10-7 NZ ABHD02000025.1 + 167082 167199 RNA→ hypo→
Cdi-2-7 NZ ABKJ02000018.1 + 432748 432865 RNA→ hypo→
Cdi-4-6 NZ ABKK02000025.1 + 226339 226456 RNA→ hypo→
Cdi-18-4 NC 017174.1 + 2533649 2533765 RNA→ metaprodigal→
Cdi-7-4 NZ ABKL02000025.1 + 123328 123444 RNA→ hypo→
Cdi-6-4 NZ ADNX01000031.1 - 165177 165061 RNA→ hypo (cons)→
Cdi-5-4 NZ ADVM01000029.1 - 193181 193065 RNA→ hypo→
Cdi-15-7 NC 017178.1 + 2493756 2493872 RNA→ metaprodigal→
Cdi-16-7 NC 017179.1 + 2510121 2510237 RNA→ hypo→
Cdi-3-7 NC 013315.1 + 2502109 2502225 RNA→ pseudogene→
Cdi-14-7 NC 013316.1 + 2582665 2582781 RNA→ CSP CDS (cd04458)→
Cdi-11-7 NZ ABFD02000010.1 + 454529 454645 RNA→ hypo→
Cdi-12-7 NZ ABHE02000028.1 + 1254 1370 RNA→ hypo→
Cdi-13-7 NZ ABHF02000032.1 + 111 227 RNA→ hypo→
Cdi-9-7 NZ ABHG02000019.1 + 685 801 RNA→ hypo→
Cdi-4-7 NZ ABKK02000027.1 + 111 227 RNA→ (big gap) PIG-L (pfam02585)→
Cdi-1-11 NC 009089.1 + 2671801 2671917 RNA→ hypo→ hypo→ hypo→ hypo→
Cdi-10-8 NZ ABHD02000025.1 + 543305 543421 RNA→ hypo→
Cdi-2-8 NZ ABKJ02000018.1 + 812851 812967 RNA→ hypo→
Cdi-17-7 NC 017173.1 + 2560635 2560751 RNA→ metaprodigal→
Cdi-8-7 NZ AAML04000014.1 + 1058 1174 RNA→ hypo→
Cdi-18-5 NC 017174.1 + 3731794 3731913 RNA→ metaprodigal→
Cdi-7-5 NZ ABKL02000039.1 + 21214 21333 RNA→ hypo→
Cdi-6-5 NZ ADNX01000073.1 - 38640 38521 RNA→ hypo (cons)→
Cdi-5-5 NZ ADVM01000060.1 + 25126 25245 RNA→ hypo→
Cdi-10-9 NZ ABHD02000027.1 + 217619 217739 RNA→ hypo→
Cdi-2-9 NZ ABKJ02000019.1 + 654790 654910 RNA→
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Cdi-17-8 NC 017173.1 + 2800323 2800443 RNA→ metaprodigal→
Cdi-2-10 NZ ABKJ02000018.1 + 444316 444436 RNA→ hypo→
Cdi-1-12 NC 009089.1 + 2297484 2297604 RNA→ hypo→
Cdi-10-10 NZ ABHD02000025.1 + 178671 178791 RNA→ hypo→
Cdi-15-8 NC 017178.1 + 2149056 2149176 RNA→ metaprodigal→
Cdi-16-8 NC 017179.1 + 2165415 2165535 RNA→ hypo→
Cdi-3-8 NC 013315.1 + 2157405 2157525 RNA→ CSP CDS (cd04458)→
Cdi-14-8 NC 013316.1 + 2237959 2238079 RNA→ CSP CDS (cd04458)→
Cdi-8-8 NZ AAML04000013.1 + 109814 109934 RNA→ hypo→
Cdi-11-8 NZ ABFD02000010.1 + 109821 109941 RNA→ hypo→
Cdi-12-8 NZ ABHE02000027.1 + 11770 11890 RNA→ hypo→
Cdi-13-8 NZ ABHF02000031.1 + 10695 10815 RNA→ hypo→
Cdi-9-8 NZ ABHG02000018.1 + 11463 11583 RNA→ hypo→
Cdi-4-8 NZ ABKK02000026.1 + 11435 11555 RNA→ hypo→
Cdi-2-11 NZ ABKJ02000008.1 - 248 128 RNA→
Cdi-10-11 NZ ABHD02000006.1 + 63119 63232 RNA→ FlgB (TIGR01396)→ FlgC (COG1558)→ FliE (pfam02049)→ fliF (COG1766)→ fliG (TIGR00207)→

FliH (COG1317)→ ATPase flagellum-secretory path III (cd01136)→ FliJ (pfam02050)→ Flg hook (pfam02120)→
FlgD (pfam03963)→ flgG G neg (TIGR02488)→ FlbD (pfam06289)→ MotA (COG1291)→

Cdi-17-9 NC 017173.1 + 283994 284107 RNA→ FlgB (TIGR01396)→ FlgC (COG1558)→ FliE (pfam02049)→ fliF (COG1766)→ fliG (TIGR00207)→
FliH (COG1317)→ ATPase flagellum-secretory path III (cd01136)→ FliJ (pfam02050)→ Flg hook (pfam02120)→
FlgD (pfam03963)→ FlgG (COG4786)→ FlbD (pfam06289)→ MotA (COG1291)→

Cdi-12-9 NZ ABHE02000004.1 + 159951 160064 RNA→
Cdi-9-9 NZ ABHG02000003.1 + 159782 159895 RNA→
Cdi-15-9 NC 017178.1 + 303770 303883 RNA→ FlgB (TIGR01396)→ FlgC (COG1558)→ FliE (pfam02049)→ fliF (COG1766)→ fliG (TIGR00207)→

FliH (COG1317)→ ATPase flagellum-secretory path III (cd01136)→ FliJ (pfam02050)→ Flg hook (pfam02120)→
FlgD (pfam03963)→ FlgG (COG4786)→ FlbD (pfam06289)→ MotA (COG1291)→

Cdi-3-9 NC 013315.1 + 310577 310690 RNA→ FlgB (TIGR01396)→ FlgC (COG1558)→ FliE (pfam02049)→ fliF (COG1766)→ fliG (TIGR00207)→
FliH (COG1317)→ ATPase flagellum-secretory path III (cd01136)→ FliJ (pfam02050)→ Flg hook (pfam02120)→
FlgD (pfam03963)→ FlgG (COG4786)→ FlbD (pfam06289)→ MotA (COG1291)→

Cdi-14-9 NC 013316.1 + 308003 308116 RNA→ FlgB (TIGR01396)→ FlgC (COG1558)→ FliE (pfam02049)→ fliF (COG1766)→ fliG (TIGR00207)→
FliH (COG1317)→ ATPase flagellum-secretory path III (cd01136)→ FliJ (pfam02050)→ Flg hook (pfam02120)→
FlgD (pfam03963)→ FlgG (COG4786)→ FlbD (pfam06289)→ MotA (COG1291)→

Cdi-8-9 NZ AAML04000003.1 + 159697 159810 RNA→ FlgB (TIGR01396)→ FlgB (TIGR01396)→ FlgC (COG1558)→ FlgC (COG1558)→ FliE (pfam02049)→
fliF (COG1766)→ fliG (TIGR00207)→ FliH (COG1317)→ ATPase flagellum-secretory path III (cd01136)→
FliJ (pfam02050)→ FliJ (pfam02050)→ Flg hook (pfam02120)→ FlgD (pfam03963)→ FlgG (COG4786)→
FlbD (pfam06289)→ MotA (COG1291)→

Cdi-11-9 NZ ABFD02000003.1 + 159701 159814 RNA→ FlgB (TIGR01396)→ FlgC (COG1558)→ FliE (pfam02049)→ fliF (COG1766)→ fliG (TIGR00207)→
FliH (COG1317)→ ATPase flagellum-secretory path III (cd01136)→ FliJ (pfam02050)→ Flg hook (pfam02120)→
FlgD (pfam03963)→ FlgG (COG4786)→ FlbD (pfam06289)→ MotA (COG1291)→

Cdi-13-9 NZ ABHF02000006.1 + 63211 63324 RNA→ FlgB (TIGR01396)→ FlgC (COG1558)→ FliE (pfam02049)→ fliF (COG1766)→ fliG (TIGR00207)→
FliH (COG1317)→ ATPase flagellum-secretory path III (cd01136)→ FliJ (pfam02050)→ Flg hook (pfam02120)→
FlgD (pfam03963)→ FlgG (COG4786)→ FlbD (pfam06289)→ MotA (COG1291)→

Cdi-4-9 NZ ABKK02000005.1 + 159693 159806 RNA→ FlgB (TIGR01396)→ FlgC (COG1558)→ FliE (pfam02049)→ fliF (COG1766)→ fliG (TIGR00207)→
FliH (COG1317)→ ATPase flagellum-secretory path III (cd01136)→ flagellar protein→

Cdi-16-9 NC 017179.1 + 320237 320350 RNA→ FlgB (TIGR01396)→ FlgC (COG1558)→ FliE (pfam02049)→ fliF (COG1766)→ fliG (TIGR00207)→
FliH (COG1317)→ ATPase flagellum-secretory path III (cd01136)→ FliJ (pfam02050)→ Flg hook (pfam02120)→
FlgD (pfam03963)→ FlgG (COG4786)→ FlbD (pfam06289)→ MotA (COG1291)→

Cdi-2-12 NZ ABKJ02000008.1 + 57620 57733 RNA→ FlgB (TIGR01396)→ FlgC (COG1558)→ FliE (pfam02049)→ fliF (COG1766)→ fliG (TIGR00207)→
FliH (COG1317)→ ATPase flagellum-secretory path III (cd01136)→ flagellar protein→

Cdi-18-6 NC 017174.1 + 3343636 3343756 RNA→ metaprodigal→
Cdi-7-6 NZ ABKL02000032.1 + 53666 53786 RNA→ hypo→
Cdi-6-6 NZ ADNX01000084.1 - 7484 7364 RNA→ hypo (cons)→
Cdi-5-6 NZ ADVM01000002.1 - 7487 7367 RNA→ hypo→
Ace-1-1 NZ AEDB02000059.1 + 34686 34803 RNA→ Transglut core (pfam01841)→
Cth-2-2 NC 017304.1 - 719120 719002 RNA→ Transglut core (pfam01841)→
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Cth-3-2 NZ ACVX01000049.1 + 8634 8752 RNA→ Transglut core (pfam01841)→
Cth-1-2 NC 009012.1 - 3637624 3637506 RNA→ Transglut core (pfam01841)→
Cth-4-2 NZ ABVG02000001.1 - 31809 31691 RNA→ Transglut core (pfam01841)→
Dac-1-10 NC 018066.1 + 43360 43477 RNA→ hypo→
Tpo-1-9 NC 014152.1 - 2921032 2920915 RNA→ Flp (COG3847)→ Peptidase A24 (pfam01478)→ TadE (pfam07811)→ DUF2134 (pfam09977)→

pilus cpaB (TIGR03177)→ REC (cd00156)CpaE like (cd03111)→ VirB11-like ATPase (cd01130)→
TadB (COG4965)→ TadC (COG2064)→ DUF192 (pfam02643)→

Cas-1-3 NZ ACCJ01000366.1 - 3767 3649 RNA→ ←hypo
Hor-1-1 NC 011899.1 - 769839 769713 RNA→ hypo→
Mth-1-4 NC 007644.1 + 394722 394842 RNA→ HATPase c (pfam02518)→ Transposase 8 (pfam01527)→ PHA02517 (PHA02517)→
Dku-1-6 NC 015573.1 + 569318 569436 RNA→ HATPase c (pfam02518)→ STAS anti-anti-sigma factors (cd07043)→ SpoIIE (pfam07228)→

STAS anti-anti-sigma factors (cd07043)→ DUF342 (pfam03961)→
Dme-2-5 NC 018515.1 - 3085698 3085576 RNA→ hypo→
Dor-1-3 NC 016584.1 + 1268365 1268486 RNA→ hypo→
Dde-1-2 NC 018017.1 + 1729174 1729298 RNA→ AAA (cd00009)→
Tit-1-1 NC 013921.1 + 2124841 2124962 RNA→ hypo→ PAS (cd00130)EAL (cd01948)GGDEF (cd01949)→
Tma-2-1 NC 014209.1 + 2041172 2041293 RNA→ PAS (cd00130)EAL (cd01948)GGDEF (cd01949)→
Hpr-1-3 NC 017455.1 + 611763 611873 RNA→ FlgB (TIGR01396)→ FlgC (TIGR01395)→ FliE (pfam02049)→ fliF (COG1766)→ fliG (TIGR00207)→

FliH (pfam02108)→ ATPase flagellum-secretory path III (cd01136)→ flagellar export protein FliJ→
COG3334 (COG3334)→ Flg hook (pfam02120)→ FlgD (pfam03963)→ flg new (TIGR02530)→

Sli-1-1 NC 014220.1 - 1229391 1229278 RNA→ Peptidase A24 (pfam01478)DiS P DiS (pfam06750)→ hypo→
Sgl-1-3 NC 015172.1 - 3225799 3225682 RNA→ HDc (cd00077)→
Dme-1-6 NZ AGJB01000012.1 - 86203 86087 RNA→ CW binding 2 (pfam04122)→
Csa-1-3 NC 014376.1 + 2969420 2969539 RNA→ ←hypo

Sgl-1-4 NC 015172.1 - 3349453 3349331 RNA→ HDc (cd00077)PAS (cd00130)GGDEF (cd01949)→ DUF111 (pfam01969)→
Dal-1-1 NZ ACJM01000018.1 + 13977 14096 RNA→ HDc (cd00077)→ CheW like (cd00588)→ HAMP (cd06225)MA (smart00283)→
Ova-1-2 NC 016048.1 + 81288 81407 RNA→ Cu amine oxidN1 (pfam07833)→
Dac-2-3 NC 013216.1 - 4175339 4175218 RNA→ hypo→
Toc-1-4 NC 014377.1 - 1935934 1935814 RNA→ PulF (COG1459)→ typeII sec gspG (TIGR01710)→
Eha-1-1 NZ ACEP01000072.1 - 452 324 RNA→
Dfo-2-1 NZ AAXA02000015.1 + 880657 880781 RNA→ hypo→ hypo→ HATPase c (cd00075)PAS (cd00130)REC (cd00156)HisKA (cd00082)→ hypo→
Cco-1-1 NZ ABVR01000042.1 - 56244 56120 RNA→ ←hypo
Lba-2-1 NZ ACTS01000034.1 - 711 587 RNA→ hypo→
Csp-5-1 NZ ABGC03000034.1 - 274487 274366 RNA→ hypo→ hypo→ HATPase c (cd00075)PAS (cd00130)REC (cd00156)HisKA (cd00082)→
Ame-1-3 NC 009633.1 - 3306879 3306765 RNA→ PAS (cd00130)EAL (cd01948)PAS 3 (pfam08447)GGDEF (cd01949)PilZ (pfam07238)→
Ame-1-4 NC 009633.1 - 2944892 2944774 RNA→ EAL (cd01948)GGDEF (cd01949)→
Ova-1-3 NC 016048.1 + 1215737 1215851 RNA→ Glutenin hmw (pfam03157)Flg new (pfam09479)→ hypo→ SLH (pfam00395)→
Cha-1-1 NZ ACIO01000620.1 + 644 748 RNA→ hypo→ GGDEF (cd01949)→
Cpa-1-2 NZ ACXX02000001.1 + 460747 460865 RNA→ Transglut core (pfam01841)→
Sgl-1-5 NC 015172.1 - 1642489 1642381 RNA→ Cellulase (pfam00150)→
Dal-1-2 NZ ACJM01000010.1 - 93377 93255 RNA→ MA (smart00283)HAMP (pfam00672)→
Cno-1-1 NC 008593.1 - 1871620 1871506 RNA→ Transglut core (pfam01841)→
Cph-1-1 NC 010001.1 + 1913579 1913693 RNA→ Transglut core (pfam01841)→
Awo-1-4 NC 016894.1 - 2490788 2490678 RNA→ PGU1 (COG5434)→
Cte-1-1 NC 004557.1 + 477001 477111 RNA→ CYK3 (COG5279)→
Dal-1-3 NZ ACJM01000007.1 - 61677 61560 RNA→ conserved Hypothetical protein CBG09235→
Dac-1-11 NC 018068.1 - 4499247 4499127 RNA→ COG5492 (COG5492)Transglut core (pfam01841)Big 2 (pfam02368)→

COG5492 (COG5492)Big 2 (pfam02368)→
Dde-1-3 NC 018017.1 + 4044822 4044939 RNA→ HAMP (cd06225)MA (smart00283)Cache 1 (pfam02743)→
Dha-1-2 NC 011830.1 + 4958084 4958201 RNA→ HAMP (cd06225)MA (smart00283)Cache 1 (pfam02743)→
Dha-2-2 NC 007907.1 + 5437243 5437360 RNA→ HAMP (cd06225)MA (smart00283)Cache 1 (pfam02743)→
Dor-1-4 NC 016584.1 - 5373120 5373002 RNA→ hypo→ hypo→
Dac-1-12 NC 018068.1 - 4400834 4400714 RNA→ hypo→ hypo→
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Ddi-1-3 NZ AGJE01000001.1 + 699215 699333 RNA→ HDc (cd00077)→
Dde-1-4 NC 018017.1 - 977166 977048 RNA→ HDc (cd00077)→
Dha-2-3 NC 007907.1 + 4879326 4879445 RNA→ HDc (cd00077)→
Dha-1-3 NC 011830.1 - 1127892 1127772 RNA→ HDc (cd00077)→
Dme-1-7 NZ AGJB01000003.1 + 15344 15463 RNA→ HDc (cd00077)→
Dku-1-7 NC 015573.1 + 885645 885770 RNA→ Big 2 (pfam02368)→ Transposase 31 (pfam04754)→
Dgi-1-4 NZ AGJQ01000018.1 + 12817 12937 RNA→ ←HATPase c (cd00075)PAS (cd00130)HisKA (cd00082)

Dru-1-3 NC 015589.1 + 3181074 3181195 RNA→ HDc (cd00077)→
Dal-1-4 NZ ACJM01000017.1 - 32832 32712 RNA→ INT P4 (cd00801)→
Cpa-1-3 NZ ACXX02000016.1 + 57322 57438 RNA→ Cu amine oxidN1 (pfam07833)→
Dre-1-5 NC 009253.1 + 1107052 1107168 RNA→ PulE-GspE (cd01129)→ pilT fam (TIGR01420)→ PulF (COG1459)→ PilM (COG4972)→

fimbrial assembly family protein→ PilO (COG3167)→ hypo→ IV pilus PilQ (TIGR02515)→ ComGC (COG4537)→
Eha-2-3 NC 014828.1 + 44558 44682 RNA→ Peptidase C1 (cd02619)→
Ova-1-4 NC 016048.1 - 4000710 4000586 RNA→ Sigma70 r4 (cd06171)→
Dal-1-5 NZ ACJM01000005.1 + 37773 37892 RNA→ DEXDc (cd00046)HELICc (cd00079)→ ABC UvrA I (cd03270)ABC UvrA II (cd03271)→

UvrC (COG0322)→
Cca-1-1 NZ ACVI01000170.1 - 5744 5623 RNA→ ←RhaT (COG0697)

Dme-2-6 NC 018515.1 - 874362 874239 RNA→ MA (smart00283)HAMP (pfam00672)Cache 1 (pfam02743)→
Dal-1-6 NZ ACJM01000004.1 - 66143 66026 RNA→ Transglut core (pfam01841)→
Mth-1-5 NC 007644.1 - 1536263 1536142 RNA→ HAMP (cd06225)MA (smart00283)Cache 1 (pfam02743)→
Chy-2-2 NC 014652.1 + 943660 943784 RNA→ ←UDG fam4 (TIGR00758)
Cob-1-2 NC 014392.1 - 1764649 1764524 RNA→ hypo→
Cow-1-1 NC 014657.1 - 1656317 1656193 RNA→ hypo→
Cla-1-1 NC 015949.1 - 1572398 1572274 RNA→ hypo→ hypo→
Ckr-1-1 NC 014721.1 + 897455 897579 RNA→ hypo→ hypo→
Csa-2-1 NC 009437.1 + 1201989 1202113 RNA→ hypo→
Ath-1-1 NC 012034.1 - 1980626 1980502 RNA→ hypo→
Ckr-2-1 NC 014720.1 + 989702 989826 RNA→ hypo→
Cob-1-3 NC 014392.1 - 1810559 1810435 RNA→ hypo→
Ath-1-2 NC 012034.1 - 1974661 1974538 RNA→ CBM 3 (pfam00942)Glyco hydro 48 (pfam02011)Glyco hydro 9 (pfam00759)→
Ckr-2-2 NC 014720.1 + 996338 996461 RNA→ CBM 3 (pfam00942)Glyco hydro 48 (pfam02011)Glyco hydro 9 (pfam00759)→
Csa-2-2 NC 009437.1 + 1205655 1205781 RNA→ CBM 3 (pfam00942)Glyco hydro 48 (pfam02011)Glyco hydro 9 (pfam00759)→
Cob-1-4 NC 014392.1 - 1806893 1806771 RNA→ CBM 3 (pfam00942)Glyco hydro 48 (pfam02011)Glyco hydro 9 (pfam00759)→
Ath-1-3 NC 012034.1 - 1919856 1919724 RNA→ hypo→
Ckr-2-3 NC 014720.1 + 1045789 1045921 RNA→ hypo→
Csa-2-3 NC 009437.1 - 2504410 2504276 RNA→ hypo→
Csa-2-4 NC 009437.1 - 912910 912774 RNA→ HDc (cd00077)→ HATPase c (cd00075)HPT (cd00088)CheA reg (cd00731)→ CheW like (cd00588)→
Csp-4-4 NZ ALXI01000154.1 + 71586 71702 RNA→ hypo→ KAS III (cd00830)→
Csp-3-1 NZ CM001240.1 - 4403817 4403696 RNA→ REC (cd00156)→ HATPase c (cd00075)HPT (cd00088)CheA reg (cd00731)→ CheW like (cd00588)→

HAMP (cd06225)MA (smart00283)→
Ame-1-5 NC 009633.1 + 480064 480178 RNA→ HAMP (cd06225)MA (smart00283)→ hypo→
Ame-1-6 NC 009633.1 + 608572 608692 RNA→ hypo→ MA (smart00283)HAMP (pfam00672)→
Csp-3-2 NZ CM001240.1 - 5071300 5071181 RNA→ init cond enzymes (cd00827)→ MA (smart00283)→
Ame-1-7 NC 009633.1 + 790800 790926 RNA→ hypo→ NT KNTase like (cd05403)→ HEPN (pfam05168)→
Cbe-1-1 NC 009617.1 - 4634356 4634236 RNA→ hypo→ KAS III (cd00830)→
Ckl-1-2 NC 009706.1 + 2377695 2377816 RNA→ KAS III (cd00830)→ MA (smart00283)→
Ckl-2-2 NC 011837.1 + 2309198 2309319 RNA→ KAS III (cd00830)→ MA (smart00283)→
Cbe-1-2 NC 009617.1 - 4931192 4931076 RNA→ MotA (COG1291)→ OmpA C-like (cd07185)→
Cbo-5-2 NC 010723.1 - 3080262 3080142 RNA→ LbH MAT like (cd04647)→ HAMP (cd06225)MA (smart00283)Cache 1 (pfam02743)→
Cbo-2-3 NC 010674.1 - 3268407 3268282 RNA→ hypo→ LbH MAT like (cd04647)→
Cbo-3-3 NC 018648.1 - 3268111 3267986 RNA→ metaprodigal→ LbH MAT like (cd04647)→
Cbo-4-2 NZ ACSC01000002.1 + 444793 444918 RNA→ LbH MAT like (cd04647)→
Csp-4-5 NZ ALXI01000024.1 - 15356 15231 RNA→ HTH MerR-like (cd00592)→
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Csp-3-3 NZ CM001240.1 + 1668060 1668184 RNA→ LbH MAT like (cd04647)→ HAMP (cd06225)MA (smart00283)Cache 1 (pfam02743)→
Cbe-1-3 NC 009617.1 + 1066046 1066163 RNA→ LbH MAT like (cd04647)→ HAMP (cd06225)MA (smart00283)Cache 1 (pfam02743)→
Ckl-1-3 NC 009706.1 - 3562407 3562289 RNA→ hypo→ KAS III (cd00830)→
Ckl-2-3 NC 011837.1 - 3493909 3493791 RNA→ hypo→ KAS III (cd00830)→
Ame-1-8 NC 009633.1 + 1528245 1528361 RNA→ (big gap) COG4584 (COG4584)→ AAA (cd00009)→ hypo→
Ame-1-9 NC 009633.1 + 974333 974451 RNA→ hypo→ MA (smart00283)HAMP (pfam00672)→
Ame-1-10 NC 009633.1 - 3297150 3297032 RNA→ hypo→ hypo→
Csp-4-6 NZ ALXI01000165.1 - 42071 41948 RNA→ FlgB (TIGR01396)→ FlgC (TIGR01395)→ FliE (pfam02049)→ fliF (COG1766)→ fliG (TIGR00207)→

FliH bacil (TIGR03825)→ ATPase flagellum-secretory path III (cd01136)→ FliJ (pfam02050)→
Flg hook (pfam02120)→ FlgD (pfam03963)→ flg new (TIGR02530)→

Tit-1-2 NC 013921.1 + 1888645 1888768 RNA→ hypo→
Tma-2-2 NC 014209.1 + 1839366 1839489 RNA→ hypo→
Car-1-1 NZ BAEV01000161.1 - 476 356 RNA→
Clj-1-1 NC 014328.1 - 2698841 2698719 RNA→ MA (smart00283)→
Awo-1-5 NC 016894.1 - 2946439 2946318 RNA→ Flg hook (pfam02120)→ FlgD (pfam03963)→ flg new (TIGR02530)→ FlgE (COG1749)→
Tpo-1-10 NC 014152.1 + 891738 891870 RNA→ PEP TPR lipo (TIGR02917)→ carbohydrate-binding family 25 protein→
Dca-1-2 NC 015565.1 - 2837949 2837831 RNA→ HATPase c (cd00075)→ DUF342 (pfam03961)→ STAS anti-anti-sigma factors (cd07043)→

HDc (cd00077)→ SpoIIE (pfam07228)→
Dni-1-3 NZ AEVP01000014.1 + 772 890 RNA→ HATPase c (cd00075)→ DUF342 (pfam03961)→ STAS anti-anti-sigma factors (cd07043)→

HDc (cd00077)→ SpoIIE (pfam07228)→
Dku-1-8 NC 015573.1 + 668113 668232 RNA→ CheW (cd00732)→ HAMP (cd06225)MA (smart00283)→
Pth-1-5 NC 009454.1 + 357780 357891 RNA→ hypo→ DUF1616 (pfam07760)→ Abi (pfam02517)→
Chy-1-2 NC 007503.1 + 785810 785928 RNA→ MA (smart00283)→ Tautomerase (pfam01361)→ hypo→ Radical SAM (cd01335)→
Chy-1-3 NC 007503.1 + 777670 777787 RNA→ hypo→
Chy-1-4 NC 007503.1 + 900382 900495 RNA→ DUF342 (pfam03961)→ DUF2225 (pfam09986)→ MA (smart00283)Cache 1 (pfam02743)→
Chy-1-5 NC 007503.1 + 851283 851407 RNA→ HDc (cd00077)→ MotA (COG1291)→ OmpA C-like (cd07185)→ MA (smart00283)HAMP (pfam00672)→

CheW (cd00732)→ HATPase c (cd00075)HPT (cd00088)CheA reg (cd00731)→ REC (cd00156)→
FlgM jcvi (TIGR03824)→ hypo→ DUF1078 (pfam06429)flgK ends (TIGR02492)→

Chy-1-6 NC 007503.1 - 90457 90335 RNA→ HDc (cd00077)→ Nonheme Ferritin (cd01055)→
Chy-1-7 NC 007503.1 + 875547 875668 RNA→ hypo→
Dal-1-7 NZ ACJM01000016.1 - 42145 42030 RNA→ FlgB (COG1815)→ FlgC (TIGR01395)→ FliE (pfam02049)→ fliF (COG1766)→ fliG (TIGR00207)→

FliH (COG1317)→ ATPase flagellum-secretory path III (cd01136)→ FliJ (pfam02050)→ Flg hook (pfam02120)→
FlgD (pfam03963)→ flg new (TIGR02530)→ FlgE (COG1749)→ MotA (COG1291)→

Cpa-2-1 NZ DS999086.1 - 25662 25542 RNA→ CheW (cd00732)→
Tte-1-1 NC 003869.1 + 706129 706249 RNA→ CheW (cd00732)→ HDc (smart00471)→
Tit-1-3 NC 013921.1 + 837513 837633 RNA→ AAA (cd00009)→
Tma-2-3 NC 014209.1 + 851883 852003 RNA→ AAA (cd00009)→
Tps-1-1 NC 010321.1 - 1541181 1541061 RNA→ (big gap) Transposase 9 (pfam01548)Transposase 20 (pfam02371)→ pseudogene→

LysM (cd00118)spore SleB (TIGR02869)→ MurC (COG0773)→
Tsp-2-1 NC 010320.1 - 2190656 2190536 RNA→ AAA (cd00009)→
Tsp-1-1 NC 014538.1 + 763686 763806 RNA→ AAA (cd00009)→
Tbr-1-1 NC 014964.1 - 1533394 1533274 RNA→ (big gap) Transposase 9 (pfam01548)Transposase 20 (pfam02371)→ pseudogene→

LysM (cd00118)spore SleB (TIGR02869)→ MurC (COG0773)→
Tsp-3-1 NZ ACXP02000002.1 - 787751 787631 RNA→ AAA (cd00009)→
Tet-1-1 NZ ACXY01000004.1 - 66585 66465 RNA→ AAA (cd00009)→
Tsi-1-1 NZ CM001486.1 + 1883288 1883408 RNA→ AAA (cd00009)→
Tet-2-1 NZ AEYS01000015.1 - 35200 35080 RNA→ AAA (cd00009)→
Twi-1-1 NC 015958.1 + 948277 948397 RNA→ AAA (cd00009)→
Pth-1-6 NC 009454.1 - 2800912 2800793 RNA→ HDc (cd00077)→ DUF342 (pfam03961)→ dam (TIGR00571)→
Dal-1-8 NZ ACJM01000030.1 - 1858 1742 RNA→ GGDEF (cd01949)→
Dal-1-9 NZ ACJM01000007.1 + 39987 40101 RNA→ LytB (COG2247)SCP bacterial (cd05379)→
Sli-1-2 NC 014220.1 - 1301540 1301421 RNA→ Transglut core (pfam01841)→
Tsa-1-1 NC 017992.1 - 135292 135173 RNA→ CheW like (cd00588)→ HATPase c (cd00075)HPT (cd00088)CheA reg (cd00731)→ MA (smart00283)→

AdoMet MTases (cd02440)→ REC (cd00156)→
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Txy-1-1 NC 015555.1 - 2097314 2097196 RNA→ ←pseudogene

Dca-1-3 NC 015565.1 - 2301355 2301246 RNA→ PulF (COG1459)→
Ddi-1-4 NZ AGJE01000001.1 - 147713 147593 RNA→ hypo→
Dgi-1-5 NZ AGJQ01000001.1 - 21034 20912 RNA→ hypo→
Dku-1-9 NC 015573.1 - 239189 239067 RNA→ hypo→
Dsp-1-8 NZ AGAF01000111.1 - 50376 50255 RNA→ hypo→ REC (cd00156)trans reg C (cd00383)→ HATPase c (cd00075)HAMP (cd06225)HisKA (cd00082)→
Hmo-1-1 NC 010337.2 - 120413 120292 RNA→ sigma70-ECF (TIGR02937)→
Sgl-1-6 NC 015172.1 + 1225427 1225549 RNA→ (big gap) ←pseudogene

Csa-1-4 NC 014376.1 - 3799476 3799360 RNA→ RpoE (COG1595)→
Csa-1-5 NC 014376.1 + 1872790 1872906 RNA→ ←PHA02517 (PHA02517)

Dha-2-4 NC 007907.1 - 15644 15525 RNA→ ←hypo
Sgl-1-7 NC 015172.1 + 3108255 3108379 RNA→ ←ABCC Glucan exporter like (cd03254)

Toc-1-5 NC 014377.1 - 1748989 1748869 RNA→ PRK09638 (PRK09638)→ Sigma70 r4 (cd06171)→
Csp-2-1 NC 016791.1 - 3968313 3968191 RNA→ sigma70-ECF (TIGR02937)→
Dsp-1-9 NZ AGAF01000059.1 + 30735 30858 RNA→ PadR (pfam03551)→ DUF1048 (pfam06304)→ DUF1048 (pfam06304)→
Dsp-1-10 NZ AGAF01000050.1 - 9066 8943 RNA→ hypo→
Sgl-1-8 NC 015172.1 - 20514 20401 RNA→ sigma70-ECF (TIGR02937)→
Pth-1-7 NC 009454.1 + 1981919 1982041 RNA→ Sigma70 r4 (cd06171)→
Tma-2-4 NC 014209.1 - 2214245 2214123 RNA→ pseudogene→
Csa-1-6 NC 014376.1 - 3771087 3770965 RNA→ RpoE (COG1595)→
Csa-1-7 NC 014376.1 - 3784395 3784287 RNA→ RpoE (COG1595)→
Dha-1-4 NC 011830.1 + 2615719 2615827 RNA→ ←HATPase c (cd00075)

Dha-1-5 NC 011830.1 + 2632802 2632923 RNA→ Sigma70 r4 (cd06171)→
Ova-1-5 NC 016048.1 - 3430298 3430190 RNA→ sigma70-ECF (TIGR02937)→
Dha-2-5 NC 007907.1 - 5220227 5220107 RNA→ sigma70-ECF (TIGR02937)→
Dyo-1-4 NZ CM001441.1 + 1575273 1575397 RNA→ sigma70-ECF (TIGR02937)→
Dha-2-6 NC 007907.1 - 3900350 3900229 RNA→ hypo→
Toc-1-6 NC 014377.1 - 1606763 1606644 RNA→ COG4584 (COG4584)→ AAA (cd00009)→
Dre-1-6 NC 009253.1 - 3257026 3256909 RNA→ hypo→
Rob-1-1 NZ AAVO02000002.1 - 48268 48157 RNA→ hypo→
Ccl-1-2 NC 016627.1 - 4201075 4200956 RNA→ REC (cd00156)→ HATPase c (cd00075)→
Ccl-1-3 NC 016627.1 - 4181891 4181767 RNA→ ←HTH XRE (cd00093)

Csp-2-2 NC 016791.1 - 3911890 3911773 RNA→ sigma70-ECF (TIGR02937)→
Dac-2-4 NC 013216.1 + 1572808 1572930 RNA→ ←HTH XRE (cd00093)
Cph-1-2 NC 010001.1 + 1430060 1430179 RNA→ PAS (cd00130)EAL (cd01948)HAMP (cd06225)GGDEF (cd01949)→
Sgl-1-9 NC 015172.1 + 1516481 1516599 RNA→ VanY (pfam02557)CW binding 2 (pfam04122)→
Dal-1-10 NZ ACJM01000001.1 + 102206 102324 RNA→ GGDEF (cd01949)DUF3365 (pfam11845)→
Dru-1-4 NC 015589.1 - 668171 668052 RNA→ hypo→
Dsp-1-11 NZ AGAF01000165.1 - 46558 46441 RNA→ Sigma70 r4 (cd06171)→ hypo→
Dme-2-7 NC 018515.1 - 3209373 3209256 RNA→ HDc (cd00077)→
Dor-1-5 NC 016584.1 - 4122128 4122010 RNA→ HAMP (cd06225)MA (smart00283)Cache 1 (pfam02743)→
Dor-1-6 NC 016584.1 - 4078754 4078634 RNA→ HDc (cd00077)→
Cth-4-3 NZ ABVG02000001.1 + 1525323 1525459 RNA→ ←reco (TIGR00613)
Cth-1-3 NC 009012.1 + 1273258 1273394 RNA→ ←reco (TIGR00613)

Cth-2-3 NC 017304.1 - 1366559 1366428 RNA→ ←reco (TIGR00613)
Cth-3-3 NZ ACVX01000002.1 + 111342 111473 RNA→ ←reco (TIGR00613)
Ccl-1-4 NC 016627.1 - 1652251 1652121 RNA→ ←reco (TIGR00613)

Ace-1-2 NZ AEDB02000017.1 - 96087 95957 RNA→ ←reco (TIGR00613)
Ccl-1-5 NC 016627.1 + 3484434 3484561 RNA→ ←hypo

Ace-1-3 NZ AEDB02000067.1 - 140066 139938 RNA→ ←PenP (COG2367)
Ace-1-4 NZ AEDB02000063.1 + 30690 30819 RNA→ ←TadB (COG4965)

Ccl-1-6 NC 016627.1 + 2570431 2570559 RNA→ ←REC (cd00156)LuxR C like (cd06170)
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Pth-1-8 NC 009454.1 + 201378 201499 RNA→ HAMP (cd06225)MA (smart00283)→
Lba-1-4 NZ ACTP01000036.1 + 150462 150566 RNA→ COG4640 (COG4640)→ hypo→ TPR (cd00189)UPF0547 (pfam10571)→
Fpr-1-1 NZ ACOP02000082.1 + 2079 2187 RNA→ hypo→
Csp-4-7 NZ ALXI01000064.1 + 39482 39600 RNA→ REC (cd00156)→
Cbe-1-4 NC 009617.1 + 646586 646701 RNA→ REC (cd00156)→
Ece-1-5 NZ CM001487.1 + 2471375 2471482 RNA→ hypo→
Rsp-1-1 NZ GG696051.1 - 118090 117983 RNA→ GGDEF (cd01949)→ LysR (COG0583)→
Esp-1-1 NZ ACTL01000012.1 + 6558 6662 RNA→ HTH XRE (cd00093)→ REC (cd00156)→ CitA (COG3290)→
Dfo-1-1 NZ ADLU01000066.1 + 25321 25425 RNA→ UgpB (COG1653)5 nucleotid C (pfam02872)→ HATPase c (cd00075)REC (cd00156)HisKA (cd00082)→

PBPb (cd00134)→ HATPase c (cd00075)REC (cd00156)HisKA (cd00082)→ REC (cd00156)→ hypo→
REC (cd00156)→

Rob-1-2 NZ AAVO02000011.1 + 91908 92016 RNA→ UgpB (COG1653)5 nucleotid C (pfam02872)→ HATPase c (cd00075)REC (cd00156)HisKA (cd00082)→
Eha-1-2 NZ ACEP01000072.1 - 10401 10293 RNA→ HATPase c (cd00075)PBPb (cd00134)REC (cd00156)HisKA (cd00082)→

HATPase c (cd00075)PBPb (cd00134)REC (cd00156)HisKA (cd00082)SBP bac 3 (pfam00497)→ HPT (cd00088)→
HDc (cd00077)REC (cd00156)→

Ast-1-1 NZ ABIL02000006.1 + 978351 978455 RNA→ hypo→
Dfo-1-2 NZ ADLU01000037.1 + 19554 19658 RNA→ UgpB (COG1653)→ REC (cd00156)→ PRK06242 (PRK06242)→ tRNA-Val→ tRNA-Met→
Hhy-1-3 NC 014654.1 + 299125 299231 RNA→ hypo→ DUF11 (pfam01345)→
Ame-1-11 NC 009633.1 + 1648988 1649102 RNA→ MA (smart00283)Cache 1 (pfam02743)→
Dru-1-5 NC 015589.1 - 3531138 3531032 RNA→ hypo→
Dru-1-6 NC 015589.1 - 1614097 1613974 RNA→ ←hypo
Ace-1-5 NZ AEDB02000067.1 - 98499 98382 RNA→ CBM 3 (pfam00942)Cellulase (pfam00150)→
Dsp-1-12 NZ AGAF01000016.1 + 5307 5418 RNA→ ←hypo

Dac-1-13 NC 018068.1 + 4883348 4883465 RNA→ HDc (cd00077)→
Mth-1-6 NC 007644.1 + 774348 774467 RNA→ HAMP (cd06225)MA (smart00283)→
Aca-1-5 NZ ABAX03000024.1 - 381364 381249 RNA→ hypo→ hypo→
Asp-1-5 NZ ACWB01000065.1 + 60072 60179 RNA→ hypo→
Sac-1-2 NC 016884.1 + 2042390 2042508 RNA→ TIG (pfam01833)→
Sac-2-2 NC 015757.1 + 1797516 1797634 RNA→ TIG (pfam01833)→
Dsp-1-13 NZ AGAF01000187.1 - 39478 39361 RNA→ hypo→
Ere-1-2 NC 012781.1 - 3151668 3151546 RNA→ ←hypo

environmental
env-1 DLM002 scaffold331 1 - 1293 1168 RNA→ metaprodigal→
env-2 DLM018 scaffold45464 1 + 1422 1547 RNA→ metaprodigal→
env-3 DLF005 scaffold538 1 - 1055 930 RNA→ metaprodigal→ metaprodigal→
env-4 NOM005 scaffold19905 2 - 937 812 RNA→ metaprodigal→ metaprodigal→
env-5 DLF002 scaffold272 1 + 58 183 RNA→ metaprodigal→
env-6 UnmappedStool Broad scaffold 764557 + 591 712 RNA→ ←metaprodigal
env-7 DLF007 scaffold3460 24 + 7451 7558 RNA→ metaprodigal→ metaprodigal→
env-8 DOM005 scaffold1833 1 + 6431 6538 RNA→ metaprodigal→ metaprodigal→
env-9 DLF007 scaffold1178 64 + 4035 4140 RNA→ metaprodigal→ metaprodigal→ SMI1 KNR4 (pfam09346)→
env-10 DOM005 scaffold1885 2 - 1140 1035 RNA→ metaprodigal→ metaprodigal→ SMI1 KNR4 (pfam09346)→
env-11 DOM022 scaffold24921 3 - 7254 7149 RNA→ metaprodigal→ COG2378 (COG2378)→ Era like (cd00880)→ Dynamin N (pfam00350)→ metaprodigal→

metaprodigal→
env-12 NOM028 scaffold34270 3 + 145 250 RNA→ metaprodigal→
env-13 DOM008 scaffold8761 8 - 1294 1189 RNA→ metaprodigal→ SMI1 KNR4 (pfam09346)→
env-14 DLM022 C1024150 1 - 530 413 RNA→ SCP bacterial (cd05379)→
env-15 DLM003 C788388 1 - 921 804 RNA→ SCP bacterial (cd05379)→
env-16 NLM002 scaffold1264 3 + 254 378 RNA→ metaprodigal→
env-17 BMHB3a c152247 + 138 255 RNA→ LbH MAT like (cd04647)→ HAMP (cd06225)MA (smart00283)Cache 1 (pfam02743)→
env-18 BMHB3a c146893 + 1961 2076 RNA→ metaprodigal→
env-19 DOM008 scaffold9974 10 + 127 231 RNA→ UgpB (COG1653)5 nucleotid C (pfam02872)→ metaprodigal→
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env-20 NLM007 scaffold10457 1 - 283 179 RNA→
env-21 DLF007 scaffold12099 2 + 54 158 RNA→ UgpB (COG1653)→
env-22 DOF004 scaffold51758 1 - 284 180 RNA→
env-23 NOM027 scaffold111 2 + 8416 8520 RNA→
env-24 DOM026 scaffold30937 1 - 260 156 RNA→
env-25 NLM027 scaffold32927 1 - 260 156 RNA→
env-26 NOM004 scaffold524 4 + 55 159 RNA→ metaprodigal→
env-27 NLM006 scaffold21079 2 - 967 845 RNA→ COG4495 (COG4495)→ metaprodigal→
env-28 DOM013 scaffold28239 1 + 3283 3405 RNA→ ←Transposase 9 (pfam01548)Transposase 20 (pfam02371)
env-29 NLM006 scaffold19468 1 - 268 146 RNA→

5.3 Conserved domains

Conserved domains found in protein-coding genes listed in Section 5.2 are
shown below, with the first sentence in their description from the Conserved
Domain Database (if any). Conserved domains associated with more than one
Clostridia are assigned a color, while others are shown in gray. The symbols ‘d’
and ‘u’ (if any) to the left of the colored domain name indicate whether the domain
occurs upstream or downstream of the RNA motif. Domains marked with lower-
case ‘d’ occur (at least once) present downstream of some Clostridia in the opposite

orientation. Domains marked with capital ‘D’ occur downstream and in the same
orientation (i.e., a potential cis-regulatory arrangement). Domains marked with
a ‘u’ occur upstream of the RNA in either orientation. If the ‘d’/‘u’ symbols are
missing, then the domain is downstream and in the same strand. (This mode is
used for motifs predicted as cis-regulatory. The number in parentheses after the
colored domain name is the number of occurrences in Section 5.2.

cd00009 (13) The AAA+ (ATPases Associated with a wide variety of cellular Activities) super-

family represents an ancient group of ATPases belonging to the ASCE (for additional strand,

catalytic E) division of the P-loop NTPase fold.

cd00036 (2) Chitin/cellulose binding domain.
cd00046 (1) DEAD-like helicases superfamily.

cd00063 (14) Fibronectin type 3 domain; One of three types of internal repeats found in the

plasma protein fibronectin.

cd00075 (22) Histidine kinase-like ATPases; This family includes several ATP-binding pro-

teins for example: histidine kinase, DNA gyrase B, topoisomerases, heat shock protein HSP90,

phytochrome-like ATPases and DNA mismatch repair proteins
cd00077 (30) Metal dependent phosphohydrolases with conserved ’HD’ motif
cd00079 (1) Helicase superfamily c-terminal domain; associated with DEXDc-, DEAD-, and

DEAH-box proteins, yeast initiation factor 4A, Ski2p, and Hepatitis C virus NS3 helicases;

this domain is found in a wide variety of helicases and helicase related proteins; may not be

an autonomously folding unit, but an integral part of the helicase; 4 helicase superfamilies at

present according to the organization of their signature motifs; all helicases share the ability to

unwind nucleic acid duplexes with a distinct directional polarity; they utilize the free energy

from nucleoside triphosphate hydrolysis to fuel their translocation along DNA, unwinding the

duplex in the process

cd00082 (10) Histidine Kinase A (dimerization/phosphoacceptor) domain; Histidine Kinase A

dimers are formed through parallel association of 2 domains creating 4-helix bundles; usually

these domains contain a conserved His residue and are activated via trans-autophosphorylation

by the catalytic domain of the histidine kinase.
cd00088 (7) Histidine Phosphotransfer domain, involved in signalling through a two part com-

ponent systems in which an autophosphorylating histidine protein kinase serves as a phosphoryl

donor to a response regulator protein; the response regulator protein is modulated by phospho-

rylation and dephosphorylation of a conserved aspartic acid residue; two-component proteins are

abundant in most eubacteria; In E.

cd00093 (5) Helix-turn-helix XRE-family like proteins.
cd00118 (2) Lysin domain, found in a variety of enzymes involved in bacterial cell wall degra-

dation.

cd00130 (9) PAS domain; PAS motifs appear in archaea, eubacteria and eukarya.

cd00134 (3) Bacterial periplasmic transport systems use membrane-bound complexes and

substrate-bound, membrane-associated, periplasmic binding proteins (PBPs) to transport a

wide variety of substrates, such as, amino acids, peptides, sugars, vitamins and inorganic ions.

cd00156 (30) Signal receiver domain; originally thought to be unique to bacteria (CheY, OmpR,

NtrC, and PhoB), now recently identified in eukaroytes ETR1 Arabidopsis thaliana; this domain

receives the signal from the sensor partner in a two-component systems; contains a phosphoac-

ceptor site that is phosphorylated by histidine kinase homologs; usually found N-terminal to a

DNA binding effector domain; forms homodimers
cd00189 (1) Tetratricopeptide repeat domain; typically contains 34 amino acids [WLF]-X(2)-

[LIM]-[GAS]-X(2)-[YLF]-X(8)-[ASE]-X(3)-[FYL]-X(2)-[ASL]-X(4)-[PKE]
cd00198 (1) Von Willebrand factor type A (vWA) domain was originally found in the blood

coagulation protein von Willebrand factor (vWF).

cd00221 (1) Very Short Patch Repair (Vsr) Endonuclease.
cd00306 (1) Peptidase domain in the S8 and S53 families.

cd00383 (1) Effector domain of response regulator.

cd00588 (10) CheW-like domain.
cd00592 (1) Helix-Turn-Helix DNA binding domain of MerR-like transcription regulators.
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cd00731 (5) CheA regulatory domain; CheA is a histidine protein kinase present in bacteria and

archea.
cd00732 (7) CheW, a small regulator protein, unique to the chemotaxis signalling in prokaryotes

and archea.
cd00801 (1) Bacteriophage P4 integrase.

cd00827 (1) ”initiating” condensing enzymes are a subclass of decarboxylating condensing en-

zymes, including beta-ketoacyl [ACP]
cd00830 (6) Ketoacyl-acyl carrier protein synthase III (KASIII) initiates the elongation in type

II fatty acid synthase systems.
cd00880 (2) Era (E.

cd00959 (1) 2-deoxyribose-5-phosphate aldolase (DERA) of the DeoC family.
cd01055 (1) nonheme-containing ferritins.
cd01116 (4) Permease P (pink-eyed dilution).
cd01120 (1) RecA-like NTPases.
cd01129 (3) PulE/GspE The type II secretory pathway is the main terminal branch of the

general secretory pathway (GSP).
cd01130 (1) Type IV secretory pathway component VirB11, and related ATPases.

cd01131 (1) Pilus retraction ATPase PilT.

cd01136 (26) Flagellum-specific ATPase/type III secretory pathway virulence-related protein.
cd01335 (1) Radical SAM superfamily.

cd01948 (8) EAL domain.
cd01949 (18) Diguanylate-cyclase (DGC) or GGDEF domain.
cd02205 (1) The CBS domain, named after human CBS, is a small domain originally identified

in cystathionine beta-synthase and is subsequently found in a wide range of different proteins.

cd02440 (2) S-adenosylmethionine-dependent methyltransferases (SAM or AdoMet-MTase),

class I; AdoMet-MTases are enzymes that use S-adenosyl-L-methionine (SAM or AdoMet) as a

substrate for methyltransfer, creating the product S-adenosyl-L-homocysteine (AdoHcy).

cd02619 (1) C1 Peptidase family (MEROPS database nomenclature), also referred to as the

papain family; composed of two subfamilies of cysteine peptidases (CPs), C1A (papain) and C1B

(bleomycin hydrolase).
cd02861 (1) E or ”early” set-like proteins.

cd03111 (1) This protein family consists of proteins similar to the cpaE protein of the Caulobac-

ter pilus assembly and the orf4 protein of Actinobacillus pilus formation gene cluster.
cd03254 (1) Glucan exporter ATP-binding protein.

cd03270 (1) The excision repair protein UvrA domain I; Nucleotide excision repair in eubacteria

is a process that repairs DNA damage by the removal of a 12-13-mer oligonucleotide containing

the lesion.

cd03271 (1) The excision repair protein UvrA domain II; Nucleotide excision repair in eubacteria

is a process that repairs DNA damage by the removal of a 12-13-mer oligonucleotide containing

the lesion.
cd03868 (1) The first carboxypeptidase (CP)-like domain of Carboxypeptidase D (CPD; EC 3.

cd04458 (3) Cold-Shock Protein (CSP) contains an S1-like cold-shock domain (CSD) that is

found in eukaryotes, prokaryotes, and archaea.
cd04599 (1) This cd contains two tandem repeats of the cystathionine beta-synthase (CBS pair)

domains in association with the GGDEF (DiGuanylate-Cyclase (DGC)) domain.
cd04622 (1) The CBS domain, named after human CBS, is a small domain originally identified

in cystathionine beta-synthase and is subsequently found in a wide range of different proteins.
cd04647 (7) Maltose O-acyltransferase (MAT)-like: This family is composed of maltose O-

acetyltransferase, galactoside O-acetyltransferase (GAT), xenobiotic acyltransferase (XAT) and

similar proteins. [STAV]-X-[LIV]-[GAED]
cd05379 (5) SCP bacterial: SCP-like extracellular protein domain, as found in bacteria and

archaea.
cd05403 (1) Nucleotidyltransferase (NT) domain of Staphylococcus aureus kanamycin nu-

cleotidyltransferase, and similar proteins. [D/E]

cd06170 (3) C-terminal DNA-binding domain of LuxR-like proteins.
cd06171 (9) Sigma70, region (SR) 4 refers to the most C-terminal of four conserved domains

found in Escherichia coli (Ec) sigma70, the main housekeeping sigma, and related sigma-factors

(SFs).
cd06174 (1) The Major Facilitator Superfamily (MFS) is a large and diverse group of secondary

transporters that includes uniporters, symporters, and antiporters.
cd06225 (34) Histidine kinase, Adenylyl cyclase, Methyl-accepting protein, and Phosphatase

(HAMP) domain.

cd06462 (1) The S24, S26 LexA/signal peptidase superfamily contains LexA-related and type I

signal peptidase families.

cd06530 (5) The S26 Type I signal peptidase (SPase; LepB; leader peptidase B; leader peptidase

I; EC 3.

cd06543 (2) PF-ChiA is an uncharacterized chitinase found in the hyperthermophilic archaeon

Pyrococcus furiosus with a glycosyl hydrolase family 18 (GH18) catalytic domain as well as a

cellulose-binding domain.

cd07043 (4) Sulphate Transporter and Anti-Sigma factor antagonist) domain of anti-anti-sigma

factors, key regulators of anti-sigma factors by phosphorylation.
cd07185 (2) Peptidoglycan binding domains similar to the C-terminal domain of outer-membrane

protein OmpA.
cd07477 (1) Peptidase S8 family domain in Subtilisin proteins.

CHL00204 (1) Ycf1; Provisional
COG0322 (1) Nuclease subunit of the excinuclease complex [DNA replication, recombination,

and repair]
COG0385 (1) Predicted Na+-dependent transporter [General function prediction only]
COG0433 (2) HerA helicase [Replication, recombination, and repair]

COG0534 (1) Na+-driven multidrug efflux pump [Defense mechanisms]
COG0583 (1) Transcriptional regulator [Transcription]
COG0655 (1) Multimeric flavodoxin WrbA [General function prediction only]

COG0697 (1) Permeases of the drug/metabolite transporter (DMT) superfamily [Carbohydrate

transport and metabolism / Amino acid transport and metabolism / General function prediction

only]
COG0773 (2) UDP-N-acetylmuramate-alanine ligase [Cell envelope biogenesis, outer membrane]
COG0840 (3) Methyl-accepting chemotaxis protein [Cell motility and secretion / Signal trans-

duction mechanisms]
COG1227 (1) Inorganic pyrophosphatase/exopolyphosphatase [Energy production and conver-

sion]

COG1291 (13) Flagellar motor component [Cell motility and secretion]
COG1317 (16) Flagellar biosynthesis/type III secretory pathway protein [Cell motility and

secretion / Intracellular trafficking and secretion]
COG1406 (1) Predicted inhibitor of MCP methylation, homolog of CheC [Cell motility and

secretion]

COG1413 (1) FOG: HEAT repeat [Energy production and conversion]
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COG1459 (7) Type II secretory pathway, component PulF [Cell motility and secretion / Intra-

cellular trafficking and secretion]
COG1558 (19) Flagellar basal body rod protein [Cell motility and secretion]
COG1595 (3) DNA-directed RNA polymerase specialized sigma subunit, sigma24 homolog

[Transcription]

COG1600 (1) Uncharacterized Fe-S protein [Energy production and conversion]
COG1653 (6) ABC-type sugar transport system, periplasmic component [Carbohydrate trans-

port and metabolism]

COG1749 (2) Flagellar hook protein FlgE [Cell motility and secretion]

COG1766 (27) Flagellar basal body M-ring protein [Cell motility and secretion]
COG1815 (3) Flagellar basal body protein [Cell motility and secretion]
COG1853 (1) Conserved protein/domain typically associated with flavoprotein oxygenases,

DIM6/NTAB family [General function prediction only]

COG2064 (1) Flp pilus assembly protein TadC [Cell motility and secretion / Intracellular

trafficking and secretion]

COG2247 (1) Putative cell wall-binding domain [Cell envelope biogenesis, outer membrane]
COG2367 (1) Beta-lactamase class A [Defense mechanisms]

COG2378 (3) Predicted transcriptional regulator [Transcription]

COG2963 (1) Transposase and inactivated derivatives [DNA replication, recombination, and

repair]
COG3067 (2) Na+/H+ antiporter [Inorganic ion transport and metabolism]
COG3144 (1) Flagellar hook-length control protein [Cell motility and secretion]

COG3167 (1) Tfp pilus assembly protein PilO [Cell motility and secretion / Intracellular traf-

ficking and secretion]
COG3183 (1) Predicted restriction endonuclease [Defense mechanisms]

COG3209 (1) Rhs family protein [Cell envelope biogenesis, outer membrane]
COG3290 (1) Signal transduction histidine kinase regulating citrate/malate metabolism [Signal

transduction mechanisms]

COG3334 (3) Uncharacterized conserved protein [Function unknown]
COG3434 (1) Predicted signal transduction protein containing EAL and modified HD-GYP

domains [Signal transduction mechanisms]
COG3604 (1) Transcriptional regulator containing GAF, AAA-type ATPase, and DNA binding

domains [Transcription / Signal transduction mechanisms]

COG3829 (1) Transcriptional regulator containing PAS, AAA-type ATPase, and DNA-binding

domains [Transcription / Signal transduction mechanisms]

COG3847 (1) Flp pilus assembly protein, pilin Flp [Intracellular trafficking and secretion]
COG4495 (1) Uncharacterized protein conserved in bacteria [Function unknown]

COG4537 (1) Competence protein ComGC [Intracellular trafficking and secretion]
COG4564 (3) Signal transduction histidine kinase [Signal transduction mechanisms]
COG4584 (2) Transposase and inactivated derivatives [DNA replication, recombination, and

repair]
COG4640 (1) Predicted membrane protein [Function unknown]

COG4786 (12) Flagellar basal body rod protein [Cell motility and secretion]
COG4932 (1) Predicted outer membrane protein [Cell envelope biogenesis, outer membrane]

COG4965 (2) Flp pilus assembly protein TadB [Intracellular trafficking and secretion]
COG4972 (2) Tfp pilus assembly protein, ATPase PilM [Cell motility and secretion / Intracel-

lular trafficking and secretion]
COG5278 (1) Predicted periplasmic ligand-binding sensor domain [Signal transduction mecha-

nisms]

COG5279 (1) Uncharacterized protein involved in cytokinesis, contains TGc

(transglutaminase/protease-like) domain [Cell division and chromosome partitioning]
COG5434 (1) Endopygalactorunase [Cell envelope biogenesis, outer membrane]
COG5492 (3) Bacterial surface proteins containing Ig-like domains [Cell motility and secretion]

pfam00150 (2) Cellulase (glycosyl hydrolase family 5).
pfam00216 (1) Bacterial DNA-binding protein.

pfam00350 (2) Dynamin family.
pfam00395 (2) S-layer homology domain.

pfam00497 (1) Bacterial extracellular solute-binding proteins, family 3.

pfam00672 (5) HAMP domain.
pfam00754 (29) F5/8 type C domain.

pfam00759 (4) Glycosyl hydrolase family 9.

pfam00942 (5) Cellulose binding domain.
pfam01345 (1) Domain of unknown function DUF11.

pfam01361 (1) Tautomerase enzyme.

pfam01478 (2) Type IV leader peptidase family.
pfam01527 (2) Transposase.

pfam01548 (3) Transposase.
pfam01638 (4) HxlR-like helix-turn-helix.
pfam01833 (2) IPT/TIG domain.

pfam01841 (14) Transglutaminase-like superfamily.
pfam01969 (1) Protein of unknown function DUF111.
pfam02011 (4) Glycosyl hydrolase family 48.

pfam02049 (29) Flagellar hook-basal body complex protein FliE.
pfam02050 (21) Flagellar FliJ protein.
pfam02108 (5) Flagellar assembly protein FliH.

pfam02120 (21) Flagellar hook-length control protein FliK.
pfam02368 (3) Bacterial Ig-like domain (group 2).
pfam02371 (3) Transposase IS116/IS110/IS902 family.

pfam02517 (1) CAAX amino terminal protease family.
pfam02518 (2) Histidine kinase-, DNA gyrase B-, and HSP90-like ATPase.

pfam02557 (1) D-alanyl-D-alanine carboxypeptidase.
pfam02585 (1) GlcNAc-PI de-N-acetylase.

pfam02604 (1) Phd YefM.

pfam02643 (1) Uncharacterized ACR, COG1430.
pfam02743 (21) Cache domain.

pfam02872 (3) 5’-nucleotidase, C-terminal domain.

pfam03050 (2) Transposase IS66 family.
pfam03157 (1) High molecular weight glutenin subunit. [P/L]

pfam03272 (1) Viral enhancin protein.
pfam03551 (1) Transcriptional regulator PadR-like family.
pfam03961 (7) Protein of unknown function (DUF342).

pfam03963 (20) Flagellar hook capping protein.
pfam04122 (4) Putative cell wall binding repeat 2.

pfam04350 (1) Pilus assembly protein, PilO.

pfam04471 (1) Restriction endonuclease.
pfam04647 (1) Accessory gene regulator B.

pfam04754 (1) Putative transposase, YhgA-like.

pfam05168 (1) HEPN domain.
pfam05297 (1) Herpesvirus latent membrane protein 1 (LMP1).

pfam05384 (1) Sensor protein DegS.

pfam05593 (1) RHS Repeat.
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pfam05717 (1) IS66 Orf2 like protein.

pfam05922 (1) Peptidase inhibitor I9.

pfam06013 (1) Proteins of 100 residues with WXG.
pfam06289 (10) Flagellar protein (FlbD).

pfam06304 (2) Protein of unknown function (DUF1048).
pfam06429 (1) Domain of unknown function (DUF1078).
pfam06450 (1) Bacterial Na+/H+ antiporter B (NhaB).

pfam06750 (1) Bacterial Peptidase A24 N-terminal domain.
pfam06769 (1) Plasmid encoded toxin Txe.
pfam06965 (5) Na+/H+ antiporter 1.

pfam07228 (3) Stage II sporulation protein E (SpoIIE).
pfam07238 (1) PilZ domain.

pfam07523 (2) Bacterial Ig-like domain (group 3).

pfam07760 (1) Protein of unknown function (DUF1616).
pfam07811 (1) TadE-like protein.

pfam07833 (6) Copper amine oxidase N-terminal domain.

pfam08305 (14) NPCBM/NEW2 domain.
pfam08447 (1) PAS fold.

pfam08448 (1) PAS fold.

pfam08461 (1) Ribonuclease R winged-helix domain.
pfam09346 (4) SMI1 / KNR4 family.

pfam09479 (1) Listeria-Bacteroides repeat domain (List Bact rpt).
pfam09977 (1) Predicted membrane protein (DUF2134).
pfam09986 (1) Uncharacterized protein conserved in bacteria (DUF2225).

pfam10571 (1) Uncharacterized protein family UPF0547.
pfam11148 (1) Protein of unknown function (DUF2922).
pfam11845 (1) Protein of unknown function (DUF3365).

PHA02517 (3) putative transposase OrfB; Reviewed
PRK06242 (1) flavodoxin; Provisional
PRK09638 (1) RNA polymerase sigma factor SigY; Reviewed

PRK09943 (1) DNA-binding transcriptional repressor PuuR; Provisional

smart00283 (53) Methyl-accepting chemotaxis-like domains (chemotaxis sensory transducer).

smart00471 (1) Metal dependent phosphohydrolases with conserved ’HD’ motif.

smart00776 (7) This novel putative carbohydrate binding module (NPCBM) domain is found

at the N-terminus of glycosyl hydrolase family 98 proteins.
TIGR00207 (27) flagellar motor switch protein FliG.
TIGR00229 (1) PAS domain S-box.

TIGR00571 (1) DNA adenine methylase (dam).
TIGR00613 (6) DNA repair protein RecO.

TIGR00758 (1) uracil-DNA glycosylase, family 4.

TIGR00950 (1) Carboxylate/Amino Acid/Amine Transporter.
TIGR01395 (12) flagellar basal-body rod protein FlgC.

TIGR01396 (28) flagellar basal-body rod protein FlgB.

TIGR01397 (1) flagellar motor switch protein FliM.
TIGR01420 (2) pilus retraction protein PilT.

TIGR01710 (1) general secretion pathway protein G.

TIGR02473 (1) flagellar export protein FliJ.
TIGR02488 (1) flagellar basal-body rod protein FlgG, Gram-negative bacteria.

TIGR02489 (1) flagellar hook protein FlgE, epsilon proteobacterial.
TIGR02492 (1) flagellar hook-associated protein FlgK.
TIGR02515 (1) type IV pilus secretin (or competence protein) PilQ.

TIGR02530 (10) flagellar operon protein.
TIGR02543 (1) Listeria/Bacterioides repeat.
TIGR02869 (2) spore cortex-lytic enzyme.

TIGR02917 (1) putative PEP-CTERM system TPR-repeat lipoprotein.
TIGR02937 (8) RNA polymerase sigma factor, sigma-70 family.
TIGR03177 (1) Flp pilus assembly protein CpaB.

TIGR03319 (1) conserved hypothetical protein YmdA/YtgF.
TIGR03506 (1) fagellar hook-basal body proteins.
TIGR03824 (1) flagellar biosynthesis anti-sigma factor FlgM.

TIGR03825 (7) flagellar assembly protein FliH.

5.4 Multiple-sequence alignment

Each Clostridia is denoted by an abbreviation (like “Eco-1-1”) that refers to a
taxonomy given in Section 5.1. Nucleotides proposed to basepair as part of the
consensus structure are shaded in color when they comprise Watson-Crick or G-U
pairs. Otherwise they are shaded gray. Conserved stems are also indicated at the
bottom of the alignment by angle brackets, where matching < and > denote base-
paired columns. Below these angle brackets, the symbol “2” denotes base pairs
exhibiting covariation, “1” denotes base pairs exhibiting compatible mutations,
“0” denotes base pairs that are not observed to mutate and “?” denotes base pairs

that have a significant frequency of non-canonical nucleotides for Watson-Crick or
G-U pairs (> 5%). Below these base pair annotation is the consensus sequence:
“R” = “A” or “G”, “Y” = “C” or “U”, red nucleotides: nucleotide identity con-
served more than 97% of the time, black nucleotides: 90%, gray nucleotides: 75%,
red circle (qa): nucleotide is present 97% of the time, black circle (qa): 90%, gray circle
(qa): 75%, white circle (qa): 50%. All percentages of sequences just described (e.g.
97% conserved) assume that sequences have been weighted by the GSC algorithm
implemented by the Infernal software package.

Duplicate sequences: the following putative homologs are not shown in the alignment because their sequences are identical to a homolog already shown: Asp-1-4,
Cbo-3-1, Cbo-3-2, Cbo-3-3, Cbo-4-1, Cbu-2-1, Cbu-2-2, Cbu-2-3, Cdi-10-1, Cdi-10-10, Cdi-10-2, Cdi-10-6, Cdi-10-8, Cdi-11-1, Cdi-11-2, Cdi-11-3, Cdi-11-4, Cdi-11-6,
Cdi-11-7, Cdi-11-8, Cdi-11-9, Cdi-12-1, Cdi-12-2, Cdi-12-3, Cdi-12-4, Cdi-12-5, Cdi-12-6, Cdi-12-7, Cdi-12-8, Cdi-13-1, Cdi-13-2, Cdi-13-3, Cdi-13-4, Cdi-13-5, Cdi-
13-6, Cdi-13-7, Cdi-13-8, Cdi-13-9, Cdi-14-1, Cdi-14-2, Cdi-14-3, Cdi-14-4, Cdi-14-5, Cdi-14-6, Cdi-14-7, Cdi-14-8, Cdi-14-9, Cdi-15-4, Cdi-15-5, Cdi-16-1, Cdi-16-2,
Cdi-16-3, Cdi-16-4, Cdi-16-5, Cdi-16-6, Cdi-16-7, Cdi-16-8, Cdi-2-2, Cdi-2-3, Cdi-2-4, Cdi-2-5, Cdi-2-6, Cdi-2-7, Cdi-2-8, Cdi-3-1, Cdi-3-2, Cdi-3-3, Cdi-3-4, Cdi-3-5,
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Cdi-3-6, Cdi-3-7, Cdi-3-8, Cdi-3-9, Cdi-4-1, Cdi-4-2, Cdi-4-3, Cdi-4-4, Cdi-4-5, Cdi-4-7, Cdi-4-8, Cdi-4-9, Cdi-5-1, Cdi-5-2, Cdi-5-3, Cdi-5-4, Cdi-5-5, Cdi-5-6, Cdi-6-1,
Cdi-6-2, Cdi-6-3, Cdi-6-4, Cdi-6-5, Cdi-6-6, Cdi-7-1, Cdi-7-2, Cdi-7-3, Cdi-7-4, Cdi-7-5, Cdi-7-6, Cdi-8-1, Cdi-8-2, Cdi-8-3, Cdi-8-4, Cdi-8-8, Cdi-8-9, Cdi-9-1, Cdi-9-2,
Cdi-9-3, Cdi-9-4, Cdi-9-5, Cdi-9-6, Cdi-9-7, Cdi-9-8, Cdi-9-9, Ckl-2-1, Ckl-2-2, Ckl-2-3, Cpe-6-2, Cpe-7-2, Cth-1-1, Cth-3-1, Cth-3-2, Cth-4-2, Dha-2-1, Dni-1-3,
Sac-2-1, Sac-2-2, Tbr-1-1, Tsp-1-1, Tsp-2-1, Tsp-3-1, env-10, env-11, env-12, env-16, env-2, env-23, env-25, env-28, env-4, env-7, env-8, env-9

alignment positions 1 · · · 79

Bca-1-1 CAUUUUUUGAAAUGUGACCGAAAUGUAACCAUUGCAUGAUACAGUAUUGACACAGACAGGGCGUGACCCGGCUCGGGCG
Bca-1-2 AAACCCAGCAGCAAAGGAAGAAACGCAAACCAAAAUGGGGAAAAUCCCCGGCCCGCUUUCGGGAAAGAAGGCGGGGAAC
Tpo-1-1 GUCACAAUAAGACGAGCGAUAUCUGUUUUAAACUGCAGGAAAAUAUAGACUUCCUGCAGUAUUUUAUUAAAAUGAACAA
Dac-1-1 AGGGGUAAGGUCCUAAAAAUUAUUGUUGAAAAUGAGGCUAUUUGGUAAUAUAUUAAAAGGAAUUGGUUUGUUUUUAGAG
Ece-1-1 AUGAAAAACGGAAGGGCGCCUUUGUCUAAUAUAGAGAAACUGUCAGUUUUGACAAAUUCGUGUCCGUAUUCGUAGAUUU
Ece-1-2 UCAAAAAUGAUACAGAGCUCUUGUUCAAUACAGAGAAAUUGUCAGAAUUGAUGAAUUGUUCACAAUAUAAAUACAAAAU
Ece-1-3 GUCAAAAAUGAUAUUCGGCCUUUGUUUAAUAUAGGGAAACGUACAGUUUCGCCGGAUUGCAAUAUCUAUUCGUAGAUCC
Cas-1-1 UGUAAUUUAUUGUAAAAAGAAGUAUUCUUAACGAAAAGGAGGGUGUUUGACCGCUGUUGUUUUGCGCUCACGCCGCCUG
Cba-1-1 AAAGACCACGCUGUAUUGUUAUUUAUUGUAAAAAGAAGUAUUCUUGGAAUGUAAUUGAAUCUUGGACCGCACAUAUACG
Hpr-1-1 AGCUGAAAUUGAAAAAUAAUAAAAAUUUAUAAGAAAUUUGUAGACUUUUGUCGGAUAAUAGAUUAUAAUAGGAUUAAAA
Csp-6-1 GUAUUUAUUGACUUCAUAUUCCACGCGUACUAAAAUAUGCAUGGCUCAAACUUGAACAGCGAUCAGGACGGAUCGCUCC
CDe-1-1 UGUAAGGAAGGAAUUCGAAAGAAGUUGUUAAACUGUACGCAAAGGGGAAGGAUGUACCAGCCUGGAGAAAAAGUGCCAC
Hpr-1-2 UUAUUUUUUUGUAUAGAAUUUAAUUUUAACUAGCUAAAUAAAGGUUUUUAAAGCUGAAUAUCGAAAUUAGAAAGUAACA
Ere-1-1 GAAGAUAGAAUUAUAACGUGAACAAUUAAAUUGUAAUAAAACAUUACCAACCUAAAAAUUGACAUAAAAAUGCAAAUAC
Sgl-1-1 ACCUGGGGCCCCAGGUCAAGUCUACUCAGAGAUAAAGAUAUACAAGAAAAAUACCAAGCAGAAAAUCAAUUUUGCGAAA
Cci-1-1 UUGCUAUGCUUUCAGUCGGAAUUCUAUUACAUAAUGUAUAUUAUGUAAUCUCUCAUAUGAGAUGCUUCCUUUAGAAAUA
Csp-4-1 UCUAUGACAGCAAAAUUCUGUAGGAACGGGAAAAAAGUAUGAUAAUUUUGUGACGAAAAUUGUCUAAAGAAGGUACAUG
Cha-2-1 UCUUCAUUUUCCGCUUGCAAAAUCUGACAACAUGAGCGAUAAUAAAGGUGCGUAGAUGAGUUUUCGUCCUAGCAAUACA
Bpr-1-1 UCAAAUUGCUUAAUAAAAAUUUAAUAAAUUUUUAAUUGUGUACAUUUCAUUAUUGCAUUCCAUUCUUUUUUUCGUUAUA
Tpo-1-2 UCCGGGAGGAAUUAAGGUUUCAAUAAGAAAAUUUACUAAACUAUGGAAGGAAUUUCCCAAGAGUUGGCGAAAACAAUAA
Dyo-1-1 UUAAUUAUAGGGGGUAUAAAAAUAAGAAAACCUAAGGCAGGAGGAAAAUAGAAUUUUUUGUCGAAUAAACGGUAACACU
Cce-1-1 AUUUACUAUUUAACCUUAUUGCCCUUACAAAAAUUAAGAAUUGUGGAGUUUAAAAUAUAGGUUAUUAAACCCGUAUAUC
Tpo-1-3 CUUUAUAACUUUGUUGUAUUUUGAAGGAUUUUGUCCUUUAUUGUUGAAUAUUAUUACCAAAAUAAGUAUGUGUUAGUUU
Ame-1-1 AAAUUAUCAAAAAUAUGUUUCGAUGAAAAGUAUAUAGGUAUAUAUUAACUACCAAACGAUGACAAUGAUUAUAGAUAGA
Cst-1-1 AACUAUGUUUUAAUAUACUUAUUCAGGGUAUAUUUAAAGUAACUAGAAUUAGUAAUAUAUUCGUACUCCUUUAGUUAGA
Cst-1-2 UUAUUUACUUUUGAAUUUUUUUAAUAUAGAAUUGUUUUAGUGAUUAAUAACUAGUUAAUACUACAUAACAAAAUAGUUA
Aar-1-1 GAACAUAUAUUAAAAUUCUGAAUGAGCGGUUAUUAGAAGAAUUAGAGAAGAUUAAGGCUUAAUCUAUAAAAAGUUGUUA
Cbo-1-1 UGGAGGAUAAUUCAAUCGUAAUGAUGAUUUCGGUUGGGUAGAUAAGGGGAUGGUGGGUGGCAUUUGUUGAUAUAGUUUG
Eba-1-1 UACUUGUCAAGUUAUAUAAUAAAAAAAAUAAUUUGUUGAUAUCUGUCGAAUUAAAGAGAAUAAUUUUUUUCGUUGUAUU
Tac-1-1 AAAUUGUAACAUUGAUAAUAAAAAAAUCCAAUAUUUUGUCGGCGGUUUUGCUUGUAUAAUAUUACAGCAUUAGAUAUAA
Tpo-1-4 AAAAAAAGACGAACGAUUGUUGCAGGAGGACUGCUGUUUUGUCGAGAAAUUAAAUUAUACAUAUCUUUUUCAAAUUAUA
Cbo-1-2 UAUUGCACAAGUCUUGUUAUCUUUUGUUGUAAAUUAGGGUAAAAUGACGAAAAACGAAUUGACAAAAUGCGUUUAGAGG
Lba-1-1 AACGUAUGUAUUUGCAAAGUAGCCUUGGUCGCCUUAUGACACAAGACUAUUUUUUUACUUGUCAGGCCUUUGAACUUGA
Lba-1-2 AACGUAUGUAUUUGCAAAGUAGCCUUGGUCGCCUUAUGACACAAGACUAUUUUUUUACUUGUCAGGCCUUUGAACUUGA
Cce-1-2 ACAAAAACCACUUUAUUAAAAUGCAAAUUAGAUAUAUAAUAUAUCAAUAUAUCACAACGUAUCUUUAAUUCUGAAGAAA
Tpo-1-5 GGAAAAUAACGUUUUCUCGAAAAAUGGAAAAUUUAGUCUGGACAACUUGGGUUUACGGCUAUUAUAAUAUAUUUGGAAA
Ova-1-1 GCUUUGGGGUCCGGCGCGCUUUUUAUUUCCAGAAUGGUACAAUUUGCCACUUCUUCUGUUGCAAUCAUUCGCCAAAAAG
Dme-2-1 GUCGUCAUGUCAGUUACAGGUGUACUGGCAACUAUGUAUCUGUUGUAAACUUAAAGGUAUAGUAUUGUACAACUAAAUA
Dyo-1-2 AUACCAUCGUUAUGUCUCUUACAGGUGUGCUGGCUACAAUGUACCUGUUGUAAGCCUGAAUAGUAUUGUACAACUAAAU
Dsp-1-1 GAUGAAAAACAUCUUUAGUUCUUGACGAUUACUAACCCUGCUUGAUAUACUGACAACAAAUCUGUUAUUCUGAAUUUAA
Dme-2-2 AGCAAAUACCAAUUAUUAUACUUGACGAUUAAAAGAAACAUUUGGUAUACUACGGAUGAUUUUGUAAUCCGUAAAAGUU
Dac-1-2 AUUGCUAAAACUUAUGGGAUUAUCCCUCUUGACUGUCUUUUAAGUUCCUUGCUAUACUUUUGGUAAUAUAUGAUAAUAU
Dme-1-1 GCUUAUUUUCUGUAGAAAAAUCAAAUACUAUCCAAAAAGAAUUGCAUCUGCAAUCUGAUUAUUGUAGAAUACUAAUAAU
Ddi-1-1 GAAAAUUUAAUGAUAAAAUAUGUUGAAUUUUGUUGCCUACAGUAGUUUCUUUGUGCUAUACUCGGGUAAAUUACGAUAA
Dha-1-1 AAAACAAGAAAAAUGCAGAAAUUUGCCGGGUUUUAUUGCUUAAGGCAGUUUAUCUAUGCUAUACUAAAGUAUCUGAAAA
Dde-1-1 GCCGCUAGGACAUGGGAUAAAAGAUGUUGCUCGGUUAUUGCCUGAGGCAGUUUAUCUAUGCUAUACUAAAUUAUUAAAA
Aar-1-2 UAAUUAUAAAAACUGGUUGACAUAAUUUAAAAGAGACGAUAUAAUGUGAACAAGAAAAGUGCUAGAAAAUUAAACUACA
Sth-1-1 ACAAGAGCAUUCCUGGUUCAUGUUACAUAUCAUCCAGGUAUAUACUAUUGAACAAGCAUUCAAAAACACGCGUGUCUCG
Dme-2-3 AAAAUAUAUAUAAUAUUUACUUUUUGUAUGUUAUAGUCAAAUAAAAGCAAAUAUGAAGAAGAUUUUUUAAAAUUAUAUA
Tma-1-1 AUCGCCGGAUGAGCGGCAGGAUCGCCGGGGCUAUCGUCGAACCCUCACCGAAACGGGCUGCUUGGACGACUUCAGGCAG
Dsp-1-2 UCUGAAGAAUAACUAGUUCAUAAGGGUUAAACAUAAUUAAGUCAGUUUUCUGUGGCCAUCCAUGUUAUAAUCUUACUAA
Dor-1-1 UUUGAAAUAAUAUAUAUAAUAUUUAGAUUUGUUAUGAUAUAGUUGCAGAUAAAAGGAAUAAUUGUGAUAUAUGUUCCUA
Eli-1-1 GAAUAGUGAUUGACAGGAAACUUUCGGAAUAUUUAAAAGUAACUGGUUUUUAUAGUUCUUGACAAAUGUCCGAAUCAGU
Osp-1-1 CUAGAAAGGGAAUUCUAGCUGUCGGUUUUUUAUUACUCGAAAAGAAAGUGUAGAGUAUUUCUUUUCAUCAUAUGGUGUC
Mth-1-1 UUUUUUGGUUAAAUUUCUCUCCACCUGCAGGAAUUUGCCAAAACGUGUUGAAUAAAUACCGAAAGCAACCAAGGUAAAA
Dac-1-3 AAUCUACUCCGAAAAGUUAUUAUUGUAAUUUGUAUUAAAUUUGAUUACAAUACAGGAAGAAAAUACUAAAUACUAGCAU
Dor-1-2 CCCGGUAUUCAUAGUUUUUAUAAGCCCAUCCAGGUUUAUCUAGUGUUGAGGAAGAGGAAAAGUGAGUUUUUUGUAGAAC
Dku-1-1 UAUAGAAGGAGUUUGGGAGAUCGUGUCAAAUAUUUUACCACUUAGUUACCAAAGUCAACCUGCCUUCAAACAAAUAACU
Awo-1-1 UAUAGAAAAAUAAGUAAUACAAAUAGAACGAUUUAAAACUGCAGAGGAUUUCUACAGGAAAGAAUGACUCUGCAGGAUA
Asp-1-1 UUCCAGAUAGAUGCUCCGAAUUUCAUAAAGCUGGAUUAAUUAAUAUUCUGCACAGAAUCACAUCAGAAAUGAUAAGUUA
Eli-1-2 AUUAUUUGUUUAAAUUCUUGGACAAAACUAUAAUUGAAUAUUGACUUCAUUCGCAUUGUGAGUUAUAGUAAAUAAUAUA
Pth-1-1 AAUAUAAAAUUUUUGUUACAUAUUGAAGGACAAAGAAUUUUCCUGUAGAAUGGUAAAAAAAAAGGAGCAAUAUCCCGAA
Dac-1-4 UACUAGCUAAGAACUUUUAACUGGACUAUUAUAAUAUACAUUAGGGCGAAAGAACUAACAGAAUAGAACGAUCGGCCUA
Toc-1-1 UGAUCAGAAAGGUGCUAAAGGCUUUUUGGUUGAACAAUUCAUUAUUGACAAAAUAUAAAAUAUAUGGGAUAAUUAACCU
CDe-1-2 GCGGUUGCCCAGGGGGCCAUUUUCGUCCUGUUGACAAGUAUCAUCACAAAAGAUAUGUUUUUGAUUAACUAGAUAUGGA
Cpa-1-1 CAUACGAAAUUAUAUUGCUAUUGGCUUUUAAAUAUUGUAAUAUAAUACCAUGAUGUGAAUGGCGACAAGAUUGCCAUCA
Csp-4-2 GAUGCAAUUGUGAGAUUUAAAAAGUUUCGGAAUAGUUGGGGAAAAAUAAAAAGAGAAAGUUUUAGCAACAAUUAAUAUA
Cob-1-1 GUUGAAUGCAGCAGACAAUUCAGAAAUUUUGAAAUUGAUUUUUGAAAAUAAAAAGAGUAUAAUUUAAAUUGUUAAAAAA
Chy-2-1 GCCUAAAAGACAGUAGCAGAGUUUUAAAAAUUAGAUUGUUUUAUGUUGUAAAUAUGGAAUAAAAUUAAAUUGUAUUGAA
Dac-1-5 GGUCUUCCAAGUUCAGACAAUCUUUGUGAUGCUUUGGAUGACUUCACCAUAUAGGUAUUGCAUUGAUUUAAAUUCAUAU
Lba-1-3 UAGGAAAAAGUACUUGAUUUUUUCAUAGAUGUCGUGUAUUAUAUAACUAUCAAAGAAAUCAUCAUACAUCACUAAUCAU
Hhy-1-1 UAUUUGUAUAAAUAAUGUAAAUCUUUUUAAAUUUUUGCAGGAUAAUUAUUUGUAAUCGAUAAUAUAUAAGUUAGACAUA

...............................................................................

...............................................................................qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa



99

Hhy-1-2 UUUAAUUGUCGACCUUUCUUUUCGAUACUAAUACUAGAUAAUAAACUUCAAUCGACUGGUAAAGCUUAAUCUAAUUUAA
Dre-1-1 GUAAGCUAAAAUAGAGUGUCUAUUGGUUGUGAACCGGGACAGAUGUCCUAUUUUAAAGAUGAAACAAAGUCUAUAUAAU
Aca-1-1 UUUUCGGAAAGAGCCAUAUGAAUGUUGUAUUCAUACGGCUUUUUCAUUGUAACAGUUUCUGGGAUGAAGUAUAUUAGAA
Asp-1-2 UUUUCGGAAAAAGCCAUAUGAAUGUUGUAUUCAUACGGCUUUUUCAUUGUAACAGUUUCUGGGAUGAAGUAUAUUAGAA
Cbu-1-1 AAAAUAUAUUAAAAUGAAGUAAUAUAAAGAAAUUUUUGUUUAUAUUGUAAAAAAUAAUAGUUAUGGUAAAAUAGUUAUG
Aca-1-2 GGAAAGAAAAAAGGUGAUAUUAUUCCUUGACAUAAGAGAGAUUAGCAGACUAUAAUUAAAGCGUAGACAAAAGUGGUUU
Asp-1-3 GGAAAGAAAAAAGGUGAUAUUAUUCCUUGACAUAAGAGAGAUUAGCAGACUAUAAUUAAAGCGUAGACAAAAGUGGUUU
Aca-1-3 AUUAUAGCAAAAAUCAUUGACAAAGUGUGAAAGAGAGCAUACAAUAGAAUUAAGAUAAGAAUAGCUAACUGGGUCUUAU
Dme-1-2 ACAGCGUAUUAUAGAAAACGUUGUAGAAAUUUAGUAUUAUUGUGGAAUUGAGUGUAGUGUCGUUUUGUAAGAAUGAUAA
Dme-1-3 CUCCAUCAGGAUACUUAUGUAAACUUAAUGCAAGAUUCGACGCGCUUUAUAGAACGGGUGGAGUUUGAAGAAUGAGAAA
Ece-1-4 UUGAAUUCGAAACAGAAUCCAAAUAUAAUAUAAAUAAGUCAAAACUUUAGACAUAAAAAUCAUAUUAACGUACUUGUCC
Tpo-1-6 AUUCACAAAAAUAUGACGAAAUAUAGGAUUAAUGCUUUGUAAAGUUUUCCUCACAUAGUGUAUCGUUACCAUGAACAAA
Nth-1-1 AAUUUCUCAAAAAAUGAUAAUUAAGUCCUAAUGCAAUUUCGAGAAACUUUGUUAAAAUAGUAACAUCGGGGAAUUAAAA
Dre-1-2 UAUACUAAAGGAAGGAAAAAAAUACAUUUUGUCGAAUCGAAAUAACAAAUAGGUAUAAAUUACCAAAAUAUUUGUAUCU
Eli-1-3 GCGAAAUAAUCAAUGAUUCUUGACGCGGCGAAUCGUGCCUGUUAUAAUGAGACAUAGUCUAUAGUGAUUUUAAUUUAAU
Pth-1-2 GUUGAAAAUAGCUGUUAAAAACCCUUAAUUUAAUUAAUUUAGAAGUAAUUAGAGGGGUAUGUAGUUUGUUUAUAGAAUC
Dgi-1-1 GCCUCGAUUUUUAUUGUAUACACAUAGUUUAUUUUUGUUGAAAUAUGUAACCUAAUAGUUAUAUAAUAUGUUUGAAUUA
Tsu-1-1 GGCUGGAAAGCCGCUACAACUGAAUAAGCUUCGGGGGUGAGCCGCGGUUUCUGUCCCGGUUGCACAGGCCGGGGCGCGG
Tma-1-2 AACAACUAAAUAGGGUUCGGGGGUGGCCGGCGCCCCGUGCCCGCCGAAGCCUACCGUUCGGUUCGGGCCGGGCGUCUGG
Bpr-1-2 AUUCCAUAUAUGAUGAAGUAUAUUAUAACUACACGGCAUAAUAAUCUUAACUUAAAUAAAAUAAUUUUAACUAAUUUUA
Csy-1-1 CACUCUUUGGAACAAUUCUUAAAUUUCCUGGUAAUUUUCAAAGAAACCAUUUGCACUUCCAAAUAAAAUAAAGUAUAAU
Sgl-1-2 CAUAUCCAAAAAAAUUUUUCCGCGACCCCUCAAAAAGGAAGGGGGGGAGCGUAUUAAUCAUUAAGGGAGUUUCUGCAAG
Ccl-1-1 CAAGUGUUUAAGAGAGUAGUGCUCUUAAGUGCUCUUAUUGGUAAUCCCAAUAAGAGCUUUUUUGCUAAUAUAUAUCUGA
Dni-1-1 AAAAAAUCAAAAAAUAGUAAAAUUUCAUAUAACAGUACAAUAAAUAAGUUUUUUGUACAUUUUUAUGUGAUAAUUUUAU
Ame-1-2 UUUUGACAGUUUUUUCAGUUUUUGGAAUGUAUAUGUAGAUUUUAUUUGAUAAAUAUGGUAAUAUGUAUAAAAAUGCAUG
Awo-1-2 AUGGCUGCCAGUUGCAAAACAGUCGGUGUUAAAAGACUACCCGAGCAACGUGGAAAAUCGUUGCUCUUUUUAUUUUUAG
Aca-1-4 UUCUCUUUGCAAAGAUCAUCGAGAAAUUUCAGAAAAGCACUUGAUUUUUAGAGACAAUUUGUAUAUGAUGAGAAUAUAG
Dac-2-1 CUGCUGCAGAAGUCAAAUUUGAUUUAAAGUAAACUAAAACAAGCUUAUGGAUGUAUGCUCACUAAUGGUUAAAUAACAU
Dca-1-1 ACGUGAUGACUUUAUUCGAUAAAUUUAUACAUCAAGAUUAAACACGCUUAUUACAAAUUAUAUAAUUCACGUAGGACCU
Dni-1-2 ACGUGAUGACUUUAUUCGAUAAAUUUAUACAUCAAGAUUGAACACGCUUAUUACAAAUUAUAUAAUUCACGUAGGACCU
Dac-1-6 UAUUUUGUGUUAUACUAAUACUAUAAGGCUCAAAAGAUACUAUCAUAAAAGUACCACAAUACUCAAUUACUAUAGACUA
Sac-1-1 CGCGGAUAUGCAUAGGAUGCAGCAAGCGGCCAACCCAUACGUUGUCCUGAACUGGACAAUCCGGUAUAAUUACCAAUAA
Cas-1-2 AAUUUUAAAUUUAAUAAUUUUCAAAAUACGCGGAAAUAGUUGCACAUCGGUUGCGCAGCCUGCGCUAUACUGAGCCCAU
Awo-1-3 AACUUCAAGUUGCAAAAAAAUUGUCACAAAGUUGUAAAAAGAGCUUGACUUUUAAGCAUGAAUAUUCUAAAAUAAAGCA
Dre-1-3 AAAACUAUAUUAUAAAGAUCAUAAAACAAAUAGUAGGAUUUUGUAGAAAAAUGUAGAAUAUUGUAGAAUAUGCUACUGG
Dgi-1-2 GCUUGAUUAUCGGUUUGCCUGGUUAUUUAACAUGCUAUAUAAUUAAUUUAAGUAGACUGUCAAUAGAUUAACUGUAUAA
Dku-1-2 GAAACAUAAUUAAAUCCCUAUUGCCUCCACAGGGAUUAAUCAGCUAUAAUAAAUACUGCACCAGGUAAAAGCAAAAAGA
Mth-1-2 AAUGUGGGAAAGGGUGGGAAUUUGGAUAAUAAAAGAGGAAACAAGCGAUAGAUGUCGAAGUAAAGGUUAAAAAUAAUAA
Tpo-1-7 GGAAUAAGGCGAUAAAUUAAGCUGCCCCAACGCAGGAGUUCUGCUGUUCCGGGGCGUAUUUUAUGAAACAGGAAAAAUU
Nth-1-2 UUGGUAGAAGUUUUUUUGAAGAUCAUGACACGCUGAUAUUGUGAUCAAGAAAUUGAUAUUUACAGUCAAAUAAUUUUAA
Nth-1-3 AGUGCUCAGGUCUCAGAGGAAAGAUAAUAAUUAACUAGAAUUUAAAAUAUUAACUAAAAUAGUUUAUUUUAUGACUAUU
Nth-1-4 AAUAGUCCUAAAGGAUUUUGUCUAUUUAACUAGAAAGUUAAUAAUAACAGAACCAAUAUUACAAUAUUUUAAUUUAAAA
Dku-1-3 ACUUUACGAUCUUACGUCAAGAAAGCUAAAAUUACGUCGAAAUAGAAUAGAGGGGUCGAAAAGUUAAAAAGCUAUUUUG
Dku-1-4 GACACGGCUCGACAUCAAUUUCACUUGACAGGGACGAAUUAUGAUGAUUCAAUAAAAGCGAAGGUAAAAUAAUGUAGAA
Dku-1-5 GUAGUUAUAUGUAGAAUCAAGAAGGAAAAUUAACGGUAAUGUUGAAAUACCUCUUGAAAAAAUAUUGAAAUACCUCUUG
Csp-4-3 UAGGCAAUAAAUGAACUUAAAUGGAAAAAAUUAUUUAUAAAGGAGGAAAAGUGAAGAAAAUGAAGAAUAAUAUAUAAUU
Cst-1-3 CUAAAUGUAAUGUUAUUUACUUGAAAAUUUUGGUAUAAUAAGAAUAUAAAUAGUAAAUUGUUUUUACGUGCGAUUGAUC
Tpo-1-8 ACCAUUUUCGGGGGGAACGGAUAUGGUAAAGAGGAAAUUACUGUAAACUGUCGAAUAUAAUUAAGGAAUAUCAAAAUUA
Tph-1-1 CCAACUUUUUUGUUAACAUUUUUAGGACCUUAGAAGGAACUUGUUCAACAACAUCGUAUUAGUAAAAUUAGACAGCAAA
CDe-1-3 AGGGAAAAGUCAAGCAAUUGUCCCUUCGACAAAAACUAACAGAAACUCUGAAGGAAAUAGUUGCUAGGUGUCGAAUUCA
Dme-1-4 ACAAGAGGGUUCUUCCAAAAUACGACAUCAUAACAUAGUUUUACCUAUCUUUGUAUAAUAUUCAUCUAUUGCAAUUUAA
Csa-1-1 ACAAGUUUUACAGAGUUCAAUGCGUAUUAUUAUUACCUGAUCCAUUUAGAACAGAAGUAGCCAUUAUAAAUAAAUAGUU
Dsp-1-3 AGAGUGUUAUGAAAGUUGCUAAUUUUACAAAAAAUUUUAAUUAUUGACACCAUUCUUUGUGGUUAUUAUGUUAAAAUAU
Dac-1-7 AUACUCUGUUCUAUAUCAAGUGAUAAUGAGCUAGUUAGAAUUUAAAAUAAUGGUAUUUCAACCCAAUAAUUGCUUAAUG
Dsp-1-4 GGUUAGUAGGUUUUCUUUUAGUAUAUUAACCUAAUUAAAGAGAAUUUGGAGAAUCAAUGAAAGGAGAUAGCUAUAUUUA
Dac-1-8 CCCUAAAGUAUUACUAUAAAUUGAAAUAUUCCCUAUAUUUUUAUUAAUAUCAACAUUCGAUUACAUUCUUGUGCUAUAA
Dsp-1-5 GAUUGUAAAUCUGAAGAGUUAGAAGGGGGUAUUUGGCGGAUUUAAUUUGCUCAUAUGUAAUUUGACAAAGGGUCAGAAU
Dac-1-9 AAAUGUUGUUCUUUAGAAUAUUGUAUAAUAUACUACCUUUCAGUGGAGAUUAAUCCCUUAAACAUUAGUAGGAAUAAAA
Dsp-1-6 AUUUUAUUGUAGAACAUGCUAUAUUUCAGUAGUACUAGUGGCCUACUUUGAAUAGGACCUAGCGCGCUUUUGCUGGAAU
Dsp-1-7 CUUAAGUGCUACCCAUUAAUAACUAGACAUAACAUUGUCUGCCUCAACUUGACUUAACUUAACUUAACUUAACUUAACU
Dme-2-4 ACAAUAUGUAGAUAUAUGUUAUAUUAAAUUGCGAUUUAUUAUAUUAGGUCACUUGGAUAGUUCCAAUAAUGGAUGUAAA
Pth-1-3 GUUCCGGGUGCAAAGUUUAUUUGACCGAAUAUUUAAUUUAAUAUAACCCGGUUAGUUUCAUCUGGUUUUAUUAACAAUC
Dme-1-5 AUUAUUAGAAAUAAUUGUUGAAAUUCUUAACCAAUAAGGUGAUAAUAAAAGAGAAAGUCGAAAAUUAAGAUAAUUAUGA
Dru-1-1 AUCCAAUAACCUAAAAUAAAUGUAUUUUUUUAUAUAAAAAACUUAUUAAAAAUAAAAGGAUUUUAUAAUUUGUUGUUUA
Chy-1-1 AGGUGUAGUGGAAAAAGUAGCACGGUAGUUAUGUCUGAAAGCUGAGGAAUAUGCUAAAAAAUUUACUAAAAUGAUAAAA
Toc-1-2 UUUUCUGAUAUGGAAAAAUAUAGCUUGACUAUGUAAAAGUAAAAAAUGUAAAAUAUUAGUAGUUAUUUUUUGCGUAAUU
Pth-1-4 UGAUCAUUAUUGCUACCGAGAUAGUAGGGAUUGAUAAUGUAAACAGAUAGUUGUAUAAUUGUUGAAGAAUGUCAAAAAA
Mth-1-3 CCGGGGAGUAAUUUUUGAGGAAGGUUUAAAUAUUGGUUAAGGACACCGGCUAAAGGAGGAUUCUGGCGGUUUGCGGCGA
Toc-1-3 UUUGAUAAAACCGGGCUUUAAUUUUGAUUACAUAAAAAGCAGGAAAUGGCAUAAAUAUGAAGAAUAGUAAAAAUAUGUA
Dru-1-2 ACAAACAUAAUUUAUAAAUUUGGCGCAAUUUUCUUGACGAAGCUCCAGAAUAUGAUUAAAAUUUGUCUAUAAGCAAUAA
Dac-2-2 GAAGGCCAACGCUUUAGUGAUUUAUCUUUGAAAAAUAUAUAUUUAUGUGUAAAACAAGGAUUUUGUGCUAUAAUGUCUA
Dre-1-4 AUUUAUUUAUUAUGUACUAUUAGUAAUAAUAAGCAAUUAUUGCAGGUUUUUAAAAUAUUAUGUCGAAAUAGAACUAACU
Cth-2-1 UAAAAUUGAUUUAGAUAAAAAUUAUCAUUCACAUGAAAGGAGUAUCAAAAAAGAAGAAAUUCCAAAACACACAAUUCAG
Cth-4-1 UAAAAUUGAUUUAGAUAAAAAUUAUCAUUCACAUGAAAGGAGUAUCAAAAAAGAAGAAAUUCCAAAACACACAAUUCAG
Ckl-1-1 GAAAGCACUUGGAUAUGACAGGCAGCAGAUCAUUGAAGUGGUAUUUCAAUAUUCCAAUGACAACUCUGAUUAUGGUUUU
Csa-1-2 GAAAGCACUUGGAUAUGACAGGCAGCAGAUCAUUGAAGUGGUAUUUCAAUAUUCCAAUGACAACUCUGAUUAUGGUUUU
Ddi-1-2 UAAUGGAAUUAAUUGGAAUAAUAUAAAUUUUAUGGUCGUAACUUUUAAGGAAGUGAUGCCAGUCUUAUUACUUUUCAAA
Ral-1-1 UGUGUGUAAUACCAAAUAUAUCUUUAAAUAAGCAGGAUACGUACAGAUUCAUUGACAAUUACAAGUACAUGGUAUAUAA
Ral-1-2 AUCUUUUGUGAAAAUGGUAGAAAUUAUUCGUCUGAUUUUCUAAUAUAGUUAAUAAUAUUGACAAUGAAUCAAUAAAAAG
Ral-1-3 AUUUAUGUUCGUUUGCUUGACAUAUCAUGAUUUCAUUGUAUAAUUAUAAUAAGGCUAGUUAUAAUAAUUCAGUAUUACA
Eha-2-1 CUUCCCACACCUUGAAAAAGAUACGGAAAUACACUUGCAAUCCUCUGCCUGACAUGCUAUAAUAAAUUGUGAGAAUUGU
Eha-2-2 GCGCAAUCGGAGCUGCUUUAAUUGGCAGGCAUAACACUGAAAAAAUGCAGGUCCAAAUUUCUUAAUUUAGCAUAUAAAA
Dgi-1-3 AAAAAUGCUGGUGUAUUAGAAUGAACUUAAUAUAAAGGAUGAAGUUUUGGAUAAAAGCAAGAAAUUUAAUAUACUUAUA
Dyo-1-3 UUAAGGAAAAGACUCUCUGUAAUUCCGGGCUAAAAGGUUGAAAAGAGACGACUAAAUGUGCCGUUGAAUAGGAAAUGUA
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Cdi-1-1 UGAUUAUUAUUAAUUAAAAAUUUAAUUUAUAUUUAAAUAAUAUAAAAUUUGAGGUAAUAUUAUUUUUUAAUUGUUCAAA
Cdi-17-1 UGAUUAUUAUUAAUUAAAAAUUUAAUUUAUAUUUAAAUAAUAUAAAAUUUGAGGUAAUAUUAUUUUUUAAUUGUUCAAA
Cdi-15-1 UGAUUAUUAUUAAUUAAAAAUUUAAUUUAUAUUUAAAUAAUAUAAAAUUUGAGGUAAUAUUAUUUUUUAAUUGUUCAAA
Cdi-2-1 UGAUUAUUAUUAAUUAAAAAUUUAAUUUAUAUUUAAAUAAUAUAAAAUUUGAGGUAAUAUUAUUUUUUAAUUGUUCAAA
Cdi-18-1 UGAUUAUUAUUAAUUAAAAAUUUAAUUUAUAUUUAAUUAAUAUAAAAUUUGAGGUAAUAUUAUUUUUUAAUUGUUUAAA
Cbu-1-2 AAUAAUAGUAAAUUAGAGUAAAAAGUGUAAUAAAAAUAUUGAAACUGUAGAAAAAUGAAGUAAUAUAGUAUAUAAUAAA
Cbu-1-3 AUUGAAAAAUAGGCAUUAUAAUGGUAAUAUGUGAAAUGUAUUGUAAUUUAUAAGGGAUAUAAAUUUAAUUACAAUCAUA
Cbo-2-1 AUAAUACACUUCAAAGUGCCCUUACAGGUUAUACUAAAGUAUAAAUAGAUUAGGAAAAUACCAAUAAUUACAUGUAUAC
Cdi-1-2 GAUUUAUGUAAAAAAAUAAUAACUUUUUAGAAAAAAGUUCCAAAGGGAUAUAGACAAUUAAAAAGAUAUAAGCUAUAAU
Cdi-17-2 GAUUUAUGUAAAAAAAUAAUAACUUUUUAGAAAAAAGUUCCAAAGGGAUAUAGACAAUUAAGAAGAUAUAAGCUAUAAU
Cdi-18-2 AGAUUUAUGUAAAAAAAUAAUAACUUUUUAGAAAAAAAUUCUAAAGAGCAUAGACAAUUAAAAAGAUAUAAGCUAUAAU
Cdi-15-2 GAUUUAUGUAAAAAAAUAAUAACUUUUUAGAAAAAAGUUCCAAAGGGAUAUAGACAAUUAAAAAGAUAUAAGCUAUAAU
Cbo-5-1 AGAGACUUUUUUGAAAAAAUUUUUAAAAUAUUUUGUUUUAUUUUGAAAAAGUAUGGAAAAUAGGUUAUAAUAUAGUUAU
Cbo-2-2 UUGGGGAUUUUGUUAGAAAGUUAAAAAAAUUUUUGUUUUAUUUUGACAAAUCAUGGGAAAUAGAUUAUAAUAUAGUUAU
Cpe-5-1 AAACAAGUCGUUUUUUAUAAUAUUACAUAAAAAAUUAGAAUAUCUUAUAUUGAAUAUAGGAUUAAAUUUUUGUAUUAUA
Cpe-1-1 AAACAAGUCGUUUUUUAUAAUAUUACAUAAAAAAUUAGAAUAUCUUAUAUUGAAUAUAGGAUUAAAUUUUUGUAUUAUA
Cpe-7-1 AAACAAGUCGUUUUUUAUAAUAUUACAUAAAAAAUUAGAAUAUCUUAUAUUGAAUAUAGGAUUAAAUUUUUGUAUUAUA
Cpe-2-1 AAACAAGUCGUUUUUUAUAAUAUUACAUAAAAAAUUAGAAUAUCUUAUAUUGAAUAUAGGAUUAAAUUUUUGUAUUAUA
Cpe-4-1 AAACAAGUCGUUUUUUAUAAUAUUACAUAAAAAAUUAGAAUAUCUUAUAUUGAAUAUAGGAUUAAAUUUUUGUAUUAUA
Cpe-3-1 AAACAAGUCGUUUUUUAUAAUAUUACAUAAAAAAUUAGAAUAUCUUAUAUUGAAUAUAGGAUUAAAUUUUUGUAUUAUA
Cpe-6-1 AUAAGUCUUUUUCCACAAUAUUAUAUAAAAAUUUGUAAUAUCUUAUAUUGAAUAGAAGAUUAAAUUUUUGUAUUAUAUA
Cbu-2-4 AAAUAAUUUACAAUUAUGAUUAUUUAUUAAAAUAUCUUGCUAAUAAUACAAUAAUAUAGUAUUAUACAUAUGUACUUAG
Cdi-1-3 AUAUAAAUGUUAUUUUUUUAUAAUUUAAUGUAAAAAAAUUGUAUUAAAAAGUUUAAAUAUAGUAUAAAAUGGGUAAGAA
Cdi-17-3 AUAUAAAUGUUAUUUUUUUAUAAUUUAAUUUAAAAAAAUUGUAUUAAAAAGUUUAAAUAUAGUAUAAAAUGGGUAAGAA
Cdi-15-3 AUAUAAAUGUUAUUUUUUUAUAAUUUAAUGUAAAAAAAUUGUAUUAAAAAGUUUAAAUAUAGUAUAAAAUGGGUAAGAA
Cdi-10-3 AUAUAAAUGUUAUUUUUUUAUAAUUUAAUCUAAAAAAAUUGUAUUAAAAAGUUUAAAUAUAGUAUAAAAUGGGUAAGAA
Csp-1-1 UUAUAAAAUAUAUGGAUAAAUAUGUGAUUUUAUGUUAAAAUACGGAUAAUAAAUUUUAAAAUAAUUAAAAUUUAUUUUA
Cpe-8-1 UUAAGUUUUUGUAUAAAUUAUUAAAAAAUGCUCAUUUAUAUUAAAUUUAUUAUAAAGACUAUAAAAUUAAAAGAAAUUA
Cpe-3-2 UAAGUUUUUGAAUAAAUUAUUAAAAAAAUGCUUAUUUAUAUUAAAUUUAUUAUAAAGACUAUAAAAUUAAAAGAAAUUA
Cpe-2-2 AAGUUUUUGGAUAAAUUAUUAAAAAAAAUGCUUAUUUAUAUUAAAUUUAUUAUAAAGACUAUAAAAUUAAAAGAAAUUA
Cpe-9-1 AAGUUUUUGAAUAAAUUAUUAAAAAAAAUGCUUAUUUAUAUUAAAUUUAUUAUAAAGACUAUAAAAUUAAAAGAAAUUA
Cpe-1-2 AAGUUUUUGGAUAAAUUAUUAAAAAAAAUGCUUAUUUAUAUUAAAUUUAUUAUAAAGACUAUAAAAUUAAAAGAAAUUA
Cpe-4-2 AAGUUUUUGGAUAAAUUAUUAAAAAAAAUGAUUAUUUAUAUUAAAUUUAUUAUAAAGACUAUAAAAUUAAAAGAAAUUA
Cpe-5-2 AAGUUUUUGGAUAAAUUAUUAAAAAAAAUGCUUAUUUAUAUUAAAUUUAUUAUAAAGACUAUAAAAUUAAAAGAAAUUA
Cdi-1-4 AAUAUUAGAAAUUAAAUUAAAAAAUUACAUAAAAAAAAUACUUAAAAAAAUAUUUAAAAAAUUUGUUAUUUAUUGUAUA
Cdi-1-5 AUACUAUUCAUACCUAUAAAUUUAUUUAAUUUUCAAACAACCUUGUUGAACAUUAACUAAUUCUAUUGUAUUAUUUUAG
Cdi-1-6 AUAACUUUCAUAUCUAUAAAAUUAUUUAACUUUCAAACUAUCCUGUUGAAUAAUAACUAAUUCUAUUGUAUUAUUUUAG
Cdi-10-4 AUUACGUUCAUACCUAUAAAUUUAUUCAAUUUUCAAACAAUCUUGUUGAAUAAUAACUAAUUCUAUUGUAUUAUUUAGU
Cdi-1-7 AUUACGUUCAUACCUAUAAAUUUAUUCAAUUUUCAAACAAUCUUGUUGAAUAAUAACUAAUUCUAUUGUAUUAUUUAGU
Cdi-1-8 UUGUUAAGAUACUGUUAAAUAUUUCAAUUUUCUGACAAGUAUGUUGAACAAUAACUUAUCCUAGUGUAUUAUUUUAGUU
Cdi-17-4 UUGUUAAGAUAUUGUUAAAUAUUUCAAUUUUCUGACAAGUAUGUUGAACAAUAACUUAUCCUAGUGUAUUAUUUUAGUU
Cdi-8-5 AACGUUCAUAUUUGUAAAUUUAUUUAAUUUUCAAAUAAGUAUAUUGAAUAAUAAGCAAUUCUAUUGUAUUAUUGUAAUU
Cdi-10-5 UUGUUAAGAUAUUGUUAAAUAUUUCAAUUUUCUGACAAGUAUGUUGAACAAUAACUUAUCCUAGUGUAUUAUUUUAGUU
Cdi-11-5 UAACGUUCAUAUUUGUAAUUUAUUUAAUUUUCAAAUAAGUAUAUUGAAUAAUAAGCAAUUCUAUUGUAUUAUUGUAAUU
Cdi-1-9 AACGUUCAUAUUUGUAAAUUUAUUUAAUUUUCAAAUAAGUAUAUUGAAUAAUAAGCAAUUCUAUUGUAUUAUUGUAAUU
Cdi-17-5 AACGUUCAUAUUUAUAAAUUCAUUUAAUUUUCAAAUAAGUAUAUUGAAUAAUAAGCAAUUCUAUUGUAUUAUUGUAAUU
Cdi-1-10 AAAUAAAAUAUUUUUUUAAUUUUUAAAUUUUUUAAUAUGCACCUUGAAAAAAGAAACGUUUUCCUAUAUUAUGGUAAUA
Cdi-17-6 AAAUAAAAUAUUUUUUUAAUUUUUAAAUUUUUUAAUAUGCACCUUGAAAAAAGAAACGUUUUCCUAUAUUAUGGUAAUA
Cdi-8-6 GAGAAAUAAAAUAUUUUUUAAUUUUAAAUUUUUAAUAUGCACCUUGAAAAAAGAAACGUUUUCCUAUAUUAUGGUAAUA
Cdi-18-3 AAAUAAAAUAUUUUUUUAAUUUUUAAAAUCUUUAAUAUGUAGCUUGAAAAACAAAACGUUUUCCUAUAUGAUGGUAAUA
Cdi-15-6 AAAUAAAAUAUUUUUUUAAUUUUUAAAUUUUUUAAUAUGCACCUUGAAAAAAGAAACGUUUUCCUAUAUUAUGGUAAUA
Cdi-10-7 GAAAUAAAAUAUUUUUUAAUUUUUAAAUUUUUUAAUAUGCACCUUGAAAAAAGAAACGUUUUCCUAUAUUAUGGUAAUA
Cdi-4-6 GAAAUAAAAUAUUUUUUAAUUUUUAAAUUUUUUAAUAUGCACCUUGAAAAAAGAAACGUUUUCCUAUAUUAUGGUAAUA
Cdi-18-4 UUUAACAUUAAUAUAUAAAUUUAUUAAUUUUUCAGCUAGAUAUGUUGAAUAAUAACUAAUUCUAUUGUAUUAUUAGUUU
Cdi-15-7 UUUAACGUUCAUAUAUAAAUUUAUUAAUUUUUCAGCUAGAUAUGUUGAAUAAUAGCUAAUUCUAUUGUAUUAUUAAUCU
Cdi-1-11 UUUAACGUUCAUAUAUAAAUUUAUUAAUUUUUCAGCUAGAUAUGUUGAAUAAUAACUAAUUCUAUUGUAUUAUUAAUCU
Cdi-17-7 UUUAACGUUUGUAUAUAAAUUUAUUAAAUUUUCAGCUAGAUAUGUUGAAUAAUAACUAAUUCUAUUGUAUUAUUAAUCU
Cdi-8-7 UUGUUAAGAUACUGUUAAAUAUUUCAAUUUUCUGACAAGUAUGUUGAACAAUAACUUAUCCUAGUGUAUUAUUUUAGUU
Cdi-18-5 AACGUUCAUAUUUAUAAAUUUAUUUAAUUUUCAAACAAGUAUAUUGAAUAAUAAUCAAUUCUAUUGUAUUAUUGUAAUU
Cdi-10-9 AUUAUUCACAUCUACAAAUUUAUUUAAUUUUCAAACAAUCUUGUUGAACAAUAACUAAUUCUAUUGUAUUAUUUUAGUU
Cdi-2-9 AUUAUUCACAUCUACAAAUUUAUUUAAUUUUCAAACAAUCUUGUUGAACAAUAACUAAUUCUAUUGUAUUAUUUUAGUU
Cdi-17-8 UAUGUUCAUAUCUGUAAAUUUAUUCAAUUUUCAAACAAUCUUGUUGAAUAAUAACUAAUUCUAUUGUAUUAUUUUAGUU
Cdi-2-10 AAUAUUCAUAUCUAUAAAUUUAUUUAACUUUCAAACAAUCCUGUUGAAUAAUAACUAAUUCUAUUGUAUUAUUUUAGUU
Cdi-1-12 AAUGUUCAUAUCUAUAAAUUUAUUUAACUUUCAAACAAUCCUGUUGAAUAAUAACUAAUUCUAUUGUAUUAUUUUAGUU
Cdi-15-8 AAUGUUCAUAUCUAUAAAUUUAUUUAACUUUCAAACAAUCCUGUUGAAUAAUAACUAAUUCUAUUGUAUUAUUUUAGUU
Cdi-2-11 AUUAUUCAUUCCUAUAAAUUUAUUCAAUUUUCAAACAAUCUUGUUGAAUAAUAACUAAUUCUAUUGUAUUAUUUUAGUU
Cdi-10-11 UUGGUAACUAAAUAUAAAAUAUAAAAUAUUUGAUUAUAAACAAAAAAGAUAUUUAAAAAAUUUGUUAUUUAUUGUAUAC
Cdi-17-9 AUAUUAAAAAUUAAAUUAAAAAAUUAUAUAGAAAAAAUACUUAAAAAAAUAUUUAAAAAAUUUGUUAUUUAUUGUAUAC
Cdi-12-9 UUGGUAACUAAAUUUAAAAAAUAAAAUAUUUAAUUAUACACAAAAAAGAUAUUUAAAAAAUUUGUUAUUUAUUGUAUAC
Cdi-15-9 UUGGUAACUAAAUUUAAAAAAUAAAAUAUUUAAUUAUACACAAAAAAGAUAUUUAAAAAAUUUGUUAUUUAUUGUAUAC
Cdi-16-9 UUGGUAACUAAAUUUAAAAAAUAAAAUAUUUAAUUAUACACAAAAAAGAUAUUUAAAAAAUUUGUUAUUUAUUGUAUAC
Cdi-2-12 UUGCUAACUAAAUAUAAAAUAUAAAAUAUUUGAUUAUACACAAAAAAGAUAUUUAAAAAAUUUGUUAUUUAUUGUAUAC
Cdi-18-6 CAAAAAUUUCAUGUAAUUGUUGAUUAUAAGUUUUAUUUGUGUUAUCAUUCUAUAAAACAGAUUGAUAUGAUAUUAAAAA
Ace-1-1 UCAUUCAACUCAAGCAUGUAAUUUUUUUAAAGCAUUGAAUUAUGUUUGGUUUUAUAGUAUAAUAGUAUUAAGAACAAUU
Cth-2-2 AGCCAAAAAAAUCUCCAUAAUUUUAUAAAAAGUGAUUGAAAUUCCACUAGUUUUGAGGUAUAAUAUAAUUGUAGACAAG
Cth-1-2 AGCCAAAAAAAUCUCCAUAAUUUUAUAAAAAGUGAUUGAAAUUCCACUAGUUUUGAGGUAUAAUAUAAUUGUAGACAAG
Dac-1-10 UUCACAAAAAAUACUAUCAACUAUAUACAAUAGGAUAUAAUUAUAAUAUACUAUAUAUAAUGAAAAAUUGAAUUUUGAC
Tpo-1-9 AAAAGUCCUAAAAAAAUUGAGACUACAGUAGAAUACAAGAAAACCAGGCAGAAUGAUACAAUAUAAUUAGCUAAAAAGC
Cas-1-3 AGGAAGGGAGGGCAGAGGGCCCGGCGGGGGGAAGGUUGUGAUCCACAGGAAAGCGCGGGAAUGGCGAAGCGCUUUUAAG
Hor-1-1 ACUUAUAUAAGGUAUGGCAGCCGGGUUACCGAAGGUAGGAGAUAGUGGAAAAACCUGCCGGGUCUGGGCAGGUUUUUUC
Mth-1-4 UGGUUUUGUUUCCCAUAAAAAGGCUAAAAGAGCGAUAAAAAACUAAUUCUCCACCCCCUAGACUAAAAAAUUUGCAAAU
Dku-1-6 UUUUUCGCUGGUCGAAAAUUUUCUGUGUUCUGGCGGUGUUGAAUCAGCCUUUUAAGUGUUAAAUUAAAAUUAAAAACUU
Dme-2-5 AAAAAUAAAUGCAAUAAUGAUAAAAAGGUCCUAUUAAUAAUGGUACAAAAGACCUAUUCCUAUGGUAUAAUUGACCCAA
Dor-1-3 CAGUAUUUAGGAAAUAUACCAUAAAUAUUACCAAUAAUAAUAGUACAAAAGGCUUAUUUCUAUGGUAUAAUUGUCCUAA
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Dde-1-2 AGGAAUGUCUAAGGGCUAUAAAAGAUUAUGAUGUCCGAGGAUGUAUCAUAGCUGAAGGGCCUCUUUUAGAGAGAGAUGC
Tit-1-1 UGGUUUUUUUGUCGAAUAUAAUAAUUUAGUAGCUAAUAAUGUAAAAAAACAUUGAACUACUUAAUAUAACUUUUUUAAA
Tma-2-1 UGGUUUUUUUGUCGAAUAUAAUAAUUUAGUAGCUAAUAAUGUAAAAAAACAUCGAACUACUUAACAUAACUUUUUUAAA
Hpr-1-3 AGUUAUGGAAUCCUUAGGAAAAUUAGUGUAAAUUUAAAUUAUAAAAUUAUAACAAAAUAUUAUAAUUUAAUAAGCGAUA
Sli-1-1 UUAGGGACGGGCUGGUCCAUAUAAUGAAACGGUUGCCAGGGUAGCCAGAAUGCGGUUAUAAUAUCGUGGAAGUAGCCUG
Sgl-1-3 ACUUUUCUCCCCGUUUAUUGUAACCUGAUAUAAAUGUGUAGUUCUUUGGUCCUAUAUAUUAUUGUGACCAUAAGCACAG
Dme-1-6 GUUCUAAUAAUCGCGCGUACUUAUUAUUUUCGACAAAUUUGGAUUUUUCUCUCUAUUUUUCCAUGGUAUAAUAACCAUG
Csa-1-3 UGUCCGUCAUACGUCCAGUAAAAACACUUAAUAAAAUGAGCGUUACAGAUAUUGUUAACACACAAUGAAAUAGCAUAAA
Sgl-1-4 AAAAUAAAACAAAAAAGGAAGGAAAAAUUAAAAAUAAGUCGAAAUAUAAAAAUUGAAAAAUAAUGAAUGCCAAUUUUUA
Dal-1-1 UAUGGCAUAAUCAACGUACUAUUCAGAAAUUUUUUAUAUUUUUAUAAUUAGUUUUGUUCAUUUUGGUCUCUGGUGUGAC
Ova-1-2 GGAUCUUGUAAAAAUGCAGCAGAUAAUGCGAACUGCGCAAAAUAUAAAAAGUUAUUGGCAAAAUGUGCAAAUUGUUUAC
Dac-2-3 UGUGUGUAUCCGUCAAGUUAUCCUAAUAUCUCUCUAUAUUUAGACAGAUGUGUUUACUUCUUGAUGAAUUUAAGUUAAA
Toc-1-4 GGCAAUUGCGUGAAAAGGGAUUAAUUCACCCGGAUUUAUAUCAAUUGAAGAAGGAUUUUGGAUAAUUUUGCCGAAUUAA
Eha-1-1 CUAAAACUAACAUAAAAAAAUAUACAGAUUUUUUAUCCGGAAUUAUUGACGUAUAAAUAACUUCAUGGUAUUUUAUUUU
Dfo-2-1 CAAAAACAGAAGUAAAAUAUGUGUAGAUUUUUUGAAAAAAAUUAUUGACGUGAGGAAAACCAUGUGGUAUGUUUUUUUG
Cco-1-1 CGAUAAAGCCCUAAAAUACGGGAUAUAUCGGCAUUUACCAACUUAUGAAAAGAUAAUCAGAAAUUUAGUAAGUUUUGUU
Lba-2-1 AGAUUUUUUAUGAAGUAAAAUAUGUGUAGAUUUCUUAAAAAAAUUAUUGACGUGCGGAAAACUGUGUGGUAAGGUCUUU
Csp-5-1 GAUUUUUUAUGAAGUAAAAUAUGUGUAGAUUUUUUUAAAAAAUUAUUGACGUGCGGAAAACCGUGUGGUAUCUUCUUUU
Ame-1-3 UAUGUUAUAUAAAUAUAGGCAAAUAGUCCUGAUUAAAUUGAGUAUACAUACUUAAAAGUAGUAAUGGUACUUGAAAAUA
Ame-1-4 AGUAUGAUUGUAGAAAUAAGAACAAAGUCCUACUUCCAAUAGGACUUUGUAUCUGAAAAUUAGCAAUAUUUCUUAAAAA
Ova-1-3 UGCUGCUGAUCAACAGCACGCUGAAUCAGGAACAGGCCAAAGAGGGCGCAUGAAUUCCCGGCGGAUGGAUGUACGGGAG
Cha-1-1 CCGUGAGCACAACCAGAAGGGUCCUCAGAGCGAAAUGAGCCGCUGAAACUGGAAAAAUCUGGUUGACAAGACGGUAUUA
Cpa-1-2 UACUUAAUAAAAUUAAUUAGGUAGUAAUACCUAUAUACAUAUUAAGCACCACAUGCUAAAAUUUAAUUGUAAUAUGAUU
Sgl-1-5 AUUUUUAUGAAAUUAUCCUAGGAAAGUCUUUACUAUAUGAGAAUAAUAUGCUAUUUUUGUAAUAGGAAAGCGUAUUUUU
Dal-1-2 UCUUGAGAUAUAUUGUCCAAAUAUGGAAGAGGAAUUAUACUUUAACAAGGUAUAUAUGCCCUACUUUACAGAUAGAAAU
Cno-1-1 AAUUAUUACAUUUAGUGUGGAUGAUUUAUGAAAUAUAGUGUAUAAUAAAUAUAUAAAAUACAAAUUAAAUAAUUUAUCG
Cph-1-1 AUGGAACAUUAGACCUAUUUCGUAAAUUUUACAAAAGGUAUAAAAUAGAAAUAAGAAAAACUACAUAUAGACAAAGUUG
Awo-1-4 UUACCGAAGCGGGAAGUUUUUGUUUUAUAAAAGACAGUAUCAAAGCUAACGCAUAAUAGUAUAGAAGUAGAUAAAGAUC
Cte-1-1 AUCUAUUACAUAAAAAUACAAUAAUGGUAGACAUUGAUUUUAAUACAAUAGUAUAAUAUAAUUAAACAAAGAGUAUUAA
Dal-1-3 CAUUUCGCAGGUAUUUUGUUACCGCGAGUGUUGUUUUUUAAAGAUGGAGAAAAGAGGAAAAUCAGGUAAAAUGUCGAAG
Dac-1-11 AUUGAUUAUUCUUUGUAACUUGUUAAUGCUCUAAAUUUCGACAGAAUAUUCAAUUUGCAGAUGUUACAAUAAGGCAGAU
Dde-1-3 UUUCAAAUUGUAAUAAUUUAUAGUAGAAUUGAUUAGGUAAUACCACAUACCACAUACCACAUACCAUUAUACUUAGAUA
Dha-1-2 AAUUAUCUUUCAAAUUGUAGUAAUUUGUAGUAGAAUGAUUGAGGUAAUACCUCAUACAACAUACCAAUGUGGCUGGAUA
Dha-2-2 AAUUACCUUUCAAAUUGUAGUAAUUUGUAGUAGAAUGAUUGAGGUAAUACCUCAUACAACAUACCAAUAUGGCUGGAUA
Dor-1-4 GGCAGAAAUUAAAAUUACAUAACCUUCGCUUUUUCGACAUAAAUCUAAUAUUUAACGUGAUAUAAUGACUUAAAAGUUG
Dac-1-12 GAGUAAUUAUUUAUUCCCUACUGUUUAUUUCGACAUAAAAUUUGUAUGAUUCGUGGUAUAAUUUCUACAAUUUAAAUAU
Ddi-1-3 UCGAGUAAAUUCAUGAUAGCUCCUUGUCCAGAGGAAAUUUAGCAAUUAUAAUGGAUAUACAUAUGCGCAAGCAGGAAAU
Dde-1-4 UUGUGAAGCUAAAACUUAACAUUUAUAAUAGGAUGAGUGAUAAAAAAACUUAUACUUUAGAUACAUAAAAUAUGUAUAG
Dha-2-3 UUGUGAAGCUAAAACUUAGCCCUUAUAAUAGAAUGGAUGAUAAAGCCUUAAAUAUUUCGAUACUUAAAAUAGCAUAGCC
Dha-1-3 UUGUGAAGCUAAAACUUAGCCCUUAUAAUAGAAUGGAUGAUAAAGCCUUAAAUAUUUCGAUACUUAAAAUAGCAUAGCC
Dme-1-7 GAAAUUAGUAUUAUUAUGACGAAAUAAUGGGAAUUGAUCUAUUUUACGUCUAUUUUAAGUUGGAAAUUGAUGAUAUUAU
Dku-1-7 AGGUGCGAACCGGGCGAGCAGUAGAUCAGGCUUCCAUCAAAACCAAAAAUAUGUUAUAAUUCAUAUAUUAAAAAAUUGA
Dgi-1-4 GUGGGUAAAUUGGUAAACAUUGCGGAUAAGGCGUUAUAAAUCAGUAAAGAAAGCGGUAAAAACCAGGUUUCAUUCAUAU
Dru-1-3 AUGUCACUAUGAUAACCUCCGACAACUGGUUGUUAAUUUUUCGUUGAAAUUUGCAACUAUGUGUUGUAUAAUCUGCUUA
Dal-1-4 UGGUCUAAAUCUUGGUCAAAAAUUUGUCGAAACAGGCAGGAUAUUAGCUGUUUUUACAGAAUAGGUUAUGGUGAAAAAU
Cpa-1-3 UGCAAACGAAUAAAGUUUGCAAUUAGAGUAGAAUUAUUGUAAAAUAAUGUACAUUAAGGGACAUUUGCGGUAUGGGACA
Dre-1-5 AUGGGGUGAGGCAGAAAAUUACUUUACGGAUUCAGGAGAAUUAUAAUACGUACUAACAUAGUACAAUAGAAUCCUUUAU
Eha-2-3 CGGGGGCGUGAUUGUAAAAUUUCACAAAGUCCAUACAAAGUUCUUGAAAUUUCGACACGAUAGCGUUAAUAUAUAAAUA
Ova-1-4 AAGGAUUAUAAUAAAGCCAUUAUGUAAAUAAUAUCCAUUUUUGAGUUAGCUUGUAAUAAAAACAGUAUAUACAAGCAUU
Dal-1-5 CGCCGGAGCUGCAGUAAAUUUUGCGGACAGGCAUUAUCUGGCAUAGCUUGACAAAAAAUGCAGCCUGUGAUAAUCUGAA
Cca-1-1 ACUAAUAAAUAUAGCAAGUUUAGCAUCUACAAAGGCAAAAAAGAAGGUUGAUACCUCAAUUAUUAUUGAAAAUGCACCU
Dme-2-6 UUGCAUCGCUUAAUUACGCGCCAACAACAUAAUGUUAUUGACAAUAUUAAUAUGUAUGUUUAGAUGUCUUUAAACUGAU
Dal-1-6 AUUAGAUAAGAGUGUAGAAAAGGGGAGUACGGGAUCUAUAAAACCCGGUGUGGGAACCGGAAAAAAUUUAAAAAGCGGA
Mth-1-5 ACGUUAUUUUAGAAUCGUUGCAAAUCCUUGAAUAACAUGUUAUAAUACUUGUCGCUUGGGUCCAUAAUUUGUCGAUAUG
Chy-2-2 AAACCAUUGCAAUUUGUGUUGGAAUUAAGUAUUAUAAUAAAAGAGAAUUUUCUAAACAAAGUAAAAUGGUAAAUUAGAA
Cob-1-2 UAUUGCAAAAAAAGAAAUAGUGUGAGAUAAUUUUACUGAGAGCACUUAUUAUCAAUUAUAUCAAAAUCAAAAGAAUAAA
Cow-1-1 UAUUGCAAAAAAAGAAAUAGUGUGAGAUAAUUUUACUGAAAACACUUAUUAUCAAUUAUAUCAAAAUCAAAAGAAUAAA
Cla-1-1 UAUUGCAAAAAAAGAAAUAGUGUGAGAUAAUUUAAAUGAAAGUACUUAUUUUUAAUUAUAUCAAAAUCAAAAGAAUAAA
Ckr-1-1 UAUUGCAAAAAAAGAAAUAGUGUGAGAUAAUUUAAAUGAAAGUACUUAUUUUUAAUUAUAUCAAAAUCAAAAGAAUAAA
Csa-2-1 AUACAGGAGUUGAAAAAUGUGCUUGAAAAACUCUAAGUUUUGUGAGAUAAUAAUAUACAGAGGAUUGUGAUUGCCAAAA
Ath-1-1 UACGAAAGUUUAAUAAUAUGUCUGAAAAACAUCAAGUUUUGUGAGUUAAUAAAGUCUAAGAAAGUGAAAUUAAUAAAAA
Ckr-2-1 UACGAAAGUUUAAUAAUAUGUCUGAAAAACAUCAAGUUUUGUAAGUUAAUAAAGUCUAAGAAAGUGAAAUUAAUAAAAA
Cob-1-3 AGUUGGAGCUGAAAAAUGUGCUUGAAAAACUCUAAGUUUUGUGAGAUAAUAAUAUACAGAGGAUUGUGAUUGUCAAAAG
Ath-1-2 AAAGAUUAGUUGACAUAUUACUGAGUUAAUGAUAUAAUUCAUUCUAAAAGAAAGUAGGAUUAAACAUAAAAAAAUUGGA
Ckr-2-2 AAGAUUAGUUGACAAAUUACUGAGUUAAUGAUAUAAUUCAUAUUAAAAGAAAGUAUGAUAAAACAUAAAAAAAAUUGAA
Csa-2-2 AUGAAAAAGUAGUUGACAAAUCAUUGGUGUUAGUGUUACAAUAUUAUUGCAAUGUGAAAUAAAGAAAUUAAAAAAUUAA
Cob-1-4 AUGAAAAAGUAGUUGACAAAUCAUUGGUGUUAGUAUUACAAUAUUAUUAAAAUGUGAAAUAAAGAAAUUAAAAAAUUAA
Ath-1-3 AUUUAUGCGAUAAUAUAAUUAGAGAAAUACAUAAAAAUUAUACACAAAGAAUGCUAAUUUGAACAGAGCUUUUAAAAAU
Ckr-2-3 AUUUAUGCGAUAAUAUAAUUAGAGAAAUACAUAAAAAUUAUACACAAAGAAUGCUAAUUUGAACAGAGCUUUUAAAAAU
Csa-2-3 UUAUGCGAUAAUAUAAUUCAGAAAACCACAUAAAAAUUAUACACAAAGAAUGCUAAUUUGAACAGAGUUUUUAAAAAUA
Csa-2-4 AAUUUUAUACCAUAGAAAAUAUUUGUUAUUAAUAAAGAUCUUGAAAAAAGUAGAGAAUGGAGUGUAUAAUACAGUUGUU
Csp-4-4 UUAAAAUGGAUUUUGAUAAUUCUAAUGGUAAAAUUACCAAGAUUAUUGUUGAAAUUUAUGGCAAAUUAGGGUAAAAUAU
Csp-3-1 AUGUUAUCAUGAUGAUAGUGAAUAUAAUUAGUGGUUUAAAUGCUAAAGUUUUCAAUAAUAAGAAUUAUGUGGAAUUAAA
Ame-1-5 UAAGUACUAUCUAAACGGGACUUAUAUUAGAUAAAAAGUCCUACUGAGAAUAUAGUUUAAUUGAAAAUUGCAUAAUACC
Ame-1-6 ACUAUUUUGGUAAUGAUUACUAUUGAUUUAGUUUGGCUUAAACUGUACAAUGAAAGCCAUUGUAGUUUAACUUAAAUUG
Csp-3-2 AGAUUGAAUAUAACGGAACAGAAGGAAUUAUUGUAGAAAUAUGCAACUAAUAUUGAAAAAUGUAAGAAAAUGGAGUAGU
Ame-1-7 CGAACAGGUCUACAUCACUAUUCAAAUCAUUUUUUACUAGGACCUAACUCCUAUUAGAUUUGUUCGCAAACUGAAAAUU
Cbe-1-1 AAAAUUAGUUUUAAUGCCAUUAAUGGUAAAAAUAUUGGUAUAAAUAUUGAAAUUUAUCAAAAAUAAGUGUAAAAUUAUG
Ckl-1-2 AUAUUUAUACUAAUUACGUCAUACAAAGUACAAAAACAAAAUAUUUAUAUUGAAUUUUGUAAAAUUUGUGUGUAAUAUA
Cbe-1-2 AAUAUUCAUUCUUUUUUUUGGUAAAAAUGGAAAAAAAGAUUGAAAAUUAGGGGAAUAAAUGAUAUUAUAGAAAAUAUGG
Cbo-5-2 GUGUAAAAGUCGUAAAAUUAUCUUUAAAAUGAAAUAAAUGUUGAAUUAUAAGGUAUAUAAUGUUAUCAUAAUUAGUGUU
Cbo-2-3 UGAGUAUAAAAAUUAUAAAAUUAUCCUUAAAAUGAAAUAUAUGUUGAAUUGUAAGGCGUAUAAUGUUAUCAUAUUUAGU
Cbo-4-2 UGAGUAUAAAAAUUAUAAAAUUAUCCUUAAAAUGAAAUAUAUGUUGAAUUGUAAGGCGUAUAAUGUUAUCAUAUUUAGU
Csp-4-5 AUAAUUUAAAGAUAUUUGUGGCUAAAAUGUUUUUCUUAUUUUAUAAUUAAAACAUAAAGUAGCCAAUACUAAUUAUUUG
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Csp-3-3 ACUUUUUUUCAUUUUACUUAAUAUAGAUUUAAUAUAAAAUGUUGAAAUUUAAUAUAAUUAGUGUAAUAAUGGAAUAUAA
Cbe-1-3 UUUUACAAUAUUGUGACUUAAAUUUAGUGUAUAUAAGUUGAAAAAUGUUGUAAAAGAUGUAAUAAUAGAAUAAAAAUGA
Ckl-1-3 GAAUAAUCUUUUAAAAAAUAAAAAAUUAAGGUAAAGUUUAGAUAUUAUUCUUGAAAAUUCUAAAAAUUACAUGUAAAAU
Ame-1-8 AGCAGAUCUGAAUGACAACUCUUAGAAGAGUUUGAAUGGCUAUUAAUUCCUAAUGGAGGAGUAGUGGUUAAGGGAAGGC
Ame-1-9 CUUUGGCUUUAUUAAUGCAGAACACUGAAUAGGUAUUAACUAUUAUUAGUAAUAUCGUUUAACUAAAAACUACAUAAUA
Ame-1-10 AAAAGAGCUUCAAUGCAGAAGAAGUUGUGGUUCAACUUCUUUACCCUGCUAAACAAUGUAACGAAGCUAUGGUUACUGA
Csp-4-6 CCUAAUAUUUGUUCUUUUUUUGUGCAAAUAAGUAAUUUUUAUUGAAAAACCAAGAAAUAAAUGGUAAUAUAGAAUAUAA
Tit-1-2 AUAUUAGAAGAAAAAGCAGUUUUUUUUUUUUAAUCUUAACAAAUAACUAUUUUCGUGUUAUUUUAUAAAUAACAAAAAU
Tma-2-2 AAGAAAAAGCAGUUUUUUUUUUUUUUUUCUUAAUCUUGACAAAUAACUAUUUUCGUGUUAUUUUAUAAAUAACAAAAAU
Car-1-1 CGGUGGGAUUCAAAAUAGACUAGCAUACUGACUAGUUAUUUAUUUGAAUGUGCCUAAAAGUAAAAAUAUAAAAUUUAUA
Clj-1-1 AAAAUAUGCAAAUAUUUUAUGUAUAAAUUACAAUAAUAUGCGAUUACCAUUGAAUUUUGUAAAAUUUUAGUGUAAUAUA
Awo-1-5 UAGCACUAAACAGGGCUGAAGACCUGUAUUUUCGCUUAAGAUCAGGAUUAUUUACAUUGACAGGUACGACAGAAUAAAG
Tpo-1-10 CGGAUGUGCAGGAAAAAUCUACUUGUCGGUAGAACAUGAUAAAAUCAAGAAUUAAGAAUUAAAAAUUAAGCAUUAAAAA
Dca-1-2 GGGUAAACCGAAACCAUGGAAAAAUCAAUGUGAAGAUAAGUAAAUUAUUUCGGUUUAAAGAGAAAUAAAAAAUAUUGAA
Dku-1-8 AUAUGAACCGUACGGUUGCCGGCCUGUUCUUCGGUUUGGACAGCUCCGGCGCGGACUACCAUCAGAGGAAAUAGAGAAG
Pth-1-5 UUAUAGAAUAGAAAAGGCUUUUCGCCGCAAAAAAAUGUUUUCUAUAGAAGGGAAAAUUGAAUAUUAUGUAGAAAUUUUU
Chy-1-2 GCCAAUAUUAAAAAGAAUACAAAUGGAAAAUGUUAUGUUAUAAUAUUGCAUCUCGAAAAUGUCACAUAUUAUAAAUCAU
Chy-1-3 GGUAUGUAAAGUUUGUAUUUAAAUUCUUUUGCCAAAAGUAUUGUAAUUUUAACUUUAUGUUUUAUAAUAGAGUAAAAAA
Chy-1-4 GCGAAAUUGUGGUAGUCGGGGAGAAUUUUGGCAUCAAAAUAAAUCAAAUUCUCUCUCCCAAGGAACGGUUAAGCAAAAU
Chy-1-5 AACCAGUUUAGCAAAUUUUUCUUGACGAUUUUUCCUGAUUAAUGAUUUAAUUUUGUAUGGCAAGAUUGGUGUAAAGUAC
Chy-1-6 UUUGAGUAGACAAAUAUUUAACAUUUUUUCAACUUCUAUCUUUACAAAAUUGUCAUUUUUUUGUAAUAUUUUUGUUGAA
Chy-1-7 GACGAGAGGGUGUAGGCCCUCUUUUUUUUGUUUUCGUUUUAUAUUGACAAUUUUCGUUAUUUUUUAUAAGUUAAUUUUU
Dal-1-7 CCAUUAUUUUUAUAUUGUUGCAGGAUUUUCACAUUAUUUAGCGAAAAGUAAGUUCAUGAAAACUCAAAUCCCCAAAAUU
Cpa-2-1 UCAAGGACCAAUAUCUAUAAAAUUCUUGACGAAAAAUAGCGAAAAUUGUAGAAUAUAAUUGAGUUUUAGCAUACUUUAG
Tte-1-1 UCAUGGACCAAUAUCUAUAAAAUUCUUGACGAAAAAUAGCAAAAAUUGUAGAAUAUAAUUGAGUUUUAGCAUAGUUUAG
Tit-1-3 UUAGCGAAAUAUGUAGAAAAAAUCUUUUUUAAGAAUAGAAGGAAAUUCCUUAUUUAUAUCGAAAUAGUAAUAUGAGAAA
Tma-2-3 UUAGCGAAAUAUGUAGAAAAAAUCUUUUUUAAGAAUAGAAGGAAAUUCCUUAUUUAUAUCGAAAUAGUAAUAUGAGAAA
Tps-1-1 AACGAAUUAUGUAGAAAAAAUCUUUUUUAAAAAUAGAAGGAAAAUUCAUAUUUAUGUCGAAAUAGUAAUAUAGGAAAAU
Tet-1-1 AACGAAUUAUGUAGAAAAAAUCUUUUUUAAAAAUAGAAGGAAAAUUCAUAUUUAUGUCGAAAUAGUAAUAUAGGAAAAU
Tsi-1-1 AACGAAUUAUGUAGAAAAAAUCUUUUUUAAAAAUAGAAGGAAAAUUCAUAUUUAUGUCGAAAUAGUAAUAUAGGAAAAU
Tet-2-1 AACGAAUUAUGUAGAAAAAAUCUUUUUUAAAAAUAGAAGGAAAAUUCAUAUUUAUGUCGAAAUAGUAAUAUAGGAAAAU
Twi-1-1 AACGAAUUAUGUAGAAAAAAUCUUUUUUAAAAAUAGAAGGAAAAUUCAUAUUUAUGUCGAAAUAGUAAUAUAGGAAAAU
Pth-1-6 GGGGCUAAAGAGAGAAAAGCUUUUAUAUAGGACUUUGGUCCUAUUGACUGUUGGGACCGGAUUGUCUAAAAUUGUCUAA
Dal-1-8 GACUUCACUAAAAAAAAGCUUCUUAAUACUUAAAUAAGGUUGAAAAUCCACAAAAUGUUAAUUAUAAUUAAAAUUAACU
Dal-1-9 CGUUAAACCUCUGGUUUUAAAUUGCUGUCAAAAUAAAAAAAAGUUAUUGUCAAAGACUCCUAAUUACAUUAUAAUGGUA
Sli-1-2 GUACAAAGUUAUUGGCAGUAUUAUAUGACUAUGGUAAUAUUUUUGUAGAAAACACUACAGGAGAUGCGAAGACAAGAGG
Tsa-1-1 GUAUAUUAUGAACUUAUUAAAUGUAACAAAAUGAUUAUAUUGUUACAUUAUCAUUAAAUUUAUUUUAAGUCAUUUGAUG
Txy-1-1 AAAAUGCUUAUGUAUCAAAUAUAUUAUAAUCUUAUUAAAUGUAACAAAAUGAUUAUAUUGUUACAUUAUACUAUUUUGA
Dca-1-3 UUUAGGUUACUUUUUUCUGUCAUUUAUUGACUAAUUAUUUGUUUGUCGUUAAUAUUUUACUAAAGGCCAAGUAACUUGG
Ddi-1-4 GUGGUACCAACGAAUUGAACCUUAAAGGAUUACCUAAAAGCGACCGUCUGCAAAGAAGCAAGACGGCUUUAAUUACUCU
Dgi-1-5 CCGUGUAAAACUAUUGAACCCAACGGAUUGCUAGGAAAUUACCGUCUGCAAAGCGCAUGACGGCUUUAAUUACUCUGAC
Dku-1-9 GGUAAUAAUGGAACAUUUUACCUUUAGGGUACGUCUAUAAGGUAGAAGGAGAAAGGUGGCGGUUUACUUACCCACCAAA
Dsp-1-8 AUGCAGGAUAAAGAGAGAGUUGUGGAAAAGAAAGUGCCUUAGUAUAACUGCCUAUAUUUUAACAGUAUAAUUGCAAAUU
Hmo-1-1 UCUCCGCCUUUUUCUAAAAGAAAUGCUUUUGUUCCAAGCGGUCCAGGCUCACCUAUAAGCUGGAACUUCUUCGUUAACA
Sgl-1-6 AUGCCGACGCCUCCCUUGCCAAAAGCACCAAAGUGGACGGCUAUGAGAUAGGGCCGGACGGUGCGAGAAAACCAAAGUA
Csa-1-4 CCCUUGCCAGAAGCACCAAAAUCGACGGCUAUGAGGUGGACAAAAAUGGAGUGAGAAAGACAAAGUAACCGAUAUUUCU
Csa-1-5 CUCUUGCCAGAAGCACCAAAAUCGACGGCUAUGAAGUCGAUGAAAAAGGCGUAAGAAAAGCAAAGUAACCGGCAACCAU
Dha-2-4 GACAAAAGUGUUUAUGGGAAGACCAAACCAUUACCUGCAUUGAAGCGAAGUCAUACGAAAUGAGUCAAUUCAAAUAACU
Sgl-1-7 GAUGGCUCUCUUGCCAAGAGUACCAAAAUAGAUGGUUAUGAAGUUGAUGAAAACGGUGUAAGAAAAACAAAGUAACCAA
Toc-1-5 UUUAUUGGUUAACCAUUAAAACAGCAGGAAAAUAAAGGAAUUUGUAGUAAUAUAUAUUGUUAUAAUAUUAAAAAAGAGG
Csp-2-1 AAGUGGAUGAAAACGGCGCAAGAAGGAGAAGUUAGCCGUAGCCGCAUCAAUCUAUAAGUAAGGAUCGUGAGUAUUAAUA
Dsp-1-9 CGUCUGCGCGACUACAUGGAAGAGAAGAUCAUUGAGCAGGGCAAGGAGCCAUUCCCCUAUUCCGUGCUGAAAGUUAACA
Dsp-1-10 AAUAGGACCAUAAAUAUAUUUCCAAAUAGUGGGGAUAUUUGCUGAGACCAGGGGGAAACCAGCGGGUCUCUUUAAAAAU
Sgl-1-8 GGAAGAAAUAGAGUGAAGGUGUUAUAAAAUACCUGUUCAAUGCAUGAAGUUUAACGAUGCAUAGAGAAAGUCCAGUAAA
Pth-1-7 AUAUGGAACCAUUUUGACCUGCCAUUCGUCUUAAUAAAUAGACGGAUGGAAGGAGGUGAAGGUUCCGCGCUUCUCCAAC
Tma-2-4 AUGGAACUAUUUUAACCCACCAUUCGUCUUAUUAAAUAGACAGGUUGAGGGAGGUGAGGGUUCCGCGCUCUUUGACGAA
Csa-1-6 GAGAGACUGAACAAUAAAAGCCGAUUCUCUAUUAUCUUCCCCGGUGAUGUACUCCGAGUGCCGAAGAAGUAAAUAAAAA
Csa-1-7 GAACGGCUGAACAACAAGAGCCGGUUUUCUCUCAUCAUUCCCGGCGAUGUACUCAGAGUACCAGAGAAGUAAAAAAACA
Dha-1-4 AAUCCUGCUAUCGGAGGAUGGGAUGACGGUAGAUGAGGUUGAUGAAAACGGCGUGAAAAAGACGAAGUAAGCACAACAA
Dha-1-5 GAGCUGGAACGACUGAACAACAAAAGCCGGUUUUCUCUUAUUCUCCCCGGCGAGGUGCUGAGAGUACCGGAGAAGUAAA
Ova-1-5 GACUUUGCAGCAUGGUCAAAGCCAUAAUGUGAUAUCUGUUCAAUGGAGGAUUAAAAGUAAUAUCUAUCAGUUUCCAAUA
Dha-2-5 AAGUGCUUAUGAGGUAACCCGGCAUUCUGGGUUGAGGUUGUUUACGGUUCGAUAGAGGCCAUGGCAGAAAUGUGUUUAG
Dyo-1-4 AAGUGCUCAUGAGGUAACCCAGCAUUCGGGGUUGAAGGUUGUUUACGGUUCGAUAGAGGCCAUGGCAGAAAUGUGUUUA
Dha-2-6 AAAACGGUAUUUAUAUCAUCUUAUAUUAGCAAUUUGAACAGGGGAUUGAGAUACUGCCUUGCGGUAUAGAAUACCCGGU
Toc-1-6 AAAUAUUUACGUAUUCGGCUAUAUCGGCAGGAAAAUUAAGGAAUAUGGAAAUAUAAAUUUUAAAAUUAUCAAUUAAAGA
Dre-1-6 CAUUAGUAAAAAAUGAAAUAUUUAUGACAAUUAUCAAAAUAAAGAGGAUACUGUAUAAGGUUGUCGAAUAAUAUUGUCG
Rob-1-1 UUAAGAGGUUUUUGAUUUUUUGAAUUAUUACAGAAAUGUGAAAUAUACAGGAAAAAACGUUGACAUUCACUGAAGAAAA
Ccl-1-2 AAUAUUAACCAAUAAAAAUAAAGUGAGCAAGCUUUGACAAAUUUCAACAUGACCUUUGUUAUAUAAUAAAUAGUAUAAU
Ccl-1-3 ACUCAAAGGCAACCGGCUAUGGUAGUAACAUAUAAAAUAUAACAGUACUAAAUUGAAAAGAAAUUGAAGCCUUUAUGGG
Csp-2-2 CAAGCCCGAUCAAAAAAUAAAUGGAAUUAAGAAAAACCACCGUCUGCAAGGAAGUAAGACGGCUUUACUUACUAUGACA
Dac-2-4 AGACCGGCGGUAAAUAAGAAAAAAUAAAUCGGGCAAUUUUGAUUGAAGGAAAACCACAUUCUCAAGUAUGUAUUUAAAA
Cph-1-2 UAUAAUAAUUAGCAUAUCAAAUUCUAUCCAUUUAAUUCAAGUAAAGUGUUGAUAUGUUAAAUGAUUUAUUUACUGUAUU
Sgl-1-9 GAAGCGGGAUGAGAUUGGUUCUCAUUUCUCAUUGACAACGGUCAGGAUUUUCCGUAUCAUUAUCUCGAAAAAUGAAAUG
Dal-1-10 UUGUUAAGAUACAUGGGUUGACAGUAUGGCCAACCUGUUAUACGUUGAACAGAAUAGAAUAGAUAGAAGAAAAAGCUGU
Dru-1-4 UUUUCUUAAAAUUGUUACACAAAUAUUGAAUAAACCUGUUUUUUUCUAUAAAAUGUAGAUAAGAUUCGGUUGAUAAUUU
Dsp-1-11 AGAAAGAAUAAUUCAGAUAUUGAAAAAUAUUUUGUCCAUCACCCGAUUUCGACAAUUUUUGAGCAAGAUAUGUUGUAAU
Dme-2-7 AGAAAAAAGUAUAUAAUUUGUAUAUGUAGUAUGAUAUAUUAGGUACAAAGACCUAUGUACGUAGUACUUAGGUAAUAUC
Dor-1-5 AUUGUAUGCUAAAGAGGUAUAUGCUAUAAUGUUGUCAAAAUUUAUAAUACAUAUAAAAUAAUAUGUACGUUAAAAGUUC
Dor-1-6 UUCUAGAAUUAGUAUAUUAUUUAGACUUUGUGUAUGUUAUAUUAGGUAUAAAGGCCUAAAGCCUUAGGGCUUAGGUAAU
Cth-4-3 GAAACCCUUUAUUUUUUAAAAAUGCUGUGCUAUAAUAAAAGUAAGUUCAAUAUUUCCUCCCGAAAAAGGUAUAAGGAGA
Cth-1-3 GAAACCCUUUAUUUUUUAAAAAUGCUGUGCUAUAAUAAAAGUAAGUUCAAUAUUUCCUCCCGAAAAAGGUAUAAGGAGA
Cth-2-3 AAACCCUUUAUUUUUUAAAAAUGCUGUGCUAUAAUAAAAGUAAGUUCAAUAUUUCCUCCCGAAAAAGGUAUAAGGAGAU
Cth-3-3 AAACCCUUUAUUUUUUAAAAAUGCUGUGCUAUAAUAAAAGUAAGUUCAAUAUUUCCUCCCGAAAAAGGUAUAAGGAGAU
Ccl-1-4 AUACUUUAUUUUCACACUAUCCUAUGCUAUAAUAAAAAUAGUAGUACAAUAUUUCCUCCCGAUCACGGUAUAAGGAGAU
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Ace-1-2 ACACUUUAUUUUUAAUUCGCCCUGUGCUAUAAUAAAUAUUGUAGUACAAUAUUUCCUCCCGAUCACGGUAUAAGGAGAU
Ccl-1-5 ACAAAAUGUACAGUAAUAUUUUACUCUGUUAUAAUAAUAUCGUACAUUAUACUCCCCUUUAUAUUUGGUAUAAGGAGAU
Ace-1-3 CGAAAUGUACAGUAAUUUUUUACUAUGUUAUAAUAAUAUUGUACAUUAUACUCCCCUUUAUAUUUGGGUAUAAGGAGAU
Ace-1-4 CUAUGUUUUAAACCCUGUACAAUCUAUGCUAUAAUAAAAAUGUAAUACAUUCUACCUCCCUUAAACCUAAGGUAUAAGG
Ccl-1-6 CGGUGCUAUAACAUCUUCACCAACUGUGUUAUAAUAAAAUUGUAACACAUUCUACCUCCCUUAAACGUCAGGUAUAAGG
Pth-1-8 UUAAAGCAAAAAAGUUAAAUAAAAAUUAACAAAAUACCUUGUUAAUUUGGCAUUUUUGUUAUAUUAUACUAAUAUAAAU
Lba-1-4 GCUUAUAUUAUGGCGGGAAUUGGAUUAAUGUUCAAUGAAAAGUUCGGCGGAAAUUGACAUUUUUCUACAAAAGUGUUAA
Fpr-1-1 CUUUUGUGCAACUUGCCAAAGAUGCUUUUGGGUUAUUGACAAAAAAAAAAAAAGUUUUAAUGAUUUUUGUGUAAGAUGC
Csp-4-7 UUUGUUCUUUGUGAACUAAAUAUCAAUAUAUUUUACAAUAAAUACUAUAAAAUCAAAAUAAAGUUUUUUGUUCAACAGU
Cbe-1-4 AAGUUUAACAAUACUACAUUAACAAUAAACGUUAGAUAAGCAAAAUAAAGUUUUUAUUUAAAAGUACGAUAUAUUUAAU
Ece-1-5 UCACAUUGAACAUAAAAAGAAGUUUAUAUUUGUGCUUUUUGCGAAUAAAAAUAUGAUUGAAGGUAUUGUAUAAUGAACA
Rsp-1-1 AAUGUGUCUGUGAAUAAACCAGUGUGCCGACAAGUUGAUUCUUCGAGAAAUCAACUUGUUGGCACACCAGGUAACUGUA
Esp-1-1 UUUCGGGCGUUAAAACGAUAAAUUUUUCUUGUGUAUAGUGAGCGUUAAAGUAUAAUAAAAUCAAUUUUUUGCAUAAGAU
Dfo-1-1 GGGCGUUAAAACGGUAAUGUUUUUCUUGCGUACAGUAGAUACGCUAUAGUAUAAUAAAACCAGUUUUUUGCAUAAAUUU
Rob-1-2 GUUAAAACGGUAAUUUUUUUUCUUGUGCAUAGUAGAACGUUAAAGUAUAAUAAAAUCAGUUUUUUUGCAUAAGUUUAAA
Eha-1-2 AUUUUCGGGUGUUAAAACGGUAAUGUUUUUCUUGUAUACAGUAGAGAACCAUAGUAUAAUAAAACCAGUUUUUUUGCAA
Ast-1-1 CAUCAUAGUGGUUAUAGGUUACAUGAUAAUAAGUAAUUUUAUAAAAAUAACUUUACAAGUAACCUGAUUAGGUAUAUAA
Dfo-1-2 AAGAGAAUUCACAUUGUGUGUUCUUUUUUUUAUACUCUAACAUAGAAAAAUAUGGACAUGAGAAAAUAAGAAGUGCUAU
Hhy-1-3 AUGUUGCAAUUCACCUAAUCUUAAUAAUAAUAAUUAUUUUUUGCAAUCUGAUUAUUUUUUAUGUAUAAUUAACUAAUAA
Ame-1-11 UAGCAUUUAAUUUAGAGUAAUUAUUUCAUCGGUAGUAAUGGUCUUGGUAAUACAUUGAAGCUGAGGAAGUAUAUAUGUU
Dru-1-5 CAUGGAUAUUGAAAAAGAUGUAAAAAAAGGAUAGAAUGAGUAGGAAAAUAGUCCUGUCUAUGGGACUUUUUACCUAUAA
Dru-1-6 GUAAAAAGCAAAAAAGCAGGAAAUACAAAAACCCUAACCUCAGGGAUUGUUAAUAGACAACACCAUAGUUAAAUAAAAU
Ace-1-5 AAUCUAGUAUUUGAGUCCUAAUCUAGUACUAAUAGCCUAUUAAAAUCGAUUCCAUAAUAUGCUAUAAUGAAAUCUAUAU
Dsp-1-12 GACGUAUUGGAUGCCCUACAAAGGAUGCUUAAGAAAACUGAUUUGAUUUAUUAUUGCAGACCUCUGUUCAUGCCCAAAA
Dac-1-13 AGUGUUGGAAAUAGCGCCUUAAAAAUUUAAUUUUGAUUGCAAUUCAAAGUGAGUCUCUGAAAUCACUUUAAUCCGAAAU
Mth-1-6 UAGCCUUACCGCCCGCCGGCAAUUUCUCUCCUGGUAUAUCUUGCAUAUUCUUCCUCUCCUGCGGUAUAAUAAGGGCGAA
Aca-1-5 AUAAAAUUCUCUGGAAACAAUAGGUAUUCAUUGACAUUCCCACGGUUAGACCAUAUACUUAGGGUAGAAAUAAGCACCG
Asp-1-5 AAUUCUCUGGAAACAAUAGGUAUUCAUUGACAUUCCUACUGUUAGACCAUAUACUUAGGGUAGAAAUAAGCACCGCUUA
Sac-1-2 CGUCGGGCCGUGUUAUGAUGAGCACAAAUCUCAUCAUUCGACGCAUAGAUAACCCUCAGAUGAGAUAUCAAGAAAUGGG
Dsp-1-13 UGUGUCGGUAUUUGCGUCGUGUUGGGUGCUCCAGAUUCUUGUCAUUAACCGUAGGUAUAGCUAUAAUUAAUUAUGUCUA
Ere-1-2 CACAGACAGGCUACUAACAAUUUUAUUGCUAUAUUACAUCUGUAUGAAUAAAGAAAAUAUAUUGACAAAAAUGUGCAAA
env-1 AUUAUAGAGGAAAAAGAGAAGAUAGAAUUAUAACGUGAACAAUUAAAUUGUAAUAAAAAUGACGUAAUAAUGCAAAUAC
env-3 AUUAUAGAGAAAAAAGAGAAGAUAGAAUUAUAACGUGAACAAUUAAAUUGUAAUAAAAAUGACGUAAUAAUGCAAAUAC
env-5 .......................AGAAUUAUAACGUGAACAAUUAAAUUGUAAUAAAAAUGACGUAAUAAUGCAAAUAC
env-6 UUGCUCUGCUUUCAGUCGGAAUUCUAUUACAUAAUGUAUAUUAUGUAAUCUCUCAUAUGAGAUGCUUCCUUUAGAAAUA
env-13 .......CAAGUCUUGUUAUCUUUUGUUGUAAAUUAGGGUAAAAUGACGAAAAACGAAUUGACAAAAUGCGUUUAGAGG
env-14 ACGUAUGUAUUUGCAAAGUAGCCUUGGUCGCCUUAUGACACAAGACUAUUUUUUUUACUUGUCAGGCCUUUGAACUUGA
env-15 ACGUAUGUAUUUGCAAAGUAGCCUUGGUCGCCUUAUGACACAAGACUAUUUUUUUUACUUGUCAGGCCUUUGAACUUGA
env-17 UUUUACAAUAUUGUAACUUAAAUUUAGUGUAUAUAAGUUGAAAAAUGUUGUAAAAGAUGUAAUAAUAGAAUAAAAAUGA
env-18 AAGUUCAACAAUAUUACAUUAACAAUAAACGUUAGAUAAGCAAAAUAAAGUUUUUAUUUAAAAGUACGAUAUAUUUAAU
env-19 AUAAACGUUAAAACGGUAAUUAUUUUCUUGUGUAUAGCAGAGCAUUAAAGUAUAAUAAAAUCAGUUUUUUGAAUAAGAU
env-20 AUAAACGUUAAAACGGUAAUUAUUUUCUUGUGUAUAGCAGAGCAUUAAAGUAUAAUAAAAUCAGUUUUUUGAAUAAGAU
env-21 ...........................UUGUGUAUAGCAGAGCAUUAAAGUAUAAUAAAAUCAGUUUUUUGAAUAAGAU
env-22 AUAAACGUUAAAACGGUAAUUAUUUUCUUGUGUAUAGCAGAGCAUUAAAGUAUAAUAAAAUCAGUUUUUUGAAUAAGAU
env-24 AUAAACGUUAAAACGGUAAUUAUUUUCUUGUGUAUAGCAGAGCAUUAAAGUAUAAUAAAAUCAGUUUUUUGAAUAAGAU
env-26 ..........................CUUGUGUAUAGCAGAGCAUUAAAGUAUAAUAAAAUCAGUUUUUUGAAUAAGAU
env-27 GGCACUUGCGGCAAAAAUGGUGAUGCAGCUGACAAUUUAACAUUUUAUCCAGAAAAAUAUAUUGACAAAAAUGUGCAAA
env-29 CACAGACAGGCUACUAACAAUUUUAUUGCUAUAUUACAUCUGUAUGAAUAAAGAAAAUAUAUUGACAAAAAUGUGCAAA
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Bca-1-1 GACAUUCCCUG...GA..G.CG..C..G........ACAAAGGCAAA.C.C..G.G..CCGAAA.................................................G.A.C..CG..G
Bca-1-2 G....UACUAU.......G.GAACC..G.......ACAAAUGGCAAA.C.C..G.G..CUGAAA.................................................A.A.C..CG..G
Tpo-1-1 UAUAAUUGGUA....C..AAGU..C...........AUUUUGGCAAA.C.U..C.C..GCGAAA.................................................G.U.G..GG..G
Dac-1-1 GACUAAUUUCC....................UAAGCAAUACGGCAGA.C.C..G.U..CCGAAA.................................................G.A.G..CG..G
Ece-1-1 AAUUUGUUAAA.......AUUA..A..U........UGCAUAGCAAA.C.C..U.G..UAGUGA.................................................U.G.C..AG..G
Ece-1-2 AUUUGUUAGAA....U..U.AA..U..U.........GCAUAGCAAA.C.C..U.G..UAGUGA.................................................U.G.C..AG..G
Ece-1-3 CAUUUGUUAAA...................AUUAAUUACAUAGCAAA.C.C..U.G..UAGUGA.................................................U.G.C..AG..G
Cas-1-1 AAUCGCAAGUG.......................AAUAACGGGCACA.A.C..U.G..UCGAAA.................................................G.G.C..AG..U
Cba-1-1 GUGAUUUACAA....................UUGAAGACCGGGCAUA.G.C..U.G..UCGAAA.................................................G.G.C..AG..U
Hpr-1-1 U......UAGA.......U.UA..A....AAUAAAAUAAAAAGCAAA.A.C..A.A..CCUAAA.................................................G.G.U..UG..U
Csp-6-1 CCCGCGAUUCG.......U.CU..GCUG........AUCAUGGCAAA.A.C..A.G..AUGAAA.................................................A.U.C..UG..U
CDe-1-1 UAGCUGCAUAU....A..C.CC..C..G.........AAAGGGCAAA.C.C..G.GU.ACGAAA.................................................G.U.C..CG..G
Hpr-1-2 GUAAAAUAAUA....................UUUUAAUAAAAGCAAA.A.C..A.A..UUGAAA.................................................A.A.U..UG..U
Ere-1-1 GAUAAAAUUUU..........GC.AUAU........AAAAGGGCACA.C.U..U.A..UGGAAA.................................................C.G.U..AA..G
Sgl-1-1 G...AUUAUUG.......A.C.ACUAC...CGAGCGAUAAGAGUAAA.C.C..U.G..UCCAAA.................................................G.A.C..AG..G
Cci-1-1 CCCCAUAAUAU....A..A.AUGA...U........CGAUCAGCAAA.A.C..U.A..GCGAAA.................................................G.C.U..AG..U
Csp-4-1 UGUUAUAAUUA...UC..U.UA..AAAG.........AAAAGGCAAA.U.C..A.U..UAGAAA.................................................U.A.A..UG..A
Cha-2-1 AUGACAAUUAC........................AUAUUCGGCACA.U.C..U.G..UUGAAA.................................................A.G.C..AG..A
Bpr-1-1 AUCGUCGACAG.............UUUG.......AUAUCGGGCAAA.G.C..A.A..GCGAAA.................................................G.C.U..UG..U
Tpo-1-2 AGAGCUGAUAA.........................UAUUGGGCAAA.C.C..C.GU.ACGAAA.................................................G.A.C..GG..G
Dyo-1-1 GAUUUUUCUGA.......A.CU..UAU.........UUAUUUGCAAA.C.A..U.G..UCACAU.................................................G.G.U..AA..G
Cce-1-1 AAACUUAAGAA........AAAG.U..G........AAAAAGGCAAA.U.C..A.U..GGGAAA.................................................U.C.A..UG..A
Tpo-1-3 UGGUAAUAUGC..........G..ACUG........ACAAAGGCAAA.C.U..U.G..UCGAAA.................................................G.A.C..AG..U
Ame-1-1 AAUUUAACAAA.........GAA.U..G.........UAAAGGCAAA.C.C..A.U..UGCAAA.................................................C.A.A..UG..G
Cst-1-1 AUUUCCCAAUU....U..G.UA..U..G........AAAAAGGCAAA.C.U..A.C..AGGAAA.................................................C.U.G..UA..G
Cst-1-2 UUUAAUCCUAC....U..U.AA..U..G........AAAAAGGCAAA.C.U..A.U..GGGAAA.................................................C.U.G..UA..G
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Aar-1-1 AUACUUUCUAG...........AACUAG.........AAAGGGCACA.C.U..U.A..UCGAAA.................................................G.G.U..AA..G
Cbo-1-1 A.....UUUGU.......U.GA..A..U..GUAAAUAUUGGGGCAAA.G.C..A.C..GUGAAA.................................................A.C.G..UG..U
Eba-1-1 GGAACUUACAC.......................GAAAUGAGGCAAA.C.U..U.G..UCUAAA.................................................G.A.C..AA..G
Tac-1-1 UUAGUAGAAAG.....................AUAUAAUUUGGCAAA.C.U..C.C..UCCAAA.................................................G.A.G..GU..G
Tpo-1-4 GUAAUUCAUAU.......................AAAAGUUGGCAAA.C.U..U.C..GCGAAA.................................................G.U.G..AA..G
Cbo-1-2 AAUAUGAUAUA....U..U.CA..G..G............UAGCAAA.G.U..A.G..UUGAAA.................................................G.U.C..UA..U
Lba-1-1 AAAAGGCGUGA...................AAACUACAUUCGGCAAA.C.U..U.A..UUGAAA.................................................A.G.U..AA..G
Lba-1-2 AAAAGGCGUGA...................AAACUACAUUCGGCAAA.C.U..U.A..UUGAAA.................................................A.G.U..AA..G
Cce-1-2 UAAUAAACUUU....................AUAAAUUAAAGGCAAA.C.U..A.U..GCGGGA.................................................G.C.A..UA..G
Tpo-1-5 AUAAAUAUUGG.....G.U.CC..C..G.........AAACGGCAAA.C.C..A.G..GUGAAA.................................................A.U.C..UG..G
Ova-1-1 U..AUACAAUA.......A.AU..U.....GUAAAAUCAUUGGCAAA.A.C..C.G..UCGAAA.................................................G.A.C..GG..C
Dme-2-1 CUUUGUGAAAA.......CGGU..U..G............GGGUAAA.C.U..U.C..GCGAAA.................................................G.C.G..AA..G
Dyo-1-2 ACUCUUAAAAU.......CGGU..U..G............GGGUAAA.C.U..U.C..GCGAAA.................................................G.C.G..AA..G
Dsp-1-1 UAAUCAGCAGU....U..CGGU..U..G............GGGUAAA.C.U..U.U..GCGAAA.................................................G.C.G..AA..G
Dme-2-2 GAAUAGUCCAA...GU..U.CG..GUUG............GGGUAAA.C.U..U.C..GCGAAA.................................................G.C.G..AA..G
Dac-1-2 AACUUAUAUUU..UUU..U.....C..G........GUUGGGGUAAA.C.U..U.C..GCGAAA.................................................G.C.G..GG..G
Dme-1-1 UGUAUAAUCUUU........UA..UUGU........GUUGGGGUAAA.C.U..U.C..GUGAAA.................................................G.C.G..AA..G
Ddi-1-1 UUAAACAUCUUAU........AA.U..G........GUUGGGGCAAA.C.U..U.U..GCGAAA.................................................G.C.A..CA..G
Dha-1-1 UUAUAUUAUCG.UUGA..UGGU..U..G............GAGCAAA.C.U..U.U..GUGAAA.................................................G.C.A..AA..G
Dde-1-1 AUUAAAUAUUU.CUAAU.G.GU..U..G............GGGCAAA.C.U..U.U..GUUAAA.................................................G.C.A..AA..G
Aar-1-2 UAAUAUUCAUC.......C.CCU.C..A........AAAAAGGCACA.C.U..U.G..CUGAAA.................................................A.G.U..AA..G
Sth-1-1 C.ACUCUUCCC....C..C.AG..C..G........AUAAAGGCACA.C.C..C.G..CCGAAA.................................................G.A.C..GG..G
Dme-2-3 AAGAUAUAAAG.........UU..AUUG.........ACAAGGCAAA.C.U..G.A..GCGAAA.................................................G.C.U..CA..G
Tma-1-1 C.AUGGCGACA....CG.C.CG..C..G.........AACGGGCAAA.C.C..C.G..CCGAAA.................................................G.G.C..GG..G
Dsp-1-2 AUUAAAUAAUG.........GU..UCUG........AAAAUGGCAAA.C.U..U.A..GCGAAA.................................................G.C.U..AA..G
Dor-1-1 UUGUUAUAAGG....C..U.AA..A..G........ACAAAGGCAAA.C.C..C.A..GCUAAA.................................................G.C.U..GG..G
Eli-1-1 UGUAGAAUAGA.....A.U.UG..UU.C.........AAAAGGCAAA.G.C..G.GU.GCGAAA.................................................G.C.C..CG..U
Osp-1-1 ACCGUACUAAC.........GG..UAGG........ACAUCGGCAAA.C.C..C.G..GGGAAA.................................................U.C.C..GG..C
Mth-1-1 CUUUCUUACUC....C..G.GG..C..G........UCAAAGGCAAG.C.U..C.U..CCGAAA.................................................G.G.G..GAU.G
Dac-1-3 ACUAACAACAA....A..A.UA..UUAU.........CUAGGGCAAA.U.U..G.U..UCGAAA.................................................G.A.A..CA..A
Dor-1-2 AUAGUCUUUAA.........UA..C..U....CAAAUAGUAGGCAAA.U.C..U.A..UUGAAA.................................................A.A.U..AG..A
Dku-1-1 CAUCUUAGCAC...A...U.UG..U..C.........CAGGGGCAAA.C.U..U.CA.CCGAAA.................................................G.G.G..AG..G
Awo-1-1 AAAUAUACUGA.......................AUUAGAGGGCAAA.G.C..U.G..UUGUGA.................................................A.A.C..AG..U
Asp-1-1 A.....UUAAU.......C.AG..U....AAUUUAAUAUUUAGUAAA.A.C..U.A..UCGAAA.................................................G.G.U..AG..U
Eli-1-2 CAUCCGAAUCA..........U..UUUG.......AAAUAGGGCAAA.A.C..U.A..CUGAAA.................................................G.G.U..AG..U
Pth-1-1 G.AAGAUAAAU....A..U.UUC.CACG.........GAAGGGCAAA.C.C..U.C..CCGAAA.................................................G.G.G..UG..G
Dac-1-4 A...AUUAAUA..........A..C....AGUAACAAUAAUAGCAAG.C.U..U.GG.ACGAAA.................................................G.U.C..AA..G
Toc-1-1 GAAAUGAACAA....G..U.AUA.C...........CAAAGUGCAAA.C.C..A.G..CCGAAA.................................................A.G.C..UG..G
CDe-1-2 AUUGCGAGUUU...UC..C.UA.....G.........AAAGGGCAAA.C.C..U.G..GCGAAA.................................................G.C.C..AG..G
Cpa-1-1 AAUUGAAUAUG.......................GAUUUUUAGUAAA.U.C..U.G..UCGAAA.................................................G.G.C..AG..A
Csp-4-2 AUAUUUAUUUA.........GU..AAUG........AAAAAGGCAAA.U.U..U.A..UCGAAA.................................................G.G.U..AA..A
Cob-1-1 UUAAAGUGAUA....U..U.CC..U..G........AAAAAGGCAAA.C.A..C.A..GGGAAA.................................................C.C.U..GU..G
Chy-2-1 CACAAAGCGAA.........U.U.CCUG........AAAAGGGCAAA.C.A..C.A..GGGAAA.................................................C.C.U..G...G
Dac-1-5 GAAGCAAAGGA....C..A.CU..U..G........AAAAGAGCAAA.C.C..U.A..GCGUGA.................................................G.C.U..AG..G
Lba-1-3 CAUAUUAUUUA...................AUUUAAUACUUGGCAAA.C.U..U.G..CUGAAA.................................................A.G.C..AA..G
Hhy-1-1 AAAUUUAAUAU.......U.UU..AAUA........UUAAUAGCAAA.A.U..A.U..UCGAAA.................................................G.A.U..UA..U
Hhy-1-2 AUUUUUAGCAG...................UUAAAUAUAAAAGCAAA.A.U..A.G..UUGAAA.................................................G.A.C..UA..U
Dre-1-1 UUAAAUUAACA...................UAAUAAAGAAAGGCAAA.C.C..U.A..CUGAAA.................................................G.G.U..AG..G
Aca-1-1 GAAAGGAAU.....................AUUACAUAUUGGGCAAA.A.C..A.G..GUGAAA.................................................G.C.C..UG..C
Asp-1-2 GAAAGGAAU.....................AUUACAUAUUGGGCAAA.A.C..A.G..GUGAAA.................................................G.C.C..UG..C
Cbu-1-1 AAUAAGUAUAA....A..U.UUC.A..U.........AUUGGGCAAA.G.C..A.G..UUGAAA.................................................A.G.C..UG..U
Aca-1-2 G....UCUCGG....A..U.AA..AUUU........UCAUCGGUAAA.G.C..U.G..CCGAAA.................................................G.G.C..AG..U
Asp-1-3 G....UCUCGG....A..U.AA..AUUU........UCAUCGGUAAA.G.C..U.G..CCGAAA.................................................G.G.C..AG..U
Aca-1-3 C.....AUACA.......A..U..U..G..AAUUAUUCAUCGGUAAA.A.C..U.A..UUGAAA.................................................G.A.U..AG..U
Dme-1-2 AAGAAUAUGAA.......G.CAA.U..G........ACAAGAGCAAA.C.C..U.G..GCGAAA.................................................G.U.C..AG..G
Dme-1-3 AUCAUAUAAAA....A..C.AA..U..G........ACAAAGGCAAA.C.C..U.G..GCGAAA.................................................G.U.C..AG..G
Ece-1-4 GUGAUAGGACU.......U.CA............AAUCAAAGGCAAA.A.C..A.G..ACGAAA.................................................G.U.C..UG..U
Tpo-1-6 AGCAGUACCUA.........AC..UUUG........AUAAAGGCAAC.U.U..U.A..UCGAAA.................................................G.A.U..AA..A
Nth-1-1 UAAGAUAGCUU...GU..U.AU..C..G............GGGCAAA.C.C..U.A..AUGAAA.................................................G.U.U..AG..G
Dre-1-2 GUCAAUAAAAC....U....UAAC...A........AACAGGGCAAA.C.C..U.G..GUGAAA.................................................G.U.C..AG..G
Eli-1-3 AACGUUUUUAA...........AACGUA........AAAAGGGCAAA.U.C..U.G..UUGAAA.................................................G.G.C..AG..A
Pth-1-2 C......AUAA.......U.CAA.CAAG.........AAAAGGCAAA.C.C..C.GG.GCGAAA.................................................G.C.C..GG..G
Dgi-1-1 UGUUUAAUAUC....U..G.....UUUC........ACAAAGGCAAA.C.U..A.CA.UCGAAA.................................................G.A.U..UA..G
Tsu-1-1 CCACCCCCCGC.......G.GCAGC..G........ACAAAGGCACC.C.C..U.G..UCGAAA.................................................G.G.C..AG..G
Tma-1-2 UCACCCCCCGC.......G.GCAGC..G........ACAAAGGCACC.C.C..U.G..CCGAAA.................................................G.G.C..AG..G
Bpr-1-2 GUUAAGAUUCA...................UAUCAAAUAAAGGCAAA.G.C..C.A..UUGGAA.................................................A.A.U..GG..U
Csy-1-1 GACUAAUAACA....A..A.UA..U..U.......AUAUUUGGCAAA.C.C..C.G..UCGAAA.................................................G.G.C..GG..U
Sgl-1-2 GAAACUGACUG....UG.A.AC..U..G.........AAAAGGCAAA.C.U..U.G..CCGAAA.................................................G.G.C..AA..G
Ccl-1-1 ACUCAAAAACC....C..U.UU..C..G........AUACUGGCAAA.C.C..C.A..AUGAAA.................................................A.U.U..GG..G
Dni-1-1 AUGUGAAAUUA.....G...AU..G..U.......AUAUUGGGCAAA.C.C..C.G..UCGAAA.................................................G.G.C..GG..U
Ame-1-2 GAAGUGAAAC.....AAUUAA...A..U........AAAAGGGCAAA.C.U..U.A..UCGAAA.................................................G.A.U..AA..G
Awo-1-2 AAAUCGAAAAA...................AUUGAAUAAUCGGCAAA.C.U..U.A..CUGAAA.................................................A.G.U..AA..G
Aca-1-4 G....UUUAGA.......A.AG..A..G..UAAAAUAAAUAGGCAAA.G.C..U.G..CCGAAA.................................................G.G.C..AG..U
Dac-2-1 UUAAAUAUUAA.........AC..A..G.........GAAGAGCAAA.C.C..U.G..GCGAAA.................................................G.U.C..GG..A
Dca-1-1 UUUUCCUAAAA....AG...GU..U..G........AAAAAGGCAAA.C.C..U.AU.CCGAAA.................................................G.G.U..AG..G
Dni-1-2 UUUUCCUAAAA....AG...GU..U..G........AAAAAGGCAAA.C.C..U.AU.CCGAAA.................................................G.G.U..AG..G
Dac-1-6 UAUUUAAUAUA...GC....UG..C..G........ACAAUGGCAAA.C.C..C.U..GCGAAA.................................................G.C.A..GG..G
Sac-1-1 UUACAAAUUAC.....A.U.GU..C..G........UUCAAGGCACA.A.C..A.U..CCGAAA.................................................G.G.G..UG..U
Cas-1-2 AUCAACUACAU..........................ACUUGGCAAA.A.C..U.G..AUGAAA.................................................G.U.C..AG..C
Awo-1-3 ACAGAAAAAAU.......................AAACAAAGGCAUA.A.C..A.G..GUGAAA.................................................A.C.U..UG..G
Dre-1-3 G..............A..A.UU..U..C.ACUUCAAAAAUGGGUAAA.U.C..U.....UGAAA.................................................GG..U..AG..G
Dgi-1-2 AAUUUCUCUCC.......A.CGGGU..U............AGGCAAA.C.C..U.G..GUGAAA.................................................G.C.C..AG..G
Dku-1-2 AUACGGUGCUU.......A.CGGGU..U............GGGCAAA.C.C..G.G..GCGAAA.................................................G.C.C..CG..G
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Mth-1-2 UUUUGAACCAG...AG..C.UGC.U..C........AAAAGGGUAAA.C.C..C.A..UCGAAA.................................................G.G.U..GG..G
Tpo-1-7 CGACAGAUACG....U..A.UAU.CGUU............UGGCAAA.C.C..A.U..GCGAAA.................................................G.C.A..UG..G
Nth-1-2 ACUGACAGUUU...AU..C.CU..U..G........ACAAGGGCAAA.C.C..U.A..UCGUGA.................................................G.G.U..AG..G
Nth-1-3 UAAUAGAAUAG...AA..U.CU..U..G........AUAAAGGCAAA.C.C..U.A..UCGCGA.................................................G.G.U..GG..G
Nth-1-4 UACUAUAAUUC...UU..U.CU..U..G........AAAAUGGCAAA.C.C..U.G..CCGUGA.................................................G.G.U..GG..G
Dku-1-3 UUCAAUCCGAA.........UC..C..U.........GGAGGGCAAA.C.U..C.G..GCGAAA.................................................G.C.C..GG..G
Dku-1-4 UCAAUGUCAAA.......U.CC..CGGU............GGGCAAA.C.C..C.G..GCAAAA.................................................G.C.C..GG..G
Dku-1-5 AAAAUUCGCAA.............CUUU.......CCGGAGGGCAAA.C.C..C.G..GCGAAA.................................................G.C.C..GG..G
Csp-4-3 GUAAGUUUAGA....A.....CC.AUAG........AUAAAGACAAA.U.C..A.G..UUGAAA.................................................G.A.U..UG..A
Cst-1-3 UAUUAGAUCUC....U..C.CU..CACG........ACAAUGGCAAA.G.U..A.G..UAGAAA.................................................U.G.C..UA..U
Tpo-1-8 AGUUGAAGAUU....U..U.UU..C..G........AAAAAGGCAAA.C.C..U.G..UCGAAA.................................................G.G.C..GG..G
Tph-1-1 ACCGAUAAUUC....G..A.UC..C..G........AGAAAGGCAAA.A.C..C.G..UCGAAA.................................................G.A.C..GG..C
CDe-1-3 AAAAAAAAUGG....U..A.UC..U..G.......AUUCAGGGCAAA.G.U..C.G..CCGAAA.................................................G.G.U..GA..C
Dme-1-4 UUUAAAAAAUU.....G.U.UC..U..G........AUAAAGGCAAA.A.C..A.U..CUGAAA.................................................A.G.G..UG..U
Csa-1-1 ACUAUUAAAAA.............UAAG........UCAAAGGAAAA.C.C..U.G..U.UAAA...................................................A.A..AG..G
Dsp-1-3 AGUAUCGACAU.........AUAAC..G........ACAAAGGCAAA.C.U..U.G..GUGUAA.................................................A.C.C..AA..G
Dac-1-7 C....CAUCUA....A..U.AA..AAUG........ACAAAGGCAAA.C.U..U.U..GUGUAA.................................................A.C.C..AG...
Dsp-1-4 UAAUUAAAUAA...........AAAACG........AUAAAGGCAAA.C.U..U.G..GUGAAA.................................................G.C.C..AA..G
Dac-1-8 UAUACAAUAAA.............A..G........ACAAAGGCAAA.C.U..U.G..GUGAAA.................................................G.C.U..AA..G
Dsp-1-5 AUGUAUCAACA.......U.AU..AACG........AUAAAGGCAAA.C.U..U.G..GUGAGA.................................................G.C.C..AA..G
Dac-1-9 GUUAAUUAAAC.........UUC.AGUG........CUAAAGGCAAA.C.U..C.A..GUGAGA.................................................G.C.U..GA..G
Dsp-1-6 UAACUUAAUAU....U..C.UG..C..G........AUAAAGGCAAA.C.U..C.A..GUGAGA.................................................G.C.U..GA..G
Dsp-1-7 UAAUUUAAUAC....U..C.A.G.C..G........AUAAAGGCAAA.C.U..C.A..GUGAGA.................................................A.C.U..GA..G
Dme-2-4 UAAUUUUAUAU....U..C.UG..C..G........AUAAGAGCAAA.C.C..C.A..GUGAGA.................................................A.C.U..GG..G
Pth-1-3 UUUAUUAUCAA.......A.AC..U..G........UAAAAGGCAAA.C.A..G.U..CCGAAA.................................................G.G.G..CU..G
Dme-1-5 GAUUAUUUCAA....A..A.CA..UUUG.........UAAAGGCAAA.C.U..C.A..GUGAAA.................................................G.C.C..GA..G
Dru-1-1 AUAUAGCUAAU....U..G.UU..A..A.......AUAUCGGGCAAA.U.C..U.G..UCGAAA.................................................G.G.C..AG..A
Chy-1-1 ACAGGUACUCC...UC..C.UU..U..G........UCAAAGGCAAA.C.C..C.G..GUGAAA.................................................G.C.C..GG..G
Toc-1-2 CGACAUAUACC.........GC..C..G.......AUAAAAGGCAAA.C.C..U.G..UCGAAA.................................................G.G.C..AG..G
Pth-1-4 UCAUAUUCACU...GU..U.UC..C..U........AAAAGGGCAAA.C.C..A.U..UCGAAA.................................................G.A.A..UG..G
Mth-1-3 AUAGAAAAAUA.........UC..CUUG........UUAAGGGCAAA.C.C..U.G..GUGAAA.................................................G.C.C..AG..G
Toc-1-3 AAAUAAAAUUA....U..U.UC..C..G........UCAAGGGCAAA.C.C....G..UCGAAA.................................................G.G.U..AG..G
Dru-1-2 UUGGAAAAAUU.......A.AAUAC..G.........AAAAGGCAAA.C.C..U.A..GCGAAA.................................................G.U.U..AG..G
Dac-2-2 AAAAAUAAAAA....................AUAACUAAUGGGCAAA.A.C..C.AU.ACGAAA.................................................G.A.U..GG..U
Dre-1-4 A......AUAA.........UU..U......GAAACUGAAGGGCAAA.C.C..C.GA.ACGAAA.................................................G.A.C..GG..G
Cth-2-1 UAUCCAAGCGG...................AACAUUACAAAGGCAAA.C.C..C.A..UCAAAA.................................................G.A.U..GG..C
Cth-4-1 UAUCCAAGCGG...................AACAUUACAAAGGCAAA.C.C..C.A..UCAAAA.................................................G.A.U..GG..C
Ckl-1-1 G.AAAAUAGAA.......U.UC..C..G.......ACAAAGGGCAAA.C.U..U.G..CCGAAA.................................................G.G.U..AA..G
Csa-1-2 G.AAAAUAGAA.......U.UC..C..G.......ACAAAGGGCAAA.C.U..U.G..CCGAAA.................................................G.G.U..AA..G
Ddi-1-2 GAAAAAGUUAA.......U.CAUGC..G........ACAAGGGCAAA.A.C..U.G..UUUAAA.................................................A.G.C..AG..U
Ral-1-1 UAAAAAUAUAU...................UAUAUCACAAAGGCAAA.A.U..U.G..CUGAAA.................................................G.G.C..AG..U
Ral-1-2 GUAUAAUAUAA...U.....UA..AUAG.......UAAAAAAGCAAA.A.C..U.A..CUGAAA.................................................A.G.C..AG..U
Ral-1-3 AUUAGCUGAAA.............A..U........AUAAAAGCAAA.A.U..U.G..CUGAAA.................................................A.G.C..AG..U
Eha-2-1 AUAAAUAUUGC.........AA..AAUG.........UAUCGGCAAA.C.C..C.G..UCGAAA.................................................G.G.C..GG..G
Eha-2-2 UUAAAUAUCAG..........................AAAAGGCAAA.C.U..G..A.CCGAAA.................................................G.G.C..AG..G
Dgi-1-3 AAGUAAAUAGC.....A.A.A.U.U..G........AUAAAGGCAAA.U.C..C.G..UCGAAA.................................................G.G.C..GG..A
Dyo-1-3 CAAGAACUUAC.....A.A.AU..U..G........AUAAAGGCAAA.U.C..C.A..UCGAAA.................................................G.G.U..GG..A
Cdi-1-1 UUAUGUUAUUA.......U.UC..A..G........AUAUAGGCAAU.A.U..U.A..GAUAAA.................................................U.C.U..AA..U
Cdi-17-1 UUAUGUUAUUA.......U.UC..A..G........AUAUAGGCAAU.A.U..U.A..GAUAAA.................................................U.C.U..AA..U
Cdi-15-1 UUAUGUUAUUA.......U.UC..A..G........AUAUAGGCAAU.A.U..U.A..GAUAAA.................................................U.C.U..AA..U
Cdi-2-1 UUAUGUUAUUA.......U.UC..A..G........AUAUAGGCAAU.A.U..U.A..GAUAAA.................................................U.C.U..AA..U
Cdi-18-1 UUAUGUUAUCA....................UUCAUAUAUAGGCAAU.A.U..U.A..GAUAAA.................................................U.C.U..AA..U
Cbu-1-2 UAUAUUGUAUA.......A..U..U..G.........AAUACGCAAA.G.U..U.A..AUGAAA.................................................G.U.U..AA..U
Cbu-1-3 AUAAUUUAAUA.......A.G...U..A........UUAAUGGCAAA.A.U..U.A..GAGAAA.................................................U.C.U..AA..U
Cbo-2-1 AACUUUCAAUA....A..A.AU..U...........UAAUAGGCAUA.G.C..U.A..GGGAAA.................................................U.C.U..AG..U
Cdi-1-2 AUAGAUAUAAA....A..U.UA..............AAUGAGGCAAA.A.C..U.A..GGGAAA.................................................C.C.U..AG..U
Cdi-17-2 AUAGAUAUAAA....A..U.UA..............AAUGAGGCAAA.A.C..U.A..GGGAAA.................................................C.C.U..AG..U
Cdi-18-2 AUAGAUAUAAA....A..U.UA..............AAUGAGGCAAA.A.C..U.A..GGGAAA.................................................C.C.U..AG..U
Cdi-15-2 AUAGAUAUAAA....A..U.UA..............AAUGAGGCAAA.A.C..U.A..GGGAAA.................................................C.C.U..AG..U
Cbo-5-1 A.UUAUGUAAU.......A.CAAUU..G.........AAUAGGCAAA.A.U..U.A..ACGAAA.................................................G.U.U..AG..U
Cbo-2-2 AAUAUGUAAUA....U..A.AC..U..G.........AAUAGGCAAA.A.C..U.A..AUUAAA.................................................G.U.U..AG..U
Cpe-5-1 U.A...............A.AUA.CUA..AAAUAAUAUAUUGGCAAA.C.C..U.A..GGGAAA.................................................U.C.U..AG..A
Cpe-1-1 U.A...............A.AUA.CUA..AAAUAAUAUAUUGGCAAA.C.C..U.A..GGGAAA.................................................U.C.U..AG..A
Cpe-7-1 U.A...............A.AUA.CUA..AAAUAAUAUAUUGGCAAA.C.C..U.A..GGGAAA.................................................U.C.U..AG..A
Cpe-2-1 U.........A.......A.AUA.CUAA..AAUAAUAUAUUGGCAAA.C.C..U.A..GGGAAA.................................................U.C.U..AG..A
Cpe-4-1 U.........A.......A.AUA.CUAA..AAUAAUAUAUUGGCAAA.C.C..U.A..GGGAAA.................................................U.C.U..AG..A
Cpe-3-1 U.........A.......A.AUA.CUAA..AAUAAUAUAUUGGCAAA.C.C..U.A..GGGAAA.................................................U.C.U..AG..A
Cpe-6-1 AAUACUAAAAA..........UAAU...........AUAUUGGCAAA.U.C..U.A..GAGAAA.................................................U.U.U..AG..A
Cbu-2-4 UUUAUUAUUUA........AGUA.U..G.........UUUUAGCAAA.G.C..U.A..GAGAAA.................................................U.C.U..AG..C
Cdi-1-3 A...................GU..AGU...GAAAAUUAAAUGGCAAA.A.U..U.A..GGGAAA.................................................U.C.U..AA..U
Cdi-17-3 A...................GU..AGU...GAAAAUUAAAUGGCAAA.A.U..U.A..GGGAAA.................................................U.C.U..AA..U
Cdi-15-3 A...................GU..AGU...GAAAAUUAAAUGGCAAA.A.U..U.A..GGGAAA.................................................U.C.U..AA..U
Cdi-10-3 A...................GU..AGU...GAAAAUUAAAUGGCAAA.A.U..U.A..GGGAAA.................................................U.C.U..AA..U
Csp-1-1 AAGUUAUAAAA.......................UUAAAUAGGCAAA.C.U..U.A..GAGAAA.................................................U.U.U..AA..G
Cpe-8-1 U.GAUAUUAUA.......A.CU..UU........AAAAUUCGGCAAA.A.U..U.A..GAGAAA.................................................U.C.U..AA..U
Cpe-3-2 U.GAUAUUAUA.......A.CU..U......UAAAAAAAUGGGCAAA.A.U..U.A..GAGAAA.................................................U.C.U..AA..U
Cpe-2-2 U.GAUAUUAUA.......A.CU..U......UAAAAAAAUGGGCAAA.A.U..U.A..GAGAAA.................................................U.C.U..AA..U
Cpe-9-1 U.GAUAUUAUA.......A.CU..U......UAAAAAAAUGGGCAAA.A.U..U.A..GAGAAA.................................................U.C.U..AA..U
Cpe-1-2 U.GAUAUUAUA.......A.CU..U......UAAAAAAAUGGGCAAA.A.U..U.A..GAGAAA.................................................U.C.U..AA..U
Cpe-4-2 U.GAUAUUAUA.......A.CU..U......UAAAAAAAUGGGCAAA.A.U..U.A..GAGAAA.................................................U.C.U..AA..U
Cpe-5-2 U.GAUAUUAUA.......A.CU..U.....UAAAAAAAAUGGGCAAA.A.U..U.A..GAGAAA.................................................U.C.U..AA..U
Cdi-1-4 CUUAAGUUAAA.......A.C...U...........AAAUAGGCAAA.U.C..U.A..GAGAAA.................................................U.C.U..AG..U
Cdi-1-5 UUGUAUAACAA.......A.AC..U...........AAAUCGGCAAA.A.C..U.A..GAGAAA.................................................A.U.U..AG..U
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Cdi-1-6 UUGUAUAACAA.......A.AC..U...........AAAUCGGCAAA.A.C..U.A..GAGAAA.................................................A.U.U..AG..U
Cdi-10-4 UAUAGAAUAAA......................ACUAAAUCGGCAAA.A.C..U.A..GAGAAA.................................................U.C.U..AG..U
Cdi-1-7 UAUAGAAUAAA.........AC..U...........AAAUCGGCAAA.A.C..U.A..GAGAAA.................................................U.C.U..AG..U
Cdi-1-8 G.UAGAAUAAA.........AC..U...........AAAUCGGCAAA.A.C..U.A..GAGAAA.................................................U.U.U..AG..U
Cdi-17-4 G.UAGAAUAAA.........AC..U...........AAAUCGGCAAA.A.C..U.A..GAGAAA.................................................U.U.U..AG..U
Cdi-8-5 G.UAGAAUAAA.........AC..U...........AAAUCGGCAAA.A.C..U.A..GAGAAA.................................................U.U.U..AG..U
Cdi-10-5 G.UAGAAUAAA.........AC..U...........AAAUCGGCAAA.A.C..U.A..GAGAAA.................................................U.U.U..AG..U
Cdi-11-5 GUAGAAUAAAA.........C...U...........AAAUCGGCAAA.A.C..U.A..GAGAAA.................................................U.U.U..AG..U
Cdi-1-9 GUAGAAUAAAA.........C...U...........AAAUCGGCAAA.A.C..U.A..GAGAAA.................................................U.U.U..AG..U
Cdi-17-5 GUAGAAUAAAA.........C...U...........AAAUCGGCAAA.A.C..U.A..GAGAAA.................................................U.U.U..AG..U
Cdi-1-10 G.UAGAAUAAA.......A.C...U...........AAAUAGGCAAA.A.C..U.A..GAGAAA.................................................U.U.U..AG..U
Cdi-17-6 G.UAGAAUAAA.......A.C...U...........AAAUAGGCAAA.A.C..U.A..GAGAAA.................................................U.U.U..AG..U
Cdi-8-6 G.UAGAAUAAA.......A.C...U...........AAAUAGGCAAA.A.C..U.A..GAGAAA.................................................U.U.U..AG..U
Cdi-18-3 G.UAGAAUAAA.......A.C...U...........AAAUAGGCAAA.A.C..U.A..GAGAAA.................................................U.U.U..AG..U
Cdi-15-6 G.UAGAAUAAA.......A.C...U...........AAAUAGGCAAA.A.C..U.A..GAGAAA.................................................U.U.U..AG..U
Cdi-10-7 G.UAGAAUAAA.......A.C...U...........AAAUAGGCAAA.A.C..U.A..GAGAAA.................................................U.U.U..AG..U
Cdi-4-6 G.UAGAAUAAA.......A.C...U...........AAAUAGGCAAA.A.C..U.A..GAGAAA.................................................U.U.U..AG..U
Cdi-18-4 G.UAGAAUAAA.......A.C...U...........AAAUCGGCAAA.A.C..U.A..GAGAAA.................................................U.U.U..AG..U
Cdi-15-7 G.UAGAAUAAA.......A.C...U...........AAAUCGGCAAA.A.C..U.A..GAGAAA.................................................U.U.U..AG..U
Cdi-1-11 G.UAGAAUAAA.......A.C...U...........AAAUCGGCAAA.A.C..U.A..GAGAAA.................................................U.U.U..AG..U
Cdi-17-7 G.UAGAAUAAA.......A.C...U...........AAAUCGGCAAA.A.C..U.A..GAGAAA.................................................U.U.U..AG..U
Cdi-8-7 G.UAGAAUAAA.......A.C...U...........AAAUCGGCAAA.A.C..U.A..GAGAAA.................................................U.U.U..AG..U
Cdi-18-5 GUAGAAUAAAA.............C..U........AAAUCGGCAAA.A.C..U.A..GAGAAA.................................................U.U.U..AG..U
Cdi-10-9 GUAGAAUAAAA.............C..U........AAAUCGGCAAA.A.C..U.A..GAGAAA.................................................U.U.U..AG..U
Cdi-2-9 GUAGAAUAAAA.............C..U........AAAUCGGCAAA.A.C..U.A..GAGAAA.................................................U.U.U..AG..U
Cdi-17-8 GUAGAAUAAGA.............C..U........AAAUCGGCAAA.A.C..U.A..GAGAAA.................................................U.U.U..AG..U
Cdi-2-10 GUAGAAUAAAA.............C..U........AAAUCGGCAAA.A.C..U.A..GAGAAA.................................................U.U.U..AG..U
Cdi-1-12 GUAGAAUAAAA.............C..U........AAAUCGGCAAA.A.C..U.A..GAGAAA.................................................U.U.U..AG..U
Cdi-15-8 GUAGAAUAAAA.............C..U........AAAUCGGCAAA.A.C..U.A..GAGAAA.................................................U.U.U..AG..U
Cdi-2-11 GUAGAAUAAAA.............C..U........AAAUCGGCAAA.A.C..U.A..GAGAAA.................................................U.U.U..AG..U
Cdi-10-11 UUAAGUUAAAA.............C..U........AAAUAGGCAAA.U.C..U.A..GAGAAA.................................................U.C.U..AG..U
Cdi-17-9 UUAAGUUAAAA.............C..U........AAAUAGGCAAA.U.C..U.A..GAGAAA.................................................U.C.U..AG..U
Cdi-12-9 UUAAGUUAAAA.............C..U........AAAUAGGCAAA.U.C..U.A..GAGAAA.................................................U.C.U..AG..U
Cdi-15-9 UUAAGUUAAAA.............C..U........AAAUAGGCAAA.U.C..U.A..GAGAAA.................................................U.C.U..AG..U
Cdi-16-9 UUAAGUUAAAA.............C..U........AAAUAGGCAAA.U.C..U.A..GAGAAA.................................................U.C.U..AG..U
Cdi-2-12 UUAAGUUAAAA.............C..U........AAAUAGGCAAA.U.C..U.A..GAGAAA.................................................U.C.U..AG..U
Cdi-18-6 UGCAAACGCAA.......A.AC..U..U.........AAUAGGCAAA.C.C..U.A..GAGAAA.................................................U.C.U..AG..G
Ace-1-1 UAAUUUGCAAU....C..A.UU..U..G........UAAAAGGCAAA.U.C..U.A..UCGAAA.................................................G.A.U..AG..A
Cth-2-2 UAAAUAUUGUA.........CU..UUUG........AAAAGGGCAAA.U.C..U.A..UCGAAA.................................................G.A.U..AG..A
Cth-1-2 UAAAUAUUGUA.........CU..UUUG........AAAAGGGCAAA.U.C..U.A..UCGAAA.................................................G.A.U..AG..A
Dac-1-10 UUAAGUUCAAA.....G.A.AU..U..G........AAAAGGGCAAA.C.U..U.A..UCGAAA.................................................G.A.U..AA..G
Tpo-1-9 AAAAAAUUAAA........ACCA.C..G........AUAAAGGCUAA.G.C..C.G..UCGAAA.................................................G.A.C..GG..U
Cas-1-3 UUGCAUACACA.......U.UAGAC..U........AUAAAGGCAAA.C.C..C.G..UCGAAA.................................................G.G.C..GG..C
Hor-1-1 UAUUCCUUCUA....C..C.U.C.C..G........GAAAUGGUAAA.C.C..C.A..UCGAAA.................................................G.G.U..GG..G
Mth-1-4 CAGUAGAAGGC...UU..U.AG..U..G........UAAAAGGCAAA.C.C..A.C..CUGAAA.................................................G.G.G..UG..G
Dku-1-6 UAAUUGUCUUU....A..U.UG..U..G........UUAAAGGCAAA.C.C..A.C..UCGAAA.................................................G.G.G..UG..G
Dme-2-5 UAAAUAUACCA....G..U.GA..C..G........ACAUUAGCAAA.C.U..U.GA.GCGAAA.................................................G.C.C..AA..G
Dor-1-3 AUUGAAUACUA....G..U.GA..C..G.......AUAAAUAGCAAA.C.U..U.GA.GUGAAA.................................................G.C.C..AA..G
Dde-1-2 U.......UUA.........CUUCU..A..AAAGAAACUUAUGAAAA.A.U..U.GG.UCUAAA.................................................G.G.C..AG..U
Tit-1-1 UUACUAAAAUG...AUA.U.UA..U..G........AGAAAGGCAAA.C.C..U.A..CCGAAA.................................................G.G.U..AA..G
Tma-2-1 UUACUAAAAUG...AUA.U.UA..U..G........AGAGAGGCAAA.C.C..U.A..CCGAAA.................................................G.G.U..AA..G
Hpr-1-3 GUUAUAGUAAU.......................AAAUAUUAGCAAA.A.U..U.A..GCGAAA.................................................G.U.U..GA..U
Sli-1-1 AAUACAUAACA........................ACUAAGGGCAAA.C.U..C.A..CCGAAA.................................................G.G.U..GA..G
Sgl-1-3 AGAUGUGAAAA...........AAUAUG........AUAAGAGUAAA.C.C..U.G..UCGAAA.................................................G.A.C..AG..G
Dme-1-6 UUUUUGCUAGG....U..U.CAA.A..G........AAAAAGGCAAA.C.C..C.G..UUGAAA.................................................A.G.C..GG..G
Csa-1-3 AAUUAAACAGU.........GUA.AUU.........UUAAGGGCAAA.C.U..U.G..CCGAAA.................................................G.A.C..AA..G
Sgl-1-4 AUAAAAAGGGU....U....GG..AAUA........UUAAGGGCAAA.C.C..U.G..UGGAAA.................................................U.G.C..AG..G
Dal-1-1 GAAUAUCGUAA..........AA.GGUG........AAAAAGGCAAA.C.G..U.U..CUGAAA.................................................G.G.A..AC..G
Ova-1-2 AAUAGAGACAA.......U.CUC.C..G........AUACGAGCAAA.C.U..U.G..GCGAAA.................................................G.U.C..CA..G
Dac-2-3 AUAGUAAAAAU.........AG..CCUU.........AGAGGGCAAA.U.C..U.G..GCGAAA.................................................G.C.C..AG..A
Toc-1-4 AUUUAUAAAAA....U..C.CC..U..G........UAAAGGGCAAA.C.C..C.G..GUGAAA.................................................G.C.C..GG..G
Eha-1-1 UGAUAAAAAUG....G..A.AA..UUAU........UUAAAGGCAAA.U.C..U.G..CUGAAA.................................................G.G.C..AG..G
Dfo-2-1 GAAAAAAAGAG.......A.UU..AUU.........UUAAAGGCAAA.C.C..U.G..UUGAAA.................................................G.G.C..AG..G
Cco-1-1 UUAAAAAAGAG.......A.UU..AUU.........UUAAAGGCAAA.C.C..U.G..UUGAAA.................................................G.G.C..AG..G
Lba-2-1 UGAAGAAAGAG.......A.UU..AUU.........UUAAAGGCAAA.C.C..U.G..UUGAAA.................................................G.G.C..AG..G
Csp-5-1 G......AAGA.......A.AG..A..G..AUUAUUUUAAAGGCAAA.C.C..U.G..UUGAAA.................................................A.G.C..AG..G
Ame-1-3 U...AUAAUUG....U..A.UA..UUAG.........UAAAGGCAAA.A.C..C.A..UUGAAA.................................................G.A.U..GG..U
Ame-1-4 UUCAUUUUUAA...AA..A.UA..A..G.........UAAAGGCAAA.A.C..C.A..UCGAAA.................................................G.A.U..GG..U
Ova-1-3 AUUACAAGAUA....A..U.CU..U..G.........AAGGGGCAAA.C.C..G.C..CUGAAA.................................................A.G.A..CG..G
Cha-1-1 UAAAACUAUUA.........UA..UAUA........GUAAUGGCAAA.A.C..U.G..UCGAAA.................................................G.G.C..AG..U
Cpa-1-2 GCGGUGACUUU.........CCACC..G........ACAAAGGCAAA.C.U..A.A..UCGAAA.................................................G.A.U..UA..G
Sgl-1-5 GUUUAAAACUA.......U.UAU.U..G........ACAAUGGCAAA.C.C..U.G..CUGAAA.................................................A.G.C..AG..C
Dal-1-2 UUUUGAUAUCA.........CA..CUGG........AUAAUGGCAAA.C.C..U.G..UUGAAA.................................................A.G.C..AG..G
Cno-1-1 G...AAAAUUU.......U.CCAAC..G........AUAAAGGCAAA.U.U..U.A..GUGAAA.................................................A.C.U..AG..A
Cph-1-1 G.....UGCUU.......U.CCAAC..G........AUAAUAGCAAA.C.C..U.A..GUGAAA.................................................A.C.U..AG..C
Awo-1-4 GUGGAAUAUUU.......U.CCAAC..G........AUAAAGGCAAA.C.C..A.A..CUGAAA.................................................A.G.U..UG..G
Cte-1-1 AUAAUCGUGAU....U..U.CCA.C..G........AUAAAGGCAAA.A.C..U.A..UUGAAA.................................................G.A.U..AG..U
Dal-1-3 UGAAGAAAUGG.....G.A.AC..U..G........UUAAAGGCAAG.C.U..C.G..UCGAAA.................................................G.G.C..GG..G
Dac-1-11 AAGGAUUUUAG.......A.CUA.GCAG.........CAAAGGCAAA.C.U..U.G..GCGAAG.................................................G.C.C..AA..G
Dde-1-3 UACUUCCUUAU.....A.U.U.G.C..G........ACAAAGGCAAA.C.U..U.A..GCGAAA.................................................G.C.U..GA..G
Dha-1-2 UCUUUAAUUAU.....A.U.U.G.C..G........ACAAAGGCAAA.C.U..U.A..GUGAAA.................................................G.C.U..AA..G
Dha-2-2 UCUUUAAUUAU.....A.U.U.G.C..G........ACAAAGGCAAA.C.U..U.A..GUGAAA.................................................G.C.U..AA..G
Dor-1-4 AAAAUUAGUAC....U..G.UUG.C..G........AUAAAGGCAAA.C.U..U.A..GUGAAA.................................................A.C.U..AA..G
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Dac-1-12 UGCUAAUAUCU.......A.CUAGC..G........AUAAAGGCAAA.C.U..U.A..GUGAAA.................................................A.C.U..AA..G
Ddi-1-3 UGAAAACAUAA.....A.G.AU..C..G........ACAAUAGCAAA.C.U..U.G..GUGAAA.................................................G.C.C..AA..G
Dde-1-4 CCUGCACUUUA.....G.U.G.U.C..G........ACAAUAGCAAA.C.U..U.G..GCGAAA.................................................G.C.C..AA..G
Dha-2-3 UGUACUUUAGU....G..A.UU..C..G........ACAAUAGCAAA.C.C..U.A..GCGAAA.................................................G.C.C..AG..G
Dha-1-3 UGUACUUUAGU.....G.A.U.U.C..G........ACAAUAGCAAA.C.C..U.G..GCGAAA.................................................G.C.C..AG..G
Dme-1-7 AUAAAUAUAGG.....A.C...AUC..G........ACAAGAGCAAA.C.U..U.G..GCGAAA.................................................G.C.C..AA..G
Dku-1-7 AUAUACAGUAC....U..G.CC..C..G........AAAAUAGCAAA.C.C..C.GU.GCGAAA.................................................G.C.C..GG..G
Dgi-1-4 AAGAUAAAUAA.......U.UUC.U..G.........AAAAGGCAAA.C.C..U.G..UUGAAA.................................................G.A.C..AG..G
Dru-1-3 AAGUAUUUUUA....U..A.AU..C..C.........AAAAGGCAAA.C.C..A.U..CCGAAA.................................................G.G.U..UG..G
Dal-1-4 AUAUAGUUUUA....U..G.CU..U..G........AAAAAGGCAAA.C.C..U.G..UCGAAA.................................................G.G.C..AG..G
Cpa-1-3 AAGGAAAAAAG.........AUAAU..G........UUAAGGGCAAA.C.U..U.G..CUGAAA.................................................A.G.C..AA..G
Dre-1-5 AGUUUAAUGUA....A..UAAA..A..U........UAAAAGGCAAA.C.U..U.U..CCGAAA.................................................G.G.A..AA..G
Eha-2-3 UAUAAAAAGUG....C..AUAU..U..G........UAAAUAGCAAA.C.U..U.G..UCGAAA.................................................G.G.C..AG..G
Ova-1-4 AAAAUUUUAUA....A..A.AA..U..G........UUAAGAGCAAA.C.C..U.G..CCCAAA.................................................G.G.C..AG..G
Dal-1-5 CGAUAAAAUGA....C..A.U.U.C..G........CUCAGGGCAAA.C.C..U.G..UUGAAA.................................................G.G.C..AG..G
Cca-1-1 AUACUUGCAUA.....A.A.AU..U..G........AAAAAGGCAAA.C.C..C.A..UUGAAA.................................................A.G.U..GG..G
Dme-2-6 AUAUGAAUUGA........AUAA.U..G........AGAAAAGUAAA.C.U..U.A..CUGAAA.................................................G.G.U..AA..G
Dal-1-6 AUGGGGUCUCC....U..A.UC..C..G........ACAAAGGCAAA.C.C..U.G..CUGAAA.................................................G.G.C..AG..G
Mth-1-5 UGUAAACUUAA.......CCAU..CAAC.........AAAGGGCAAA.C.C..U.G..UCGAAA.................................................G.G.C..AG..G
Chy-2-2 AAUAAAGACAU....A..U.GU..C..G........ACAAAGGCAAA.C.C..U.G..UCGAAA.................................................G.G.C..AG..G
Cob-1-2 AACAGUAGCAU....A..U.GU..C..G........ACAAAGGCAAA.C.C..U.G..UCGAAA.................................................G.G.C..AG..G
Cow-1-1 AACAGUAGCAU....A..U.GU..C..G........AGAAGGGCAAA.C.C..U.G..UCGAAA.................................................G.G.C..AG..G
Cla-1-1 AACAGUAGCAU....A..U.GU..C..G........ACAAAGGCAAA.C.C..U.G..UCGAAA.................................................G.G.C..AG..G
Ckr-1-1 AACAGUAGCAU....A..U.GU..C..G........ACAAAGGCAAA.C.C..U.G..UCGAAA.................................................G.G.C..AG..G
Csa-2-1 GAGUAAAGGCA...UA..U.AU..C..G.........AAAGGGCAAA.C.C..U.G..UCGAAA.................................................G.G.C..AG..G
Ath-1-1 AGCUGUGGCAU....A..U.AU..C..G.........AAAGGGCAAA.C.C..U.G..UCGAAA.................................................G.G.C..AG..G
Ckr-2-1 AGCUGUGGCAU....A..U.AU..C..G.........AAAGGGCAAA.C.C..U.G..UCGAAA.................................................G.G.C..AG..G
Cob-1-3 AGUAAAGGCAU....A..U.AU..C..G.........AAAGGGCAAA.C.C..U.G..UCGAAA.................................................G.G.C..AG..G
Ath-1-2 UAUGAAGUGGG....U..A.GU..C..G.........AAAGGGCAAA.C.C..U.G..UCGAAA.................................................G.G.C..AG..G
Ckr-2-2 UAUGAAGUGGG....U..A.GU..C..G.........AAAGGGCAAA.C.C..U.G..UCGAAA.................................................G.G.C..AG..G
Csa-2-2 AUAUGAAGUGA....G..U.GGU.C..G.........AAAGGGCAAA.C.C..U.G..UCGAAA.................................................G.G.C..AG..G
Cob-1-4 AUAUGAAGUAA.....G.UGGU..C..G.........AAAGGGCAAA.C.C..U.G..UCGAAA.................................................G.G.C..AG..G
Ath-1-3 AAGUGAAGCAU....A..U.GU..C..G........AUAAAGGCAAA.C.C..U.G..UCGAAA.................................................G.G.C..AG..G
Ckr-2-3 AAGUGAAGCAU....A..U.GU..C..G........AUAAAGGCAAA.C.C..U.G..UCGAAA.................................................G.G.C..AG..G
Csa-2-3 AAUAAGACACA....U..A.UGU.C..G........AUAAAGGCAAA.C.C..U.G..UCGAAA.................................................G.G.C..AG..G
Csa-2-4 AAAACUUGAUA....U..A.UGU.C..G........ACAAAGGCAAA.C.C..U.G..UCGAAA.................................................G.G.C..AG..G
Csp-4-4 AAACAUCAUAU........ACAU.U..G........AUAAUAGCACA.C.U..U.A..UCGAAA.................................................G.G.U..AA..G
Csp-3-1 AUUAAAUAUAU.....A.A.A.A.U..G........UAAAUAGCAAA.U.U..C.A..UUGAAA.................................................G.G.U..GA..A
Ame-1-5 AACAAUAAUGU.......U........G........AUAAAAGCAAA.C.U..U.A..UUGAAA.................................................A.A.U..AA..G
Ame-1-6 U.AUAAUAUC.....A..ACGU..UGAU..........AAGGGCAAA.C.U..U.A..CUGAAA.................................................A.G.U..AA..G
Csp-3-2 AUAUAGUGUAU.........AU..AUUG........AUAAUAGUACA.C.U..U.A..UUGAAA.................................................G.G.U..AA..G
Ame-1-7 GUAUAAUAUAAAUAUUG.U.U......G........AUAAAGGCAAA.C.U..U.A..UUGAAA.................................................A.A.U..AA..G
Cbe-1-1 CAUAUCAUAUG....U....AU..U..G........AUAAUAGCACA.C.U..U.G..CCGAAA.................................................G.G.U..AG..G
Ckl-1-2 G..UUUAUAUA....AA.U.A..UU..G........AUAAUAGCACA.C.U..U.A..UCGAAA.................................................G.G.U..AG..G
Cbe-1-2 A.AAAAUUA...........UAAAU..G........UUACUAGCACA.C.U..U.A..UUGAAA.................................................G.A.U..AA..G
Cbo-5-2 A..AAAAAAUA.......UAUA..U..G........ACAAUAGCACA.C.U..U.G..UUGAAA.................................................A.A.U..AA..G
Cbo-2-3 GUUGAAAAAUA.........UA..UAUG........AUAAUAGCACA.C.U..U.G..UUGAAA.................................................A.A.U..AA..G
Cbo-4-2 GUUGAAAAAUA.........UA..UAUG........AUAAUAGCACA.C.U..U.G..UUGAAA.................................................A.A.U..AA..G
Csp-4-5 UUUUAUAACUA.......U.AAA.U..G........AUACUAGCACA.C.U..U.A..UUGAAA.................................................G.G.U..AA..G
Csp-3-3 UAGUAUAUAUU....A..U.GA..U..G........UUAAUAGCAUA.C.U..U.A..UCGAAA.................................................G.G.U..AA..G
Cbe-1-3 A.AAAAAUAUA.......A.UA..U...........CAAUAGGCACA.C.U..U.A..UUGAAA.................................................A.A.U..AG..G
Ckl-1-3 U..AUGAAUAU....A..U.AU..U..G........AUAAUAGCACA.C.U..U.A..UUGAAA.................................................A.A.U..AA..G
Ame-1-8 GACACAAUAAA.......C..U..U..G........AUAAAGGCAAA.C.U..U.A..UUGAAA.................................................A.A.U..AA..G
Ame-1-9 C.CAACGAUA.....A..U.GU..U..G........GUAAGGGCAAA.C.U..U.A..UUGAAA.................................................A.A.U..AA..G
Ame-1-10 G.AUAAAUCAA.......U.AU..U..G........AUAAGGGCAAA.C.U..U.A..UUGAAA.................................................A.A.U..AA..G
Csp-4-6 GCGAGUAAUUA....U..A.AA..U..G........AAACUGGCACA.C.U..U.A..UUGAAA.................................................A.A.U..AA..G
Tit-1-2 UUAAUAAUACA....A..U.GU..C..G........AUAAGGGCACA.C.U..U.A..UCGAAA.................................................G.G.U..AA..G
Tma-2-2 UUAAUAAUACA....A..U.GU..C..G........AUAAGGGCACA.C.U..U.A..UCGAAA.................................................G.G.U..AA..G
Car-1-1 UAUGAGAUUAU.......C.CAA.U..G........UUAAUAGCACA.A.C..U.A..UCGAAA.................................................G.G.U..CG..C
Clj-1-1 UUUUAUAUUAC.........UAC.AUUG........AUAAUAGCACA.U.U..U.A..UCGAAA.................................................G.G.U..AA..A
Awo-1-5 UAAUAUUAUAA.......U.AACAU..G........AUAUUGGCAUA.C.U..U.A..UUGAAA.................................................A.G.U..AA..G
Tpo-1-10 UUAAAAAUUUC.........UUGGU..G........AAAAGGGUAAA.C.U..U.A..UCGAAA.................................................G.A.U..AA..G
Dca-1-2 AAUUGAAUAUC....UG.A.GU..U..A........AAAAGGGCAAA.C.U..U.G..UCGAAA.................................................G.G.C..AA..G
Dku-1-8 UCCCUUUCGCA.......AUCC..C..G.......AUUAAAGGCAAA.G.C..C.A..UUGAAA.................................................A.A.U..GG..C
Pth-1-5 CAUAAAAAAG.....G..U..UC.C..G........ACAAAGGUAAA.C.C..C.G..GCGAAA.................................................G.C.C..GG..G
Chy-1-2 AACAAGAUUCA....C....CC..UUUG........UCAAUAGCAAA.C.C..C.G..GCGAAA.................................................G.C.C..GG..C
Chy-1-3 G..AUAAGAUU....U..U.AC..C..G........AUAAAGGCAAA.C.C..C.G..GCGAAA.................................................G.C.C..GG..C
Chy-1-4 UUAAGGCGAGA....A..A.A...C..G........UUAAGGGCAAA.C.C..C.G..GCGAAA.................................................G.C.C..GG..C
Chy-1-5 AAUUAAAUAAC...AU..U.UUC.C..G........AAAAAGGCAAA.C.C..C.G..GCGAAA.................................................G.C.C..GG..G
Chy-1-6 AAUUAAAUAUU...UU..U.GU..C..G........AUAAAGGCAAA.A.C..C.G..GCGAAA.................................................G.C.C..GG..U
Chy-1-7 G.UGAAAGAUU....U..C.CU..C..G.....AAAAGUUUGGCAAA.A.C..C.G..GCGAAA.................................................G.C.C..GG..C
Dal-1-7 AAUGAAAAAAU.........GU..C..G.......AAUAAAGGCAAA.C.U..C.G..CCGAAA.................................................G.G.C..GG..G
Cpa-2-1 CAAAAUAUUAA....C..C.UU..C..G........AUAAGGGCAAA.C.C..C.G..UCGAAA.................................................G.G.C..GG..G
Tte-1-1 CAAAAUAUUAA....C..C.UU..C..G........AUAAGGGCAAA.C.C..C.G..UCGAAA.................................................G.G.C..GG..G
Tit-1-3 UUAAAUAGACU....U..U.GU..U..G........AAAAAGGCAAA.C.U..C.G..UCGAAA.................................................G.G.C..GG..G
Tma-2-3 UUAAAUAGACU....U..U.GU..U..G........AAAAAGGCAAA.C.U..C.G..UCGAAA.................................................G.G.C..GG..G
Tps-1-1 UAAAUAAAUUU....U..U.GU..U..G........AAAAAGGCAAA.C.U..C.G..UCGAAA.................................................G.G.C..GG..G
Tet-1-1 UAAAUAAAUUU....U..U.GU..U..G........AAAAAGGCAAA.C.U..C.G..UCGAAA.................................................G.G.C..GG..G
Tsi-1-1 UAGAUAAAUUU....U..U.GU..U..G........AAAAAGGCAAA.C.U..C.G..UCGAAA.................................................G.G.C..GG..G
Tet-2-1 UAGAUAAAUUU....U..U.GU..U..G........AAAAAGGCAAA.C.U..C.G..UCGAAA.................................................G.G.C..GG..G
Twi-1-1 UAGAUAAAUUU.......U.U.GCU..G........AAAAAGGCAAA.C.U..C.G..UCGAAA.................................................G.G.C..GG..G
Pth-1-6 AAAUAAAAUUA....A..U.UG..CAAG........AUAAAGGCAAA.C.C..C.AG.UCGAAA.................................................G.A.U..GG..G
Dal-1-8 CUAGAUGAAAA.........UC..CUUG........AUAAGGGCAAA.C.C..U.G..UCGAAA.................................................G.G.C..AG..G
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Dal-1-9 AAUAUAAACAA.........UC..CUUG........AUAAAGGCAAA.C.C..C.G..UCGAAA.................................................G.A.C..GG..G
Sli-1-2 AUAAACUCUGU....U..U.CC..U..G........AUAAAGGCAAA.A.C..C.A..UCCAAA.................................................G.A.U..GG..U
Tsa-1-1 UUUAGCAAUAU.......A.AG..CUUG........AAAAGAGCAAA.C.U..U.A..UCGAAA.................................................G.A.U..AA..G
Txy-1-1 AUAACAAUAUG.......A..A..CUUG........AAAAGAGCAAA.C.U..U.A..UCGAAA.................................................G.A.U..AA..G
Dca-1-3 AAAAUAAUAUG.....A.A.UA..C..G........AUAAGGGCAAA.C.C..U.A..UUGAAA.................................................G.A.U..AG..G
Ddi-1-4 GACAGCAAAAU.........AU..UUAG........UAAAGGGCAAA.C.C..U.G..CCAAAA.................................................G.G.C..AG..G
Dgi-1-5 AGCUAAAUAUA...AA..U.AA..A..G........UUAAGGGCAAA.C.C..U.G..UCUAAA.................................................G.G.C..AG..G
Dku-1-9 CAACCGCAUAC....C..G.GG..C..G........UCAAGGGCAAA.C.C..C.A..UU.....................................................G.G.U..GG..G
Dsp-1-8 AUAAUUAAAUC.......U.CAG.C..C.........UAAGGGCAAA.C.U..U.G..UUAAAA.................................................G.G.C..AG..G
Hmo-1-1 UCAACAUAAUA..........UC.CGUG........ACAAGGGCAAA.C.C..U.G..CCUAAA.................................................G.G.C..CG..G
Sgl-1-6 ACGGUAACAAA.........AU..AUCG........CUAAGGGCAAA.C.C..C.G..CUGAAA.................................................A.A.C..GG..G
Csa-1-4 AAGAAACAGAA.............U..U.....GAAUUAAGGGCAAA.C.C..C.A..UCAAAA.................................................G.A.U..GG..G
Csa-1-5 AAUAAACAAAA.............U..U.....GAAUUAAGGGCAAA.C.C..C.A..UCUAAA.................................................G.A.U..GG..G
Dha-2-4 AAAACAAUAGA.........AU..AGAG........CCAAGGGCAAA.C.C..C.G..GUGAAA.................................................G.C.C..GG..G
Sgl-1-7 AACAACAGAAU.....A.U.AU..U..G........CCAAGGGCAAA.C.C..C.G..GUGAAA.................................................G.C.C..GG..G
Toc-1-5 AAAUAAGAUAG....A..C.AG..C..G........AAAAGGGCAAA.C.U..C.A..CCGAAA.................................................G.G.U..GG..G
Csp-2-1 AAAAUAGAAUA.........UC..AAAG........CCAAGGGCAAA.C.C..C.A..CCUAAA.................................................G.G.U..GG..G
Dsp-1-9 GAUGGUUCCAA.........UA..UU.A........UUAAGGGCAAA.C.C..U.G..UCUAAA.................................................G.A.CA.AG..G
Dsp-1-10 UAAAUAAAUUA.........CUAGC..G........CUAAGGGCAAA.C.C..U.G..UCAAAA.................................................G.A.U..AG..G
Sgl-1-8 AAUAAAAAUAA.............A..G........CCAAGGGCAAA.C.C..C.A..UCAAAA.................................................G.A.U..GG..G
Pth-1-7 GAAACCGAAUA....C..C.UA..C..G........UUAAGGGCAAA.C.C..C.A..UUGAAA.................................................G.G.U..GG..G
Tma-2-4 AACUAAAUACU....U..U.GG..C..G........UUAAAGGCAAA.C.C..C.A..UUGAAA.................................................A.A.U..GG..G
Csa-1-6 CAACAAAUCAA.....................UAAGCCAAGGGCAAA.C.C..C.G..GCAAAA.................................................G.C.C..GG..G
Csa-1-7 AAUCAAUAAGC..........................UAUGGGCAAA.C.C..C.G..GCAAAA.................................................G.C.C..GG..G
Dha-1-4 AUAAAUAAAGC..........................UAUGGGCAAA.C.C..C.G..GCUAAA.................................................G.C.C..GG..G
Dha-1-5 ACAACAAAUUA...A...U.A...UA.G........CUAUGGGCAAA.C.C..C.G..GUUAAA.................................................G.C.C..GG..G
Ova-1-5 AAAAAUAAAGC..........................CAAGGGCAAA.C.C..C.G..GUGAAA.................................................A.C.C..GG..G
Dha-2-5 GUAAAACUGAA....U....AA..A..G........UCAAGGGCAAA.C.C..U.G..CCUAAA.................................................G.G.C..AG..G
Dyo-1-4 GGUAAAACUGA...................AUAAAGUCAAGGGCAAA.C.C..U.G..CCUAAA.................................................G.G.C..AG..G
Dha-2-6 A........AA.......A.C...G..G.AAUAAAAUCAAGGGCAAA.C.C..G.G..CCUAAA.................................................G.G.U..AG..G
Toc-1-6 GAAAUAAUACA....C....AG..A..G........AAAAGGGUAAA.C.U..C.A..AUGAAA.................................................G.G.U..AG..G
Dre-1-6 AAUAAUAUUUA....UG.U.UC..C..G........ACAAAGGCAAA.C.C..C.U..CCGAAA.................................................G.G.G..UG..G
Rob-1-1 AACUAUACUUA.......U.AG..C...........AUAAAGGCAAA.C.C..U.G..CUGAAA.................................................G.G.C..AG..G
Ccl-1-2 CAACAUAAAUA........AAAC.U..G........AUAAAGGCAAA.C.U..U.G..UUGAAA.................................................G.A.C..AA..G
Ccl-1-3 AUGAAUUAAAU..AAU..G.AG..C..G........UUAAUAGCAAA.C.U..U.G..UCGAAA.................................................G.G.C..AA..G
Csp-2-2 GUUAAAUACAG.........C...C..G.....AAGUUAAAGGCAAA.C.C..U.G..CCAAAA.................................................G.G.U..AG..G
Dac-2-4 ACUCAAUAGGA.........UA..UUAG.........UAAGGGCAAA.C.C..U.A..UUUAAA.................................................A.A.U..AG..G
Cph-1-2 AACAUAAGUAA.........UUA.U..........AAAUUUAGCAAA.C.U..A.A..UUGAAA.................................................G.A.U..UA..G
Sgl-1-9 AAAAAAUAAUG.......A.UGA.C..G........AUAAGAGCACA.C.C..U.U..CCGAAA.................................................G.G.A..UG..G
Dal-1-10 UACUAAUUGCA...................CCAGUAUAAAAGGCAAA.U.C..C.G..UUGAAA.................................................A.G.C..GG..G
Dru-1-4 ACUUAGUUAAA.......U.AG..UAUG.........AAAAGGCAAA.U.C..C.A..UUGAAA.................................................A.A.U..GG..G
Dsp-1-11 AUUUAUCUAGA....A..AAGA..U..G........AAAAAGGUAAA.C.C..C.G..UUGAAA.................................................G.A.C..GG..G
Dme-2-7 AAUAUCGUAAU.......U.CUG.C..G........AUAAAGGCAAA.C.U..C.A..GUGAGA.................................................A.C.U..GA..G
Dor-1-5 AAUGAAGAGCU.......U.AUG.C..G........AUAAAGGCAAA.C.U..C.C..GCGAAA.................................................G.C.U..GG..G
Dor-1-6 AAUAAAAUAAC..UAU..U.CUG.C..G........AUAAUGGCAAA.C.C..C.A..GUGAGA.................................................G.U.U..GG..G
Cth-4-3 UAUAAACUGUG...AC..U.UA..U..G.......AAACAGGGCAAA.A.U..C.A..UCGAAA.................................................G.G.U..GA..U
Cth-1-3 UAUAAACUGUG...AC..U.UA..U..G.......AAACAGGGCAAA.A.U..C.A..UCGAAA.................................................G.G.U..GA..U
Cth-2-3 AUAAACUGUGA.........CU..UAUG.......AAACAGGGCAAA.A.U..C.A..CCGAAA.................................................G.G.U..GA..U
Cth-3-3 AUAAACUGUGA.........CU..UAUG.......AAACAGGGCAAA.A.U..C.A..CCGAAA.................................................G.G.U..GA..U
Ccl-1-4 AUAAAUAGUGA.........CU..UAUG.......AAACAGGGCAAA.G.U..C.G..UUGAAA.................................................A.A.C..GG..C
Ace-1-2 AUAAAUAGUGA.........CU..UAUG.......AAACAGGGCAAA.G.U..C.G..UUGAAA.................................................G.A.C..GG..C
Ccl-1-5 AUAAAUAGUGA.........CU..UAUG.......AAACAGGGCAAA.A.U..U.G..CCGAAA.................................................G.G.C..AA..U
Ace-1-3 AUAAAUAGUGA.........CU..UAUG.......AAACAGGGCAAA.G.U..U.G..UCGAAA.................................................G.G.C..AA..U
Ace-1-4 AGAUAAAUAGG.........CU..UAUG.......AAACAGGGCAAA.A.U..C.A..UUGAAA.................................................A.A.U..GA..U
Ccl-1-6 AGAUAAAUAGA....C..U.UA..U..G.......AAACAGGGCAAA.A.U..C.A..UUGAAA.................................................G.A.U..GA..U
Pth-1-8 UAUAAUAAUAU...AC..U.CAA.U..G........AUAAUGGCAAA.U.C..C.AC.UCGAAA.................................................G.A.U..GG..A
Lba-1-4 GUUAUAUGUAU.......................AAAUUUUAGCAAA.A.C..A.G..UCGAAA.................................................G.A.U..UG..U
Fpr-1-1 CACGUUGAAAC....................AGAAAAAAACGGCAAA.C.C..A.G..UCGAAA.................................................G.G.C..UG..C
Csp-4-7 ACGAUAAAUUA....A..AUAU.....U........GAAUUGGCAAA.G.C..A.G..UUGAAA.................................................A.A.C..UG..U
Cbe-1-4 G.UUAAAUUUA.......A.UA..U..U........GAAUUGGCAAA.G.C..A.G..UUGAAA.................................................A.A.C..UG..U
Ece-1-5 UGAAUAAAUUA....A..A.UA..G..U.........GUAUGGCAAA.A.C..A.G..ACGAAA.................................................G.U.C..UG..C
Rsp-1-1 UAAUUCCACAG.......A.UAC.A..G.........UAUCAGCAAA.A.C..A.G..UCGAAA.................................................G.G.C..UG..C
Esp-1-1 UAAAGCUAUAA.........UAA.G..G........AAAUCGGCAAA.C.C..A.G..AUGAAA.................................................G.U.C..UG..G
Dfo-1-1 AAAAGCUAUAA.........UAA.G..G........AAAUCGGCAAA.C.C..A.G..AUGAAA.................................................G.U.C..UG..G
Rob-1-2 AGUUAUAUCUA.............U..A..AUAAGGAAAUCGGCAAA.C.C..A.G..AUGAAA.................................................G.U.C..UG..G
Eha-1-2 AAGUUUAAAAA.............U..A..AUAAGGAAAUCGGCAAA.C.C..A.G..AUGAAA.................................................G.U.C..UG..G
Ast-1-1 U.UAAUAUACA.......A.UU..A..A........AUAUGGGCAAA.A.C..U.G..UGGAAA.................................................C.A.C..AG..U
Dfo-1-2 AAUUAAAAUAA....U..A.....UUUU............GGGCAAA.A.C..A.G..ACGAAA.................................................G.U.C..UG..C
Hhy-1-3 UAAAAUAAAAA.......................AAUAAAAGGCAAU.U.C..A.A..UCGAAA.................................................G.G.U..UG..U
Ame-1-11 CAAAAAAAUAG.......A...A.U..........ACAGAGGGCAAA.C.U..U.A..UCGAAA.................................................G.G.U..AA..G
Dru-1-5 AAUAAAGAGAC................G........AUAAAGGCAAA.C.U..U.A..UCGAAA.................................................G.G.U..AA..G
Dru-1-6 AACAAGGCAAC....U..U.G...UCAG........AUACUGGCAAA.C.U..G.G..UGGAAA.................................................C.A.C..CG..G
Ace-1-5 UAACAAAACAU....C..A.UU..U..G.........AAAUGGUAAA.C.C..U.G..GUGAAA.................................................A.C.C..AG..U
Dsp-1-12 UUAUAAUAAGG..............UUG........AUAAAGGCAAA.C.U..U.A..GCGAAA.................................................G.U.U..AA..G
Dac-1-13 UAAUAUUGAGU....C..U.UU..C..G........ACAAGGGCAAA.C.U..U.A..GCGAAA.................................................G.C.U..AA..G
Mth-1-6 AAAAGGAAAAA....U....UC..CCCG.........AAAGGGCAAA.C.C..U.G..CUGAAA.................................................G.G.C..AG..G
Aca-1-5 C....UUAAAA.......C.GG.....U..CUUUAUAUUUUGGCAAA.A.C..C.G..GGGAAA.................................................U.C.C..GG..U
Asp-1-5 AAAUGGUCUUU.......................AUAUUUUGGCAAA.A.C..C.G..GGGAAA.................................................U.C.C..GG..U
Sac-1-2 UUGUGGCAGAA.........CGAAC..G........AUAAAGGCAAA.C.C..A.U..GCGAAA.................................................G.C.A..UG..G
Dsp-1-13 UUAUUUCAGUU.............CUUU.........UAAGGGCAAA.C.U..U.A..CUUAAA.................................................G.G.U..GA..G
Ere-1-2 U...UCAAUAA.......A.AU..U....AUUAACCAUAAGGGCACA.C.U..U.A..UGGAAA.................................................C.G.U..AA..G
env-1 AAUAAAAUUUU..........GC.AUAU........AAAAGGGCACA.C.U..U.A..UGGAAA.................................................C.G.U..AA..G
env-3 AAUAAAAUUUU..........GC.AUAU........AAAAGGGCACA.C.U..U.A..UGGAAA.................................................C.G.U..AA..G
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env-5 AAUAAAAUUUU..........GC.AUAU........AAAAGGGCACA.C.U..U.A..UGGAAA.................................................C.G.U..AA..G
env-6 CCCCAUAAUAU....A..A.AUGA...U........CGAUCAGCAAA.A.C..U.A..GCGAAA.................................................G.C.U..AG..U
env-13 AAUAUGAUAUA....U..U.CA..G..G............UAGCAAA.G.U..A.G..UUGAAA.................................................G.U.C..UA..U
env-14 AAAAGGCGUGA...................AAACUACAUUCGGCAAA.C.U..U.A..UUGAAA.................................................A.G.U..AA..G
env-15 AAAAGGCGUGA...................AAACUACAUUCGGCAAA.C.U..U.A..UUGAAA.................................................A.G.U..AA..G
env-17 A.AAAAAUAUA.......A.UA..U...........CAAUAGGCACA.C.U..U.A..UUGAAA.................................................A.A.U..AG..G
env-18 G.UUAAAUUUA.......A.UA..U..U........GAAUUGGCAAA.G.C..A.G..UUGAAA.................................................A.A.C..UG..U
env-19 UAAAGCUAUAA.........UAA.G..G........AAAUCGGCAAA.C.C..A.G..AUGAAA.................................................G.U.C..UG..G
env-20 UAAAGCUAUAA.........UAA.G..G........AAAUCGGCAAA.C.C..A.G..AUGAAA.................................................G.U.C..UG..G
env-21 UAAAGCUAUAA.........UAA.G..G........AAAUCGGCAAA.C.C..A.G..AUGAAA.................................................G.U.C..UG..G
env-22 UAAAGCUAUAA.........UAA.G..G........AAAUCGGCAAA.C.C..A.G..AUGAAA.................................................G.U.C..UG..G
env-24 UAAAGCUAUAA.........UAA.G..G........AAAUCGGCAAA.C.C..A.G..AUGAAA.................................................G.U.C..UG..G
env-26 UAAAGCUAUAA.........UAA.G..G........AAAUCGGCAAA.C.C..A.G..AUGAAA.................................................G.U.C..UG..G
env-27 U...UCAAUAA.......A.AU..U....AUUAACCAUAAGGGCACA.C.U..U.A..UGGAAA.................................................C.G.U..AA..G
env-29 U...UCAAUAA.......A.AU..U....AUUAACCAUAAGGGCACA.C.U..U.A..UGGAAA.................................................C.G.U..AA..G
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alignment positions 205 · · · 343

Bca-1-1 GAC......G.C.AAA.GC.CA.......G.....GA.....GGCUAAAG..CGGACACAGUGUC..........................................................................
Bca-1-2 GAC......G.C.AAA.GC.CA.......G.....GA.....GGCUAAA...GCGGAGUCCGCUCC.........................................................................
Tpo-1-1 GAC......G.C.AAA.GC.A........U.....GG.....GUC.......CUGGAUACGCCGCGGGAAAGGCA................................................................
Dac-1-1 GAC......G.C.AAA.AU.CA.......UA....GG.....GUCUAAAU..UCCUUACACAG............................................................................
Ece-1-1 GAC......G.C.AAA.AC.CG.......U.....GA.....GUC.......ACGAGGUUGUUUC..........................................................................
Ece-1-2 GAC......G.C.AAA.AC.CG.......U.....GA.....GUC.......ACGAGGCAGUUUC..........................................................................
Ece-1-3 GAC......G.C.AAA.AC.CG.......U.....GA.....GUC.......ACGCGUUCGGUGC..........................................................................
Cas-1-1 GUC......G.C.AAA.GC.UA.......UA....GG.....GGCUUC....UCCUUCCGGCCGUGACCAG....................................................................
Cba-1-1 GUC......G.C.AAA.GC.UA.......UA....GG.....GGUUUCG...CCUUUCCGCAGUGCGGAA.....................................................................
Hpr-1-1 UAC......G.C.AAA.AA.CA.......U.....AG.....GUCUAAA...GCUUUUAA...............................................................................
Csp-6-1 GAC......G.C.AAA.GC.UG.......CA....GG.....GUCUUU......GUCAU................................................................................
CDe-1-1 GAC......G.C.AAA.GC.UA.......C.....GG.....GUCCUUAAG.UUCCAUGGGG.............................................................................
Hpr-1-2 GAC......G.C.AAA.GA.UC.......U.....GA.....AUCUAAA...GCUAAAUUA..............................................................................
Ere-1-1 GUC......G.C.AAA.GC.UA.......G.....A......GUCUAACA..CGGAGUAACAUUUA.........................................................................
Sgl-1-1 GAC......G.C.AAA.GC.UA.......UA....GG.....GUCUAGG...UGCUUACAGUUCAAAAGUCAGUUAUUAACACUUUCGAAUUAAACACUAAAGAUUUCCAAGGGCAAAAGUUUUCAACUGUACAGAUUG
Cci-1-1 GAC......G.C.AAA.GC.UA.......CA....GG.....GAUUUCC...CCUUUUAACA.............................................................................
Csp-4-1 GAU......G.C.AAA.AC.UA.......UA....GG.....GACUAAG...UUCAGUUG...............................................................................
Cha-2-1 GUC......G.C.AAA.AC.UU.......UA....GG.....GGCUAAC...CCAUUUGGAAACGAAU.......................................................................
Bpr-1-1 GGC......G.C.AAA.GC.UA.......UA....GG.....GACUUU......AA...................................................................................
Tpo-1-2 GGC......G.C.AAA.GC.CG.......U.....GG.....GUCUACG...AAUUAGUGACCAGUGGCCGGUGACUAUGUGGCUACUGACCACUGA..........................................
Dyo-1-1 GAC......G.C.AAA.GC.CA.......C.....GG.....GUCUAAGG..AUAGUACUACUACA.........................................................................
Cce-1-1 GAC......G.C.AAA.GC.CA.......U.....GG.....GCCUGUA...CCACACAUUAUAUGU........................................................................
Tpo-1-3 GAC......G.C.AAA.GC.UA.......U.....UG.....AUCUAAG...GCACAGCAGCAGUUGGCAACCAUAUGAUUUUCCAACUGCCCGGUU..........................................
Ame-1-1 GAC......G.C.AAA.GC.CA.......G.....GA.....ACCUAAA...GUGUGUUAUAAAAAAAUAU....................................................................
Cst-1-1 GAC......G.C.AAA.GC.GA.......G.....GA.....GUCUAAG...ACUGAAUACUAACUCA.......................................................................
Cst-1-2 GAC......G.C.AAA.GC.AA.......G.....GA.....GUCUAAAG..CUUAGUUUUA.............................................................................
Aar-1-1 GCC......G.C.AAA.GC.UU.......C.....AA.....AUCUACA...GUGCAGUAUAAAGGC........................................................................
Cbo-1-1 GAC......G.C.AAA.AC.UA.......GA....GG.....GCCUGU......AAG..................................................................................
Eba-1-1 GAC......G.C.AAA.AC.UU.......GA....GG.....GACUAAG...CCAUAAUUAUU............................................................................
Tac-1-1 GGC......G.C.AAA.GC.CA.......U.....GG.....GCCUAAA...GUUUUUCUGGCUUUUUCGCGAAAA...............................................................
Tpo-1-4 GAC......G.C.AAA.GC.UA.......U.....GG.....GUCUACG...GCCAGGGGAG.............................................................................
Cbo-1-2 GAC......G.C.AAA.GC.UA.......AA....AG.....GCCUG.......UGAA.................................................................................
Lba-1-1 GAC......G.C.AAA.GC.UA.......CA....GG.....GCCUUCC...CCUUAAAAA..............................................................................
Lba-1-2 GAC......G.C.AAA.GC.UA.......CA....GG.....GCCUUCC...CCUUAAAAA..............................................................................
Cce-1-2 GAC......G.C.AAA.GC.CA.......C.....GG.....GUCUGA......ACAU.................................................................................
Tpo-1-5 GAC......G.C.AAA.GC.CA.......C.....GG.....GUCUACG...AAUUGGUGACUAGUGACCAGUGACCGGUAAAUAAAAAAUAGACCGGUUACUGGCUGUGGACCACUGGUCGCUGA.............
Ova-1-1 GUC......G.C.AAU.GU.UA.......AA....GG.....GCCUGUA.....CCGUUUGG.............................................................................
Dme-2-1 GAC......G.CUAAA.AU.CA.......U.....GG.....GUCUAA....GGCUGCUAAUUUCACACAUGGAAAUUAG...........................................................
Dyo-1-2 GAC......G.CUAAA.AU.CA.......U.....GG.....GUCUAA....GGCUGCUAAUUCAUAUUGGAAUUAG..............................................................
Dsp-1-1 GAC......G.CUAAA.GU.CA.......U.....GG.....GUCUAAG...GCUUAAGAAAACCAAAGUACUUUUUCAAGUAACUUGGAACUUAA...........................................
Dme-2-2 GAC......G.CUAAA.GU.CA.......U.....GG.....GUCUAAG...GCUAAAUUCAAAGGGCUGCUAAUACCUUUGAGG......................................................
Dac-1-2 GAC......G.CUAAA.GU.CA.......U.....GG.....AUCUAAG...GCUUAAAGCAAAUGCUUGCCAGCGCAGGAAA........................................................
Dme-1-1 GAC......G.CUAAA.GC.UA.......U.....GG.....GUCUACG...GUUGAUUACAUGAGCAAACAUCA................................................................
Ddi-1-1 GAC......G.CUAAA.GC.UA.......U.....GG.....AUCUAAG...GUCGACAG...............................................................................
Dha-1-1 GAC......G.CUAAA.GC.UA.......U.....GG.....GUCUAAG...GCCGUCGCGCAAGACCG......................................................................
Dde-1-1 GAC......G.CUAAA.GC.UA.......U.....GG.....GUCUAAG...GUCGUUGCGCAAGAUCG......................................................................
Aar-1-2 GUC......G.C.AAA.GU.CU.......U.....GA.....GUCUAAA...GCAUAAA................................................................................
Sth-1-1 GCC......G.C.AAA.GC.CA.......C.....GG.....GGCUACA...GGAAGCGGGCGCCGCCCUGCCGGGUCUCCCGCCU.....................................................
Dme-2-3 GAC......G.C.AAA.GC.UA.......C.....GG.....AUCUUCC...ACUCUUAGGG.............................................................................
Tma-1-1 GGC......G.C.AAA.GC.CA.......C.....GG.....GUCUACC...GCGCGGCGGGAGCGGAAGGCGGCGACGGGCAGCCGCCGCGCCUCCGGCCCCGCCG................................
Dsp-1-2 GAC......G.C.AAA.GC.CA.......U.....AG.....AUCGUACAG.G.GAAGGCUG.............................................................................
Dor-1-1 GAC......G.C.AAA.GC.CA.......C.....GG.....AUCUUA....CACGUAAGGG.............................................................................
Eli-1-1 GGC......G.C.AAA.AC.UA.......CA....GG.....GUCUACG...UCGGAAGCUCCAGGCC.......................................................................
Osp-1-1 GAC......G.C.AAA.GC.UA.......UA....GG.....GACUGU......AAAAU................................................................................
Mth-1-1 CGC......G.C.AAA.GC.CA.......U.....GG.....GUCUAAG...GCCUGGUAGAUACAGACCGG...................................................................
Dac-1-3 GAC......G.C.AAA.GC.UA.......UA....GG.....GUCUAAC...UUCCCAUGG..............................................................................
Dor-1-2 GAC......G.C.AAA.GC.CA.......C.....GG.....GUCUAAAG..CAGGCCUUUCUGCCU........................................................................
Dku-1-1 GGC......G.C.AAA.GC.CA.......C.....GG.....GCCUAAA...GCGGACUCCC.............................................................................
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Awo-1-1 GAC......G.C.AAA.GC.UA.......AA....GG.....GAC.......UUUUAU.................................................................................
Asp-1-1 GAC......A.C.AAA.GC.CA........A....GG.....GUCUAAG...AUCUCUAAGAG............................................................................
Eli-1-2 GAC......G.C.AAA.GC.CA........A....GG.....GUCUAA....UUCAUCUCAAGAUG.........................................................................
Pth-1-1 GAC......G.C.AAA.GC.UAU......C.....GG.....GCCUAAA...GCCGGGUAUUGGCGCAAGGACAGCUGCCUUAAAAAGGUGCGGCCUUGGCGCCUGUAUUUG...........................
Dac-1-4 GAC......G.C.AAA.AC.UA.......U.....GG.....GCCUUCC...GGUAUAACUG.............................................................................
Toc-1-1 AGU......G.C.CAA.GC.UG.......C.....GG.....AUAUAAA...GCUUUUAAU..............................................................................
CDe-1-2 GAC......G.C.AAA.GC.UA.......C.....GG.....GUCUAAA...GCUUUCAGGCGAAA.........................................................................
Cpa-1-1 GAC......A.C.AAA.GC.UA.......C.....GA.....GUCUAAA...GCAUGAU................................................................................
Csp-4-2 GAC......G.C.AAA.GC.CA.......U.....GG.....GCCUAAA...CAGUUUUUUUAUAC.........................................................................
Cob-1-1 GGC......G.C.AAA.GC.CA.......U.....GG.....GCCUGUCG..GGGGAAAAACCC...........................................................................
Chy-2-1 GGC......G.C.AAA.GC.CA.......U.....GG.....GCCUAUCG..UGGGAAGUUUACCUCC.......................................................................
Dac-1-5 GAC......G.C.AAA.GC.UA.......C.....GG.....GUC.......UCCAAAUAAG.............................................................................
Lba-1-3 GAC......G.C.AAA.GC.UA.......CA....GG.....GCC.......UUCCCUCAAAGA...........................................................................
Hhy-1-1 UAC......G.CAAAA.GC.U........U.....GA.....AUCUAAG...GAGUUUUAAUAU...........................................................................
Hhy-1-2 CAC......G.CAAAA.GC.U........U.....GA.....GUCUAAAG..GGUUUUAAUAU............................................................................
Dre-1-1 GGC......G.C.AAA.GC.UA.......GA....GG.....GUCUAAG...GGGGAA.................................................................................
Aca-1-1 GGC......G.C.AAA.GC.UA.......AA....GG.....GUCUAAG...AUUUUAUUG..............................................................................
Asp-1-2 GGC......G.C.AAA.GC.UA.......AA....GG.....GUCUAAG...AUUUUAUUG..............................................................................
Cbu-1-1 GAC......G.C.AAA.GC.UA.......GA....GG.....GCC.......UUUCUUAUAGA............................................................................
Aca-1-2 GAC......A.C.AAA.GC.CA........A....GG.....GUCUAAA...GUCUUACAUAAG...........................................................................
Asp-1-3 GAC......A.C.AAA.GC.CA........A....GG.....GUCUAAA...GUCUUACAUAAG...........................................................................
Aca-1-3 GAC......A.C.AAA.GC.CA........A....GG.....GUCUAAG...GUCCUCCAAACGGGG........................................................................
Dme-1-2 GAC......G.C.AAA.GC.UA.......U.....GG.....GUCG......UCCAGUUUGGCUG..........................................................................
Dme-1-3 GAC......G.C.AAA.GC.UA.......U.....GG.....GUCG......UCCAGUGUGGCUG..........................................................................
Ece-1-4 GAC......G.C.AAA.AC.UA.......UA....GG.....GGCCGA......AAUA.................................................................................
Tpo-1-6 GGC......G.C.AAA.AC.UA.......C.....GG.....GCCUAAA...GCGACAUAAC.............................................................................
Nth-1-1 GAC......G.C.AAA.GC.CA.......U.....GG.....GUCUAAG...GCACUUUAUUGUAUAUAUAAUUAAAUU............................................................
Dre-1-2 GAC......G.C.AAA.GC.CA.......U.....GG.....GUCUAAA...GCGAAU.................................................................................
Eli-1-3 GAC......G.C.AAA.AC.UA.......AA....GG.....GCCUAAAA..CCGGUAACC..............................................................................
Pth-1-2 GGC......G.C.AAA.GC.CA.......U.....GU.....GUCCAAA...GCCGCGGGGAG............................................................................
Dgi-1-1 GGC......G.C.AAA.GC.CA.......U.....GG.....GUCUAAAG..CGCUUGAGCUUAUUAAUAG....................................................................
Tsu-1-1 UUC......G.C.AAA.GU.CA.......C.....GG.....GUCUAAG...GUCCCGCCAGCACGGG.......................................................................
Tma-1-2 CUC......G.C.AAA.GU.CA.......C.....GG.....GUCUACG...GUCCCGCUCCGGCGGG.......................................................................
Bpr-1-2 GAC......G.C.AAA.GC.UA.......UA....GG.....GUCUCAA...UCGCAUAUGC.............................................................................
Csy-1-1 GGC......G.C.AAA.GC.UA.......AA....GG.....GUCUAAG...UAGAAG.................................................................................
Sgl-1-2 GAC......G.C.AAA.GC.UA.......C.....GG.....GUCUAAA...GCCCGGCAUUUUCUUGAGAAAAAAUGCCGG.........................................................
Ccl-1-1 GAC......G.C.AAA.AC.UA.......C.....AG.....GUCUAAG...GUAUUCAAU..............................................................................
Dni-1-1 GGC......G.C.AAA.GC.CA........A....GG.....GCCUAAG...GAGUAAAGAAAU...........................................................................
Ame-1-2 GGC......G.C.AAA.GC.CA........A....GG.....GUCUUCA...UCAAUUGAUU.............................................................................
Awo-1-2 GAC......G.C.AAA.GC.UU.......AA....GG.....GCC.......UAAGUAAUU..............................................................................
Aca-1-4 GAC......G.C.AAA.GC.UA.......AA....GG.....GGCUAUA...UCGUAUAGGGAGUAU........................................................................
Dac-2-1 GAC......A.C.AAA.GC.UA.......CA....UG.....GUCUAAA...AUGCAGACAAGU...........................................................................
Dca-1-1 GGC......G.C.AAA.AC.CA.......U.....GG.....GUCUAAA...UCGUUUCUGC.............................................................................
Dni-1-2 GGC......G.C.AAA.AC.CA.......U.....GG.....GUCUAAA...UCGUUUCUGC.............................................................................
Dac-1-6 GAC......G.C.AAA.GC.CA.......C.....AG.....AUC.......CUCUACUUAA.............................................................................
Sac-1-1 GUC......G.C.AAA.GC.CA.......GA....GG.....GUCUAAG...CCCUGAAGGG.............................................................................
Cas-1-2 GAC......G.C.AAA.GC.UA.......AA....GG.....GUCUAAA...UCAUAGUAUAU............................................................................
Awo-1-3 GAC......G.C.AAA.GC.UA.......UA....GG.....GUCUAAG...UCGAUGGAUUGUUUAAAAUUCAUUAU.............................................................
Dre-1-3 GAC......G.C.AAA.GC.CA.......U.....GG.....GUCUAAU...GCAUUU.................................................................................
Dgi-1-2 GAC......G.CUAAA.GC.UA.......U.....GG.....GUCUAAU...GGUUUGAAAAA............................................................................
Dku-1-2 GAC......G.CUAAA.GC.CA.......U.....GG.....GUCUAAG...GUCCUUUUCAGG...........................................................................
Mth-1-2 GAC......A.C.AAA.GC.CA.......U.....GG.....GUCUAAG...GUCCUUAAAAGG...........................................................................
Tpo-1-7 GGC......G.C.AAA.GC.CA.......U.....GG.....GUCUAC....GGCCGAAGG..............................................................................
Nth-1-2 GGC......G.C.AAA.GC.UA.......C.....GA.....GUC.......UUUACAGUUUGUA..........................................................................
Nth-1-3 GGC......G.C.AAA.GC.CA.......C.....GA.....GUC.......UUUACGAUUAUUAUA........................................................................
Nth-1-4 GGC......G.C.AAA.GC.CA.......C.....GA.....GUCUUUU...GUUGACAAAACGUCA........................................................................
Dku-1-3 GGC......G.C.AAA.GC.CA.......C.....AG.....GUCUAAG...GUUCCCCAAAAGCGCUCGAAGGCAAAGCCACAGGUCUAAGGUUCCCCAAAAGGUUGCCACGGGGA......................
Dku-1-4 GAC......G.C.AAA.GC.CA.......C.....AG.....GUCUAAA...GUUACCCAUUGAGGUA.......................................................................
Dku-1-5 GAC......G.C.AAA.GC.CA.......C.....AG.....GUCUAAA...GUUCCCCGCGGGGA.........................................................................
Csp-4-3 GAC......G.U.AAA.GC.CA.......C.....GG.....GUCUAAG...GCAUUUUAAU.............................................................................
Cst-1-3 GAC......G.C.AAA.GC.UA.......UA....GG.....GCCUUAC.....CGUAACUGG............................................................................
Tpo-1-8 GAC......G.C.AAA.GC.UG.......C.....GG.....GUCUAAGG..AAUUAGUGGCCGGUCCACUAC..................................................................
Tph-1-1 GGC......G.C.AAA.AC.UA.......GA....GG.....GGCUACA...GCGGUUGCUCC............................................................................
CDe-1-3 GGC......G.C.AAA.AC.UA.......GA....GG.....GGCUACA...GCGAUAAUAC.............................................................................
Dme-1-4 GAC......G.C.AAA.GC.CA.......U.....GG.....GUCUACA...GCAGGAAAGACACU.........................................................................
Csa-1-1 GAC......G.C.AAA.GC.CG.......A.....AG.....GUCUAAG...GCGUUUCUUGU............................................................................
Dsp-1-3 GAC......G.C.AAA.GC.CA.......C.....GG.....GUC.......UUCCUUAAGCUG...........................................................................
Dac-1-7 GAG......G.C.AAA.GC.CA.......C.....GG.....GUC.......UUCUAUUGAAUUG..........................................................................
Dsp-1-4 GAC......G.C.AAA.GC.CA.......U.....GG.....GUC.......UUCCAUGUUAAGGUG........................................................................
Dac-1-8 GAC......G.C.AAA.GC.CA.......C.....GG.....GUC.......UUUCUAUUAACGA..........................................................................
Dsp-1-5 GAC......G.C.AAA.GC.CA.......C.....GG.....GUC.......UUCAUUAAGCUG...........................................................................
Dac-1-9 GAC......G.C.AAA.GC.CA.......C.....GG.....GUC.......UUAGAUUCUU.............................................................................
Dsp-1-6 GAC......G.C.AAA.GC.CA.......C.....GG.....GUC.......UCCCACACCUUAGAGUGG.....................................................................
Dsp-1-7 GAC......G.C.AAA.GC.CA.......C.....GG.....GUCUCCUA....UUUGCUUUACGG.........................................................................
Dme-2-4 GAC......G.C.AAA.GC.CA.......C.....GG.....GUCUUCA.....UUUAUU...............................................................................
Pth-1-3 GGC......G.C.AAA.AC.CA.......C.....GG.....GCCUAAG...GCAUUGCU...............................................................................
Dme-1-5 GAC......G.C.AAA.GC.UA.......C.....GA.....GUCUAAAG..CCUCGGCAGA.............................................................................
Dru-1-1 GAC......G.C.AAA.GC.UA.......U.....GG.....GCCUAAG...GCAGAAAU...............................................................................
Chy-1-1 GGC......G.C.AAA.GC.UA.......CA....GG.....GGCUAA....AGCUUAAAG..............................................................................
Toc-1-2 GGC......G.C.AAA.GC.CA.......U.....GG.....GCCUACG...GCUCCAUUGAUGAUGGA......................................................................
Pth-1-4 GAC......G.C.AAA.AC.CU.......U.....GG.....GUCUAAG...GCAGCAAAGCU............................................................................
Mth-1-3 GGC......G.C.AAA.GC.CA.......C.....GG.....GCCUGCAG..ACGCAA.................................................................................
Toc-1-3 GAC......G.C.AAA.GC.CA.......C.....GG.....GCCUACG...AAGAGACAAGCUC..........................................................................
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Dru-1-2 GAC......G.C.AAA.GC.CA.......C.....GG.....GCC.......UCAUUUUCAU.............................................................................
Dac-2-2 GAC......G.C.AAA.AC.CU.......U.....GG.....AUCUAAG...GUCAUAAAAUAUG..........................................................................
Dre-1-4 GAC......G.C.AAA.AC.CU.......U.....GG.....GUCUAAG...GUUCUAGGAAUGA..........................................................................
Cth-2-1 GAC......G.C.AAA.GC.UA.......AA....GG.....GGCUAAA...GCAUUAU................................................................................
Cth-4-1 GAC......G.C.AAA.GC.UA.......AA....GG.....GGCUAAA...GCAUUAU................................................................................
Ckl-1-1 GAC......G.C.AAA.GC.CG.......A.....GG.....GUCUAAA...GUGCGAGAGC.............................................................................
Csa-1-2 GAC......G.C.AAA.GC.CG.......A.....GG.....GUCUAAA...GUGCGAGAGC.............................................................................
Ddi-1-2 GAC......G.C.AAA.GC.CA.......CA....GG.....GUCUAAG...GGGCUACUUGCAGUAGU......................................................................
Ral-1-1 GAC......G.C.AAA.GC.UA........A....GG.....GUCUAAG...CUCGAAG................................................................................
Ral-1-2 GAC......G.C.AAA.GC.CA........A....GG.....GUCUAAG...CCGAAA.................................................................................
Ral-1-3 GAC......G.C.AAA.GC.CA........A....GG.....GUCUAAA...CCGUAU.................................................................................
Eha-2-1 GAC......G.C.AAA.GC.CA.......C.....GG.....GUCUAAUG..UUUCAUC................................................................................
Eha-2-2 GGC......A.U.AAA.GC.CA.......A.....GA.....GUCUAAG...GUAAAUAAACGU...........................................................................
Dgi-1-3 GAC......G.C.AAA.GC.CG.......C.....AA.....GUCUAAA...GCAAGAGAUU.............................................................................
Dyo-1-3 GAC......G.C.AAA.GC.CG.......C.....AA.....GUCUAAA...GCAAGAAAUU.............................................................................
Cdi-1-1 GAC......G.C.AAA.AC.UA.......UA....GG.....GACUAAA...AUCUUUAUGUAAUAAAG......................................................................
Cdi-17-1 GAC......G.C.AAA.AC.UA.......UA....GG.....GACUAAA...AUCUUUAUGUAAUAAAG......................................................................
Cdi-15-1 GAC......G.C.AAA.AC.UA.......UA....GG.....GACUAAA...AUCUUUAUGUAAUAAAG......................................................................
Cdi-2-1 GAC......G.C.AAA.AC.UA.......UA....GG.....GACUAAA...AUCUUUAUGUAAUAAAG......................................................................
Cdi-18-1 GAC......G.C.AAA.AC.UA.......UA....GG.....GACUAAAA..UCUUUAUAUAAUAAAG.......................................................................
Cbu-1-2 GAC......G.C.AAA.GC.UA.......UA....GG.....GACUAAG...AAUUUUAUUAAGAA.........................................................................
Cbu-1-3 GAC......G.C.AAA.GC.UA.......UA....GG.....AGCUAAA...GUUAAAAA...............................................................................
Cbo-2-1 GAC......G.C.AAA.GC.UA.......AA....GG.....GGCUAAA...GAAGAAAU...............................................................................
Cdi-1-2 CAC......G.C.AAA.GC.UA.......UA....GG.....GGCUAAA...GUUUAGUAA..............................................................................
Cdi-17-2 CAC......G.C.AAA.GC.UA.......UA....GG.....GGCUAAA...GUUUAGUAA..............................................................................
Cdi-18-2 CAC......G.C.AAA.GC.UA.......UA....GG.....GGCUAAA...GUUUAGUAA..............................................................................
Cdi-15-2 CAC......G.C.AAA.GC.UA.......UA....GG.....GGCUAAA...GUUUAGUAA..............................................................................
Cbo-5-1 GAC......G.C.AAA.GC.UA.......UA....GG.....GGCUAAA...GAGGAA.................................................................................
Cbo-2-2 GAC......G.C.AAA.GC.UA.......UA....GG.....GGCUAAG...GAAUAA.................................................................................
Cpe-5-1 GAC......G.C.AAA.GC.UA.......AA....GG.....GGCUAAG...GUUAUAUGAUA............................................................................
Cpe-1-1 GAC......G.C.AAA.GC.UA.......AA....GG.....GGCUAAG...GUUAUAUGAUA............................................................................
Cpe-7-1 GAC......G.C.AAA.GC.UA.......AA....GG.....GGCUAAG...GUUAUAUGAUA............................................................................
Cpe-2-1 GAC......G.C.AAA.GC.UA.......AA....GG.....GGCUAAG...GUUAUAUGAUA............................................................................
Cpe-4-1 GAC......G.C.AAA.GC.UA.......AA....GG.....GGCUAAG...GUUAUAUGAUA............................................................................
Cpe-3-1 GAC......G.C.AAA.GC.UA.......AA....GG.....GGCUAAG...GUUAUAUGAUA............................................................................
Cpe-6-1 GAC......G.C.AAA.GC.UA.......AA....GG.....GGCUAAG...GUUAUAUA...............................................................................
Cbu-2-4 GAC......G.C.AAA.GC.UA.......UA....GG.....GACUAAG...GUUGUGAAA..............................................................................
Cdi-1-3 GAC......G.C.AAA.AC.UA.......UA....GG.....GAUUAAA...GCUUUUAAA..............................................................................
Cdi-17-3 GAC......G.C.AAA.AC.UA.......UA....GG.....GAUUAAA...GCUUUUAAA..............................................................................
Cdi-15-3 GAC......G.C.AAA.AC.UA.......UA....GG.....GAUUAAA...GCUUUUAAA..............................................................................
Cdi-10-3 GAC......G.C.AAA.AC.UA.......UA....GG.....GAUUAAA...GCUUUUAAA..............................................................................
Csp-1-1 GAC......G.C.AAA.GC.UA.......UA....GG.....GACUAAG...GUGUAUA................................................................................
Cpe-8-1 GAC......G.C.AAA.GC.UA.......UA....GG.....GACUAAG...GUUUAUA................................................................................
Cpe-3-2 GAC......G.C.AAA.GC.UA.......UA....GG.....GACUAAG...GUUUAUA................................................................................
Cpe-2-2 GAC......G.C.AAA.GC.UA.......UA....GG.....GACUAAG...GUUUAUA................................................................................
Cpe-9-1 GAC......G.C.AAA.GC.UA.......UA....GG.....GACUAAG...GUUUAUA................................................................................
Cpe-1-2 GAC......G.C.AAA.GC.UA.......UA....GG.....GACUAAG...GUUUAUA................................................................................
Cpe-4-2 GAC......G.C.AAA.GC.UA.......UA....GG.....GACUAAG...GUUUAUA................................................................................
Cpe-5-2 GAC......G.C.AAA.GC.UA.......UA....GG.....GACUAAG...GUUUAUA................................................................................
Cdi-1-4 GAC......G.C.AAA.GC.UA.......UA....GG.....GACUAAG...GUUUAUAUACAUAA.........................................................................
Cdi-1-5 GAC......G.C.AAA.GC.UA.......UA....GG.....GACUAAG...AUUUAUAAAAUUCUUAUAA....................................................................
Cdi-1-6 GAC......G.C.AAA.GC.UA.......UA....GG.....GACUAAG...AUUUAUAAAAUUCUUAUAA....................................................................
Cdi-10-4 GAC......G.C.AAA.GC.UA.......UA....GG.....GACUAAG...ACUUAUAUAAAUAUCUUAUGA..................................................................
Cdi-1-7 GAC......G.C.AAA.GC.UA.......UA....GG.....GACUAAG...ACUUAUAUAAAUAUCUUAUGA..................................................................
Cdi-1-8 GAC......G.C.AAA.GC.UA.......UA....GG.....GACUAAC...GCUUAUAAAAUAAACUAUGA...................................................................
Cdi-17-4 GAC......G.C.AAA.GC.UA.......UA....GG.....GACUAAC...GCUUAUAAAAUAAACUAUGA...................................................................
Cdi-8-5 GAC......G.C.AAA.GC.UA.......UA....GG.....GACUAAC...GCUUAUAAAAUAAACUAUGA...................................................................
Cdi-10-5 GAC......G.C.AAA.GC.UA.......UA....GG.....GACUAAC...GCUUAUAAAAUAAACUAUGA...................................................................
Cdi-11-5 GAC......G.C.AAA.GC.UA.......UA....GG.....GACUAAC...GCUUAUAAAAUAAACUAUGA...................................................................
Cdi-1-9 GAC......G.C.AAA.GC.UA.......UA....GG.....GACUAAC...GCUUAUAAAAUAAACUAUGA...................................................................
Cdi-17-5 GAC......G.C.AAA.GC.UA.......UA....GG.....GACUAAC...GCUUAUAAAAUAAACUAUGA...................................................................
Cdi-1-10 GAC......G.C.AAA.GC.UA.......UA....GG.....GACUAAG...ACUUAUGAAAUGA..........................................................................
Cdi-17-6 GAC......G.C.AAA.GC.UA.......UA....GG.....GACUAAG...ACUUAUGAAAUGA..........................................................................
Cdi-8-6 GAC......G.C.AAA.GC.UA.......UA....GG.....GACUAAG...ACUUAUGAAAUGA..........................................................................
Cdi-18-3 GAC......G.C.AAA.GC.UA.......UA....GG.....GACUAAG...ACUUAUGAAAUGA..........................................................................
Cdi-15-6 GAC......G.C.AAA.GC.UA.......UA....GG.....GACUAAG...ACUUAUGAAAUGA..........................................................................
Cdi-10-7 GAC......G.C.AAA.GC.UA.......UA....GG.....GACUAAG...ACUUAUGAAAUGA..........................................................................
Cdi-4-6 GAC......G.C.AAA.GC.UA.......UA....GG.....GACUAAG...ACUUAUGAAAUGA..........................................................................
Cdi-18-4 GAC......G.C.AAA.GC.UA.......UA....GG.....GACUAAC...GCUUAUAAAAUAA..........................................................................
Cdi-15-7 GAC......G.C.AAA.GC.UA.......UA....GG.....GACUAAC...GCUUAUAAAAUAA..........................................................................
Cdi-1-11 GAC......G.C.AAA.GC.UA.......UA....GG.....GACUAAC...GCUUAUAAAAUAA..........................................................................
Cdi-17-7 GAC......G.C.AAA.GC.UA.......UA....GG.....GACUAAC...GCUUAUAAAAUAA..........................................................................
Cdi-8-7 GAC......G.C.AAA.GC.UA.......UA....GG.....GACUAAC...GCUUAUAAAAUAA..........................................................................
Cdi-18-5 GAC......G.C.AAA.GC.UA.......UA....GG.....GACUAAC...GCUUAUAAAAUAAAAUAUGA...................................................................
Cdi-10-9 GAC......G.C.AAA.GC.UA.......UA....GG.....GACUAAG...ACUUAUAUAAAUAUCUUAUGA..................................................................
Cdi-2-9 GAC......G.C.AAA.GC.UA.......UA....GG.....GACUAAG...ACUUAUAUAAAUAUCUUAUGA..................................................................
Cdi-17-8 GAC......G.C.AAA.GC.UA.......UA....GG.....GACUAAG...ACUUAUAUAAAUAUCUUAUGA..................................................................
Cdi-2-10 GAC......G.C.AAA.GC.UA.......UA....GG.....GACUAAG...ACUUAUAUAAAUAUCUUAUGA..................................................................
Cdi-1-12 GAC......G.C.AAA.GC.UA.......UA....GG.....GACUAAG...ACUUAUAUAAAUAUCUUAUGA..................................................................
Cdi-15-8 GAC......G.C.AAA.GC.UA.......UA....GG.....GACUAAG...ACUUAUAUAAAUAUCUUAUGA..................................................................
Cdi-2-11 GAC......G.C.AAA.GC.UA.......UA....GG.....GACUAAG...ACUUAUAUAAAUAUCUUAUGA..................................................................
Cdi-10-11 GAC......G.C.AAA.GC.UA.......UA....GG.....GACUAAG...GUUUAUAUACAUGA.........................................................................
Cdi-17-9 GAC......G.C.AAA.GC.UA.......UA....GG.....GACUAAG...GUUUGUAUACAUGA.........................................................................
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Cdi-12-9 GAC......G.C.AAA.GC.UA.......UA....GG.....GGCUAAG...GUUUGUAUACACAA.........................................................................
Cdi-15-9 GAC......G.C.AAA.GC.UA.......UA....GG.....GGCUAAG...GUUUGUAUACACAA.........................................................................
Cdi-16-9 GAC......G.C.AAA.GC.UA.......UA....GG.....GGCUAAG...GUUUGUAUACACAA.........................................................................
Cdi-2-12 GAC......G.C.AAA.GC.UA.......UA....GG.....GACUAAG...GUUUGUAUACACAA.........................................................................
Cdi-18-6 GAC......G.C.AAA.GC.UA.......UA....GG.....GGUUAAG...GUCUUAAAAAG............................................................................
Ace-1-1 GAC......G.C.AAA.AC.UA.......C.....GG.....GUCUACG...GUCGCUUG...............................................................................
Cth-2-2 GAC......G.C.AAA.GC.CAA......C.....GA.....GUCUAAG...GUGGAAAC...............................................................................
Cth-1-2 GAC......G.C.AAA.GC.CAA......C.....GA.....GUCUAAG...GUGGAAAC...............................................................................
Dac-1-10 GAC......G.C.AAA.AC.UA.......C.....GA.....GUCUAAG...GUUUUUAU...............................................................................
Tpo-1-9 GGC......G.C.AAA.GC.CA.......U.....GG.....GUCUAAA...GCUUAUU................................................................................
Cas-1-3 GGC......G.C.AAA.GC.UA.......CA....GG.....GGCUAAA...CCGAAC.................................................................................
Hor-1-1 GAC......A.C.AAA.GU.CA.......C.....GG.....GCCUGUAG..CCGGUUAUUUUUAACC.......................................................................
Mth-1-4 GAC......G.C.AAA.GC.CA.......U.....GG.....GUCUACAG..CCGUUACC...............................................................................
Dku-1-6 GGC......G.C.AAA.GC.CA.......U.....GG.....GUCUGCAG..CCCUAAAG...............................................................................
Dme-2-5 GAC......G.C.AAA.GC.CA.......U.....GG.....GUCUUCC...AGUUGUAUAA.............................................................................
Dor-1-3 GC.......G.C.AAA.GC.CU.......U.....GG.....GUCUUCC...AGUUGUCUAA.............................................................................
Dde-1-2 GGC......G.C.AAA.GU.CG.......CA....GG.....GUCUAAG...GCGCUCAGAAAGC..........................................................................
Tit-1-1 GAC......G.C.AAA.GC.CA.......C.....AG.....GUCUAAG...GCAUGCAGAU.............................................................................
Tma-2-1 GGC......G.C.AAA.GC.UA.......C.....AG.....GUCUGAG...UCAUGCAGAU.............................................................................
Hpr-1-3 GAC......G.C.AAA.GU.UA.......U.....GG.....GUCUAAG...AUAUUUAAUAU............................................................................
Sli-1-1 GGC......G.C.AAA.GC.CU.......C.....GG.....GCCUAAG...GGCGAGGAG..............................................................................
Sgl-1-3 GAC......A.C.AAA.GC.CA.......C.....GG.....GUCUAAA...GUAAUCUA...............................................................................
Dme-1-6 GAC......G.C.AAA.GC.GA.......U.....GG.....GUCUAAG...GCUUUU.................................................................................
Csa-1-3 GAC......G.U.AAA.GC.CA.......A.....GG.....GUCUAAG...AUGUGAAUGC.............................................................................
Sgl-1-4 GAC......G.C.AAA.GC.UA.......U.....GG.....GUCUAAAG..AUAUGAGAGU.............................................................................
Dal-1-1 GGC......G.C.AAA.GC.CA.......C.....GG.....GUCUAAA...GCCUUAAAAG.............................................................................
Ova-1-2 GAC......G.C.AAA.GC.CA.......C.....GG.....GUCUAAG...GCAUUGUUAU.............................................................................
Dac-2-3 GAC......G.C.AAA.GC.CA.......A.....GG.....GUCUAAG...UUGCAUUAAGC............................................................................
Toc-1-4 GGC......G.C.AAA.GC.UA.......C.....GG.....GCCUAAG...GGUAAUAAAG.............................................................................
Eha-1-1 GAC......G.C.AAA.GU.UAG......AA....GG.....GGCUAAA...GUCAGAAAGAUUG..........................................................................
Dfo-2-1 GGC......G.C.AAA.GC.CAG......AA....GG.....GACUAAA...GUCAGAAAACUUG..........................................................................
Cco-1-1 AGC......G.C.AAA.GC.CAG......AA....GG.....GACUAAA...GUCAGAAAGCUUG..........................................................................
Lba-2-1 GGC......G.C.AAA.GC.CAG......AA....GG.....GACUAAA...GUCAGAAAGAUUG..........................................................................
Csp-5-1 GGC......G.C.AAA.GC.CAG......AA....GG.....GACUAAA...GUCAGAAAGCUUG..........................................................................
Ame-1-3 GAC......G.C.AAA.GC.CA.......C.....GA.....GUCUAAG...UCGUUAUAC..............................................................................
Ame-1-4 GAC......G.C.AAA.GC.CA.......C.....GA.....AUCUAAG...UCGUUUGAC..............................................................................
Ova-1-3 GAC......G.C.AAA.GC.CA.......G.....GG.....GGCUAAG...GCGAAA.................................................................................
Cha-1-1 GAC......G.C.AAA.GC.UA.......AA....GG.....GCCG........UAUG.................................................................................
Cpa-1-2 GAC......G.C.AAA.AC.UA.......UA....GG.....GUCUUACUC...AUUU.................................................................................
Sgl-1-5 GAC......G.C.AAA.GC.UA.......AA....GG.....GCCUG.......UAACAU...............................................................................
Dal-1-2 GAC......G.C.AAA.GC.UA.......A.....GG.....GUCUACG...GCACAUUUUGU............................................................................
Cno-1-1 GAC......G.C.AAA.GC.UA.......AA....GG.....GCCUUCC...UUAGUUAUU..............................................................................
Cph-1-1 GAC......G.C.AAA.AC.UA.......UA....GG.....GUCUUCC...UUAGAUAUUCU............................................................................
Awo-1-4 GAC......G.C.AAA.GC.CA........A....GG.....GCCUGU......AAAAU................................................................................
Cte-1-1 GAC......G.C.AAA.GC.UA.......UA....GG.....GUCUGU......AAA..................................................................................
Dal-1-3 UAC......G.C.AAA.GC.CA.......U.....GG.....GUCUAAU...GCUAUUGUA..............................................................................
Dac-1-11 GAC......G.C.AAA.GC.UA.......U.....GG.....GUCUUCCA..GUCAUUGCUG.............................................................................
Dde-1-3 GAC......G.C.AAA.GC.UA.......U.....GG.....GCCUUCCAG.AUCAUGCUG..............................................................................
Dha-1-2 GAC......G.C.AAA.GC.UA.......U.....GG.....GCCUUCCUG.AUCAAGCUG..............................................................................
Dha-2-2 GAC......G.C.AAA.GC.UA.......U.....GG.....GCCUUCCUG.AUCAAGCUG..............................................................................
Dor-1-4 GAC......G.C.AAA.GC.UA.......U.....GG.....GUCUUCCG..GGUAAAG................................................................................
Dac-1-12 GAC......G.C.AAA.GC.UA.......U.....GG.....AUCUUC....CAGGUAAAGC.............................................................................
Ddi-1-3 GAC......G.C.AAA.GC.UA.......U.....GG.....GUCUUC....CAGGAAACACC............................................................................
Dde-1-4 GAC......G.C.AAA.GC.UA.......U.....GG.....GUCUUC....CAGGACAUGCC............................................................................
Dha-2-3 GAC......G.C.AAA.GC.UA.......U.....GG.....GUCUUCC...UGGAUACACUC............................................................................
Dha-1-3 GAC......G.C.AAA.GC.UA.......U.....GG.....GUCUUCC...UGGAUACACUC............................................................................
Dme-1-7 GAC......G.C.AAA.GC.UA.......U.....GG.....GUCUUC....CAGAGUUCUUC............................................................................
Dku-1-7 GAC......G.C.AAA.GC.CA.......U.....GG.....GCCUACA...GCGGUGUUGUGCC..........................................................................
Dgi-1-4 GAC......G.C.AAA.GC.CA.......U.....GA.....GUCUAAG...GUUUUUGAAAGG...........................................................................
Dru-1-3 GAC......G.C.AAA.GC.CA.......U.....GG.....AUCUAAG...GCAGGUUUUAUAU..........................................................................
Dal-1-4 GAC......G.C.AAA.GC.CA........A....GG.....GUCUAAU...GCUGUUUUUACA...........................................................................
Cpa-1-3 GAC......G.C.AAA.GC.UA.......C.....GA.....GUCUAAA...GCGUAAU................................................................................
Dre-1-5 GAC......G.C.AAA.GC.CA.......C.....GG.....GCCUAAG...GACAUUG................................................................................
Eha-2-3 GGC......G.C.AAA.GC.UA.......C.....GG.....GUCUAAU...GCUUCCGUUCGGAA.........................................................................
Ova-1-4 GAC......G.C.AAA.GC.CA.......UA....GG.....AUCUAAG...GUGCUGAUGUAAGC.........................................................................
Dal-1-5 GAC......G.C.AAA.GC.CA........A....GG.....GUCUAAC...ACUGCAAAGCA............................................................................
Cca-1-1 GAC......G.C.AAA.GC.CA.......U.....GA.....GUCUAAA...GCAAUUUUAACU...........................................................................
Dme-2-6 GAC......A.C.AAA.GC.CA.......U.....GA.....GUCUAAG...GUAUGAAGAU.............................................................................
Dal-1-6 GAC......G.C.AAA.GC.CA.......U.....GG.....GUCUAAG...GGCACACG...............................................................................
Mth-1-5 GAC......G.C.AAA.GC.CA.......U.....GG.....GCCUAAA...GCCCGACAAGG............................................................................
Chy-2-2 GGC......G.C.AAA.GC.CA.......U.....GG.....GCCUGUC...GGAAGUACAGCUU..........................................................................
Cob-1-2 GGC......G.C.AAA.GC.CA.......U.....GG.....GCCUGUC...GGAAGAGAAAACUU.........................................................................
Cow-1-1 GGC......G.C.AAA.GC.CA.......U.....GG.....GCCUGUC...GGAAGAAAAUCUU..........................................................................
Cla-1-1 GGC......G.C.AAA.GC.CA.......U.....GG.....GCCUGUC...GGAAGAAAGCCUU..........................................................................
Ckr-1-1 GGC......G.C.AAA.GC.CA.......U.....GG.....GCCUGUC...GGAAGAAAGCCUU..........................................................................
Csa-2-1 GGC......G.C.AAA.GC.CA.......U.....GG.....GCCUGUC...GGAAGUAAAACUU..........................................................................
Ath-1-1 GGC......G.C.AAA.GC.CA.......U.....GG.....GCCUGUC...GGAAGUAAAACUU..........................................................................
Ckr-2-1 GGC......G.C.AAA.GC.CA.......U.....GG.....GCCUGUC...GGAAGAAAAUCUU..........................................................................
Cob-1-3 GGC......G.C.AAA.GC.CA.......U.....GG.....GCUUGUC...GGAAGUAAAACUU..........................................................................
Ath-1-2 GGC......G.C.AAA.GC.CA.......U.....GG.....GCCUGUC...GGAAGAAAAACUU..........................................................................
Ckr-2-2 GGC......G.C.AAA.GC.CA.......U.....GG.....GCCUGUC...GGAAGAAAAACUU..........................................................................
Csa-2-2 GGC......G.C.AAA.GC.CA.......U.....GG.....GCCUGUC...GGGAGUAAAACUU..........................................................................
Cob-1-4 GGC......G.C.AAA.GC.CA.......U.....GG.....GCCUGUC...GGAAGAAAAACUU..........................................................................
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Ath-1-3 GGC......G.C.AAA.GC.CA.......U.....GG.....GUCUGUCG..GAAAAGGGUUUUUACCUUUU...................................................................
Ckr-2-3 GGC......G.C.AAA.GC.CA.......U.....GG.....GUCUGUCG..GAAAAGGGUUUUUACCUUUU...................................................................
Csa-2-3 GGC......G.C.AAA.GC.CA.......U.....GG.....GUCUGUCG..GAAAAGGGUUUUUACCUUUU...................................................................
Csa-2-4 GGC......G.C.AAA.GC.CA.......U.....GG.....GUCUGUC...GGAAAAGGUAUAGAGGACCUUUU................................................................
Csp-4-4 GUC......G.C.AAA.GC.CA.......U.....GG.....GUCUAAAG..AAUUUU.................................................................................
Csp-3-1 GAC......G.C.AAA.GC.CA.......U.....GA.....GUCUAAA...GUAAUUUCGAUU...........................................................................
Ame-1-5 GGC......G.C.AAA.GC.UA.......U.....GG.....GUCUAA....GGGAAGACACUAUU.........................................................................
Ame-1-6 GAC......G.C.AAA.GC.CA.......U.....GA.....GUCUAAG...GGAAGUUUUUAUU..........................................................................
Csp-3-2 GUC......A.C.AAA.GC.CA.......U.....GG.....GUCUAA....GGAAUGUUAUG............................................................................
Ame-1-7 GAC......G.C.AAA.GC.UA.......U.....GG.....AUCUAAG...GGAAGUUGUAUU...........................................................................
Cbe-1-1 GCC......G.C.AAA.GC.UA.......U.....GG.....GUCUAAA...GAAAUUCAUUU............................................................................
Ckl-1-2 GUC......G.C.AAA.GC.UA.......U.....GG.....GUCUUAA...GAAAAUUAUUUU...........................................................................
Cbe-1-2 GCC......G.C.AAA.GC.CA.......U.....GA.....GUCUAAG...GGAAUUUACAUU...........................................................................
Cbo-5-2 GUC......G.C.AAA.GC.UUA......U.....GA.....GUCUAAGG..GAAAAAAUUAUUU..........................................................................
Cbo-2-3 GUC......G.C.AAA.GC.UUA......U.....GA.....GUCUAAGG..GAAAGAAUUAUUU..........................................................................
Cbo-4-2 GUC......G.C.AAA.GC.UUA......U.....GA.....GUCUAAGG..GAAAGAAUUAUUU..........................................................................
Csp-4-5 GUC......G.C.AAA.GC.CG.......U.....GA.....GUCUAAG...GAAAAUAUUAUUU..........................................................................
Csp-3-3 GAC......G.C.AAA.GC.UU.......U.....GA.....GUCUAAGG..GAAAGUUUUUU............................................................................
Cbe-1-3 GUC......G.C.AAA.GC.UA.......U.....GA.....GUCUAAG...GAAAAAUUUAAUUU.........................................................................
Ckl-1-3 GUC......G.C.AAA.GC.UA.......U.....GG.....GUCUAAA...GAAAAGUUAUUUU..........................................................................
Ame-1-8 GAC......G.C.AAA.GC.UA.......U.....GG.....AUCUAAG...GGGAUCUUUAUU...........................................................................
Ame-1-9 GGC......G.C.AAA.GC.UA.......U.....GG.....AUCUAAG...GGAAUAUUAUAUU..........................................................................
Ame-1-10 GAC......G.C.AAA.GC.UA.......U.....GG.....AUAUAAG...GGAAAACAUCAUU..........................................................................
Csp-4-6 GUC......G.C.AAA.GC.CG.......U.....GA.....GUCUAAGG..GAAGUAAAUU.............................................................................
Tit-1-2 GUC......G.C.AAA.GC.CA.......U.....GG.....GUCUAAG...GGAAUGAAUAUU...........................................................................
Tma-2-2 GUC......G.C.AAA.GC.CA.......U.....GG.....GUCUAAG...GGAAUGAAUAUU...........................................................................
Car-1-1 GUC......G.C.AAA.GC.UA.......U.....GG.....GUCUAAA...GAAAAUAUUUU............................................................................
Clj-1-1 GUC......G.C.AAA.GC.UA.......U.....GG.....GUCUAAA...GAAAAUUAUUU............................................................................
Awo-1-5 GAC......G.C.AAA.AC.UA.......UA....GG.....GUCUAAA...UAAUGUAUAU.............................................................................
Tpo-1-10 GAC......A.C.AAA.GC.CA.......U.....GG.....GUCUACG...GAAUGGUGUCCAGUGGUCAUUAU................................................................
Dca-1-2 GAC......G.C.AAA.GC.CG.............GG.....GUCUAAA...GUUUAAAUAA.............................................................................
Dku-1-8 GGC......G.C.AAA.GC.UA.......UA....GG.....GGCUAAG...GCGAACAAC..............................................................................
Pth-1-5 GGC......A.C.AAA.GC.CA.......G.....GG.....GCCUAAA...GCGAAA.................................................................................
Chy-1-2 GAC......G.C.AAA.GC.UA.......CA....GG.....GGCUAAA...GCCGUAAG...............................................................................
Chy-1-3 GAC......G.C.AAA.GC.UA.......CA....GG.....GGCUAAG...GCCGUAAG...............................................................................
Chy-1-4 GAC......G.C.AAA.GC.UA.......CA....GG.....GGCUAAA...GCCGUAAG...............................................................................
Chy-1-5 GAC......G.C.AAA.GC.UAC......A.....GG.....GGCUAAAG..CAGGUUGUCC.............................................................................
Chy-1-6 GAC......G.C.AAA.GC.UA.......CA....GG.....GGCUAAA...GCGAAUUUUC.............................................................................
Chy-1-7 GAC......G.C.AAA.GC.UA.......AA....GG.....GGCUAAG...GCGGGUAACC.............................................................................
Dal-1-7 GAC......G.C.AAA.GC.CA.......C.....AG.....GCCUACG...GUUGUAAUG..............................................................................
Cpa-2-1 GGC......G.C.AAA.GC.CA.......C.....GG.....GCCUAAA...UCCCUGAUUGG............................................................................
Tte-1-1 GGC......G.C.AAA.GC.CA.......C.....GG.....GCCUAAA...UCCCUGAUUGG............................................................................
Tit-1-3 GAC......G.C.AAA.GC.CA.......C.....GG.....GUCUAAA...GCAAUAAUCUU............................................................................
Tma-2-3 GAC......G.C.AAA.GC.CA.......C.....GG.....GUCUAAA...GCAAUAAUCUU............................................................................
Tps-1-1 GAC......G.C.AAA.GC.CA.......C.....GG.....GUCUAAA...GCGAUAGUUUU............................................................................
Tet-1-1 GAC......G.C.AAA.GC.CA.......C.....GG.....GUCUAAA...GCGAUAGUUUU............................................................................
Tsi-1-1 GAC......G.C.AAA.GC.UA.......C.....GG.....GUCUAAU...GCAACAGUUUU............................................................................
Tet-2-1 GAC......G.C.AAA.GC.UA.......C.....GG.....GUCUAAU...GCAACAGUUUU............................................................................
Twi-1-1 GAC......G.C.AAA.GC.UA.......C.....GG.....GUCUAAU...GCAACAGUUUU............................................................................
Pth-1-6 GAC......G.C.AAA.GC.CA.......C.....GG.....GUCUAAA...GCACAU.................................................................................
Dal-1-8 GAC......G.C.AAA.GC.UA.......C.....AG.....GUCUAAA...GCAUUUU................................................................................
Dal-1-9 GAC......G.C.AAA.GC.CA.......C.....GG.....GCCUAAA...GCAUU..................................................................................
Sli-1-2 GAC......G.C.AAA.GC.UA.......UA....GG.....GGCUAAA...GCGAACAUUC.............................................................................
Tsa-1-1 GAC......G.C.AAA.GC.CA.......C.....GG.....GUCUAAA...GCGGAUUUU..............................................................................
Txy-1-1 GAC......G.C.AAA.GC.CA.......C.....GG.....GUCUAAA...GCAGAUUCU..............................................................................
Dca-1-3 GAC......G.C.AAA.GC.CA.......C.....GG.....GCCUAAA.....ACGAU................................................................................
Ddi-1-4 GAC......G.C.AAA.GC.CG.......A.....GG.....GUCUAAA...GCGUUUGUUGC............................................................................
Dgi-1-5 GAC......G.C.AAA.GC.CG.......A.....GG.....GUCUAAA...GCGUUUGCCGC............................................................................
Dku-1-9 GAC......G.C.AAA.GC.UA.......CA....GG.....GUCUAAG...GUGCUUAUGCGAUGGC.......................................................................
Dsp-1-8 GAC......G.C.AAA.GC.CA.......UC....GG.....AUCUAAA...GCGCUUAUGAGU...........................................................................
Hmo-1-1 GAC......G.C.AAA.GC.CA.......UA....GG.....GUCUAAG...GUGCUUAAAGC............................................................................
Sgl-1-6 GAU......G.CCAAA.GC.UA.......UA....GG.....GUCUAAG...GCGCAUCUAAC............................................................................
Csa-1-4 GAC......G.C.AAA.GC.CG.......A.....GG.....GUCUAAG...GCGCACAUUGU............................................................................
Csa-1-5 GAC......G.C.AAA.GC.CG.......A.....GG.....GUCUAAG...GCGCACAUUGU............................................................................
Dha-2-4 GGC......G.C.AAA.GC.UA.......CA....GG.....GUCUACG...GCAUUUUCGGAU...........................................................................
Sgl-1-7 GGC......G.C.AAA.GC.UA.......CA....GG.....GUCUAAG...GCGUUUGAUAAAAC.........................................................................
Toc-1-5 GGC......G.C.AAA.GC.CA.......UA....GG.....GUCUAAG...GUGCUUUUGC.............................................................................
Csp-2-1 GAC......G.C.AAA.GC.CG.......UA....GG.....GUCUAAG...ACGCUUCAAAAAGC.........................................................................
Dsp-1-9 GAC......G.C.AAA.GC.CA.......UA....GG.....GUCUAAA...GUGCUAUAGCGGU..........................................................................
Dsp-1-10 GAC......G.C.AAA.GC.CA.......UA....GG.....GUCUAAG...GUGCUUACCAGC...........................................................................
Sgl-1-8 GAC......G.C.AAA.GC.CA.......UA....GG.....GUCUAAG...GUGCUUUACUGC...........................................................................
Pth-1-7 GAC......G.C.AAA.GC.UA.......UA....GG.....GUCUAAG...GUACUUCCCGGC...........................................................................
Tma-2-4 GAC......G.U.AAA.GC.UA.......CA....GG.....GUCUAAG...GUGCCCACAGGC...........................................................................
Csa-1-6 GAC......G.C.AAA.GC.CG.......A.....GG.....GUCUAAG...GUGUCUUAGGAC...........................................................................
Csa-1-7 GAC......G.C.AAA.GC.CG.......A.....GG.....GUCUAAG...GUGUCUUAGGAC...........................................................................
Dha-1-4 GAC......G.C.AAA.GC.CG.......A.....GG.....GUCUAAG...GUGUCUUAGGAC...........................................................................
Dha-1-5 GAC......G.C.AAA.GC.CG.......A.....GG.....GUCUAAG...GUGUCUUAGGAC...........................................................................
Ova-1-5 GCC......G.C.AAA.GC.CG.......CA....GG.....GUCUAAG...GUGCUGAAUGC............................................................................
Dha-2-5 GAC......G.C.AAA.AC.CG.......UA....GG.....AUCUAAG...GUGCUUAAAAGGU..........................................................................
Dyo-1-4 GAC......G.C.AAA.AC.CG.......UA....GG.....AUCUAAG...GUGCUUAAAAGGC..........................................................................
Dha-2-6 GAC......G.C.AAA.GC.CG.......UA....GG.....AUUUAAG...GUGCUCAAAAAGU..........................................................................
Toc-1-6 GGU......G.CAAAA.GC.CA.......UA....GG.....GUCUAAG...GUGCAUUUAC.............................................................................
Dre-1-6 GGC......G.C.AAA.AC.CA.......C.....GG.....GCCUAA....GGUGUA.................................................................................
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Rob-1-1 GAC......G.C.AAA.GC.CA.......C.....GG.....GUCUAAG...GUCGUGAG...............................................................................
Ccl-1-2 GAC......G.C.AAA.GC.CA.......C.....GG.....GUCUAAA...GCGGUAUACC.............................................................................
Ccl-1-3 GAC......G.C.AAA.GC.CA.......AA....GG.....GUCUAAG...GUGAUUAGUAAC...........................................................................
Csp-2-2 GAC......G.C.AAA.GC.UU.......A.....GG.....GUCUAAA...GCGUUUAUUGC............................................................................
Dac-2-4 GAC......G.C.AAA.GC.CU.......A.....GG.....GUCUAAG...GUGCUGAAUAAGC..........................................................................
Cph-1-2 GAC......G.C.AAA.GC.UA.......U.....GG.....GUCUAAG...GAUAUCAUAAUA...........................................................................
Sgl-1-9 GCC......G.C.AAA.GU.CA.......C.....GG.....GUCUAAA...GCGAUUU................................................................................
Dal-1-10 GAC......G.C.AAA.GC.UA.......U.....GG.....GUCUAAG...GCGGAAUGCC.............................................................................
Dru-1-4 GGC......G.C.AAA.GC.CA.......U.....GG.....GUCUAAG...CCAAGUUC...............................................................................
Dsp-1-11 GAC......A.C.AAA.GC.UA.......U.....GG.....GUCUAAG...GCUAUAC................................................................................
Dme-2-7 GAC......G.C.AAA.GC.CA.......C.....GG.....GUCUUAC...ACAUGU.................................................................................
Dor-1-5 GAC......G.C.AAA.GC.CA.......C.....GG.....GUCUUA....GCAUGAUUGG.............................................................................
Dor-1-6 GAC......G.C.AAA.GC.CA.......C.....GG.....GUCUGAC...CACAGAAUG..............................................................................
Cth-4-3 GAC......G.C.AAA.GC.CA.......U.....GG.....GUCUACU...GUUUUAAAACAAUGUUUUAAA..................................................................
Cth-1-3 GAC......G.C.AAA.GC.CA.......U.....GG.....GUCUACU...GUUUUAAAACAAUGUUUUAAA..................................................................
Cth-2-3 GAC......G.C.AAA.GC.CA.......U.....GG.....GUCUACU...GUUUUAAAACAAUGUUUUAAA..................................................................
Cth-3-3 GAC......G.C.AAA.GC.CA.......U.....GG.....GUCUACU...GUUUUAAAACAAUGUUUUAAA..................................................................
Ccl-1-4 GGC......G.C.AAA.GC.UU.......U.....GG.....GUCUAAC...GUUUAGGUUAAUAUCCCUAA...................................................................
Ace-1-2 GAC......G.C.AAA.GC.UG.......U.....GG.....GUCUAAC...GUUUGGGGAAGAUGCCUUGA...................................................................
Ccl-1-5 GAC......G.C.AAA.GC.CU.......U.....GG.....GUCUAAA...GCUUGGGUUUAUCCGAA......................................................................
Ace-1-3 GAC......G.C.AAA.GC.CU.......U.....GG.....GUCUAAA...GCUGAGACGAAAGUCAAA.....................................................................
Ace-1-4 GAC......G.C.AAA.GC.UA.......U.....GG.....GUCUAAG...UUAAGGAUUAUAUAUCCUU....................................................................
Ccl-1-6 GAC......G.C.AAA.GC.UU.......U.....GG.....GUCUAAG...UUAAGGAUGAAUAUCCUU.....................................................................
Pth-1-8 GAC......G.C.AAA.GC.CG.......C.....GG.....GUCUAA....AGCAAUUACG.............................................................................
Lba-1-4 GAC......G.C.AAA.GC.UA.......UA....GG.....GCCUGU......AAUA.................................................................................
Fpr-1-1 GAC......G.C.AAA.GC.UA.......CA....GG.....GCCUGU......AAUA.................................................................................
Csp-4-7 GAC......G.C.AAA.GC.UA.......GA....GG.....GCCUUA....UCCUUUGAUAG............................................................................
Cbe-1-4 GAC......G.C.AAA.GC.UA.......GA....GG.....GCC.......UUUUCCUUUUGAA..........................................................................
Ece-1-5 GAC......G.C.AAA.GC.UA.......AA....GG.....GACUGU......AAAAU................................................................................
Rsp-1-1 GGC......G.C.AAA.GC.UA.......AA....GG.....GCCUGU......AAAAU................................................................................
Esp-1-1 GAC......G.C.AAA.GC.UA.......CA....GG.....GCCUGU......AAAAU................................................................................
Dfo-1-1 GAC......G.C.AAA.GC.UA.......CA....GG.....GCCUGU......AAAAU................................................................................
Rob-1-2 GAC......G.C.AAA.GC.UA.......CA....GG.....GCCUGU......AAAAU................................................................................
Eha-1-2 GAC......G.C.AAA.GC.UA.......CA....GG.....GCCUGU......AAAAU................................................................................
Ast-1-1 GAC......G.C.AAA.AC.UA.......UA....GG.....GCCUGU......AAA..................................................................................
Dfo-1-2 GAC......G.C.AAA.GC.UA.......UA....GG.....ACCUGU......AAAAU................................................................................
Hhy-1-3 UAC......G.C.AAA.AG.UC.......U.....GA.....AUCUACGG..GGGUAC.................................................................................
Ame-1-11 GAC......G.C.AAA.GC.CA.......U.....GG.....GCCUACA...UUCUAAACAG.............................................................................
Dru-1-5 GAC......G.C.AAA.GC.CA.......U.....GG.....GCCUAA....UCCCGAAGG..............................................................................
Dru-1-6 GAC......G.C.AAA.GC.AA.......UA....GG.....GCCUAA....UCCUCCGGCAGGAGG........................................................................
Ace-1-5 GAC......A.C.AAA.GC.UA.......C.....GG.....GUCUAAG...GUCUUUG................................................................................
Dsp-1-12 GAC......G.C.AAA.GC.CA.......C.....GG.....GUCUUCUG..CUUACA.................................................................................
Dac-1-13 GAC......G.C.AAA.GU.CA.......U.....GG.....GCCUUAGG..GUUUAA.................................................................................
Mth-1-6 GGC......G.C.AAA.AC.UA.......GA....GG.....GUCUACA...GCCUUCACGG.............................................................................
Aca-1-5 GAC......G.C.AAA.GC.CA........A....GG.....GCCUAAA...CCAUUUACU..............................................................................
Asp-1-5 GAC......G.C.AAA.GC.CA........A....GG.....GCCUAAA...CCAUUUACU..............................................................................
Sac-1-2 GAC......G.C.AAA.GC.UA.......GA....GG.....GGCUUA....UCGCAUCCGC.............................................................................
Dsp-1-13 GAC......G.C.AAA.AU.CA.......C.....AG.....GUCUAAG...GUUCCUUCAGA............................................................................
Ere-1-2 GUC......G.C.AAA.GC.CA.......G.....A......GUCUAAA...ACAGUUACAUGUA..........................................................................
env-1 GUC......G.C.AAA.GC.UA.......G.....A......GUCUAACA..CGGAGUAACAUUUA.........................................................................
env-3 GUC......G.C.AAA.GC.UA.......G.....A......GUCUAACA..CGGAGUAACAUUUA.........................................................................
env-5 GUC......G.C.AAA.GC.UA.......G.....A......GUCUAACA..CGGAGUAACAUUUA.........................................................................
env-6 GAC......G.C.AAA.GC.UA.......CA....GG.....GAUUUCC...CCUUUUAACA.............................................................................
env-13 GAC......G.C.AAA.GC.UA.......AA....AG.....GCCUG.......UGAA.................................................................................
env-14 GAC......G.C.AAA.GC.UA.......CA....GG.....GCCUUCC...CCUUAAAAA..............................................................................
env-15 GAC......G.C.AAA.GC.UA.......CA....GG.....GCCUUCC...CCUUAAAAA..............................................................................
env-17 GUC......G.C.AAA.GC.UA.......U.....GA.....GUCUAAG...GAAAAAUUUAAUUU.........................................................................
env-18 GAC......G.C.AAA.GC.UA.......GA....GG.....GCC.......UUUUCCUUUUGAA..........................................................................
env-19 GAC......G.C.AAA.GC.UA.......CA....GG.....GCCUGU......AAAAU................................................................................
env-20 GAC......G.C.AAA.GC.UA.......CA....GG.....GCCUGU......AAAAU................................................................................
env-21 GAC......G.C.AAA.GC.UA.......CA....GG.....GCCUGU......AAAAU................................................................................
env-22 GAC......G.C.AAA.GC.UA.......CA....GG.....GCCUGU......AAAAU................................................................................
env-24 GAC......G.C.AAA.GC.UA.......CA....GG.....GCCUGU......AAAAU................................................................................
env-26 GAC......G.C.AAA.GC.UA.......CA....GG.....GCCUGU......AAAAU................................................................................
env-27 GUC......G.C.AAA.GC.CA.......G.....A......GUCUAAA...ACAGUUACAUGUA..........................................................................
env-29 GUC......G.C.AAA.GC.CA.......G.....A......GUCUAAA...ACAGUUACAUGUA..........................................................................
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Bca-1-1 .....................................................................................CGCCAU.GC...CGGUC...C..GGC.CGC..C...G....CAG.AUU...UCAUAGACCUUUCUCCCGGAGCGGAGAAAGAAAGGAGAAUGAAA
Bca-1-2 .....................................................................................GCCAC..GC...CCGUC...C..GGC.CGC..C...GCAC.U.U.C.....CAUUCUCACCGAAA......GGAGAAUGAAAAUGUUGGCAAAAA
Tpo-1-1 .....................................................................................GG.....GA...UCGCC...A..GGU.UGC..A...GCAGA..UAU.....CACGGUAAGAGGUA......AAAGCCUAUUCCUUCACGGAGUAG
Dac-1-1 .....................................................................................AACAU..GA...AUGCCU.....AAU.UGC..UUUA...............AUAUUGAUCGUACAUUUAAGUAACCUUUUAAUUGUAGGUUGCUU
Ece-1-1 .....................................................................................GU.....GA...UUGUC...U..GGC.UGC..A........U.UCUGU...UCGUUAUGAGCAGAACGCAGCCUUAUUUUUUUAUUGAGGAGGAG
Ece-1-2 .....................................................................................GU.....GA...UUGUC...U..GGC.UGC..AAUC.......U.G.....UUCUUAGGGGCAGAGUGCAGCCUUUUUUCAUGGUAUCAGGAAAU
Ece-1-3 .....................................................................................GU.....GA...UUGUC...U..GGC.UGC..A........U.UCUGU...UCUUCGGAGCGGAGCGCGGCCUUUUUUGUCUCAUAGGAAAUUGC
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Cas-1-1 .....................................................................................GGAAA..GC...CAGCC......AGU.UGU.....................CUGAAAAUGAAAGACCAGCUUUGCAAUUACAAGGCUGUUUUUUU
Cba-1-1 .....................................................................................GGAAA..GC...CAGCC......AGU.UGU..A...UAUGA..A.......UAUAAGACCAGCUUUGCA..GUAUGAAGCUGGUUUUUGUUGUCC
Hpr-1-1 .....................................................................................GCCAU..GA...CUGUU...AU.GUC.UGC..C...UCAGGU.........AAAAUUGCCAGUGUAAAUU.AAUGCACAAUGGCAAUUUUUUUCU
Csp-6-1 ............................................................................................GG...CAGCC......AGU.UGCG.CUUGA..............UAUCGGACGUGUUACAUCUGAAUGUAAUGCUUUCUCAUCCGUGC
CDe-1-1 .....................................................................................AAUAG..GA...CGGCU...G..AGC.CGC..U...G....G.G.GU....UAUUACUUUCGCGGAGCCG.CCCUAUGGGGCGGUUUUUAUCGGU
Hpr-1-2 .....................................................................................GCAAU..GA...UUGUC...AG.AUU.CAC..CUCAG....GA........UUAAUAGCCAGUGCAUUUUUUUCUGGCUAUUUUUGCUAUUUAAC
Ere-1-1 .....................................................................................UGUAAU.GA...CAGAU...C..GGC.UGC..AACAU......C.C.....GGUAAUAUCGGACGCUGCAGCCUUUUUGUAUAUAAAAUUUUACC
Sgl-1-1 .....................................................................................UA.....GA...CAGCC.CC...GGU.UUU......AAAUA..G.U.....AUAAAAUCGGGGCUGUUUUUUUAGGAUAAAGCUAUUUGUUCUGC
Cci-1-1 .....................................................................................GGGAU..GU...CAGCC......AGC.UGC..A...GG...A.U.UU....AGUAAGCCGGCUGACGCAUGCAGCAUCGGCUUUUUAUUUUGCCU
Csp-4-1 .....................................................................................AAUAU..GU...CUGCC......AGA.AGC..C........G.A.GGA...UAUUAGGAUUAAAUUUUAAAAGCUAUUCUCCGGAAUAGCUUUUU
Cha-2-1 .....................................................................................GGUAU..GC...CAGCC......AGU.UGCA.C...A....U.A.U.....AUUUAUUAGCGGAGGGCAUGUUUAUGCCCUUUUUUUAUGUUUAA
Bpr-1-1 .......................................................................................CAU..GU...CAGCC......AGU.UGCA.UCUUA..............AUCUUUAUUAAGAUUAUCCGAAGCAUAGACAGUUACGUCUAUGC
Tpo-1-2 .....................................................................................UUUAU..GA...CAGCC...U..GGU.UGC..C...GCAUG..........AUGCGAAAACCCCUUGCUGUCAAAGGGGUUUUUUUAAUAUGGAA
Dyo-1-1 .....................................................................................AUCAG..GA...UAGCC...G..GGC.UGC..G...GAA....G.U.....GUACAUUCAAAAUGUCUAUCUGCUGAAAGUUCGGUAGUUAGGCU
Cce-1-1 .....................................................................................UGGAU..GG...CAGCC......GGU.UAC..CAC..GAG...........GAAUAUAGCUAUCGUUGGAUAACUAUACAUUUUUUUGCAACGAA
Tpo-1-3 .....................................................................................GCUAU..GA...CCGCA...G..GGC.UGC..CAACU....C.........UGGAAAUUGGCCUGUUUGCCCUGCAAGCAGGCUUUAAAUAUUUA
Ame-1-1 .....................................................................................ACCAA..GA...UCGUC...C..GAC.UGC..C...AUAGAU.........AUACUUUAUGGCAGUU....UUUUUAUAUGGAUUUUAGUAUUAA
Cst-1-1 .....................................................................................GUUAU..GA...UAGUC...C..AGC.CGC..C...AUAU.U.........UUUUUAUAUGGCGGCUUUUUGAGUUAAGAUAAGUUAUGAUUGUC
Cst-1-2 .....................................................................................AGCAAU.GA...UAGUC...C..AGC.CGC..C...AUAU.U.........UUUAUGGCGGUUUUUUUAUUGGCUUAGACAAAGCAAUGAUAGUC
Aar-1-1 .....................................................................................ACUAU..GA...UAGUU...G..GGC.UAC..CACAG....G.G.......GAAGAGAUAAUCCAAAAGCCCCAUUUCUUCAUGUAAAUUGGAGA
Cbo-1-1 ........................................................................................AU..GG...CAGCC......AGU.UGC..A...U....U.U.A.....UAUGGAGCUGCCAGGUGAUAUGGUAGCUUUUAUUAUUCCAGGAA
Eba-1-1 .....................................................................................GGUAU..GU...CAGCC......AGU.UGC..A...GUAUC..........GGCUGGCAAUGUUUGCUAGCAUUUAUUUAUUUAGGGAGCAUUAC
Tac-1-1 .....................................................................................ACUAU..GG...CAGCC...A..GGC.UGC..U...GGU....A.A.....GCGAAGGCUUUUAAGGGAGUAACCUAUAAUUGCCUUUGUUUAUG
Tpo-1-4 .....................................................................................GUUAU..GA...UUGCC...A..GGU.UGC..G...G....UUU.U.....AUUAAAGCCUAUUUCCUUUGGGGAUAGGAUUUUUUAUUCAUGGA
Cbo-1-2 ........................................................................................AU..GG...UAGCC......AGU.UGCA.C...GU...U.G.A.....UAGCAUUGCCUAUUGUGGCAGUGCUCUUUUUCUUUUUGGAGGUG
Lba-1-1 .....................................................................................GGAAU..GG...CAGCC......AGC.UGC..C...GGU....A.C.....CACACGGUACUGUAUCGAUAGUCGUAAGACUGUCACUAC.....
Lba-1-2 .....................................................................................GGAU...GG...CAGCC......AGC.UGC..C...GGU....A.C.....CACACGGUACUGUAUCGAUAGUCGUAAGACUGUCACUACUUUUA
Cce-1-2 .....................................................................................UAAAA..GA...UAGCC...G..GGU.UGCA.U...GU........AU...GGAGGAUAUGAUAUAACAACUUCUAUGACGUAGUUGUUUUUUUU
Tpo-1-5 .....................................................................................UUUAC..GA...CAGCC...G..GGU.UAC..C...GAAG.GU........GUUCUCGCACAAUGUGUUUAACCUGUCCUUGGUAACUGGAUAGG
Ova-1-1 ........................................................................................AU..GG...CAGCC......AGU.UGC..G...GAAC...........GGCAAAGCCCUGCACAUGGCAGGGCUCUUUUUAUAUGCUUAUGA
Dme-2-1 .....................................................................................GCUAG..GA...UCGCC...A..GAU.UAC..A....A...G.CAG.....GAACUUCUCAGGGAGAGUAGUCAUCUUAGGACUACUCUCUUUUU
Dyo-1-2 .....................................................................................GCUAG..GA...UCGCC...A..GAU.UAC..A....A...G.CAG.....GAACUUCUCAGGGAGAGUAGUCAUCUUAAGACUGCUCUCCCUUU
Dsp-1-1 .....................................................................................GCUAA..GA...UCGCC...A..GAU.UAC..A...AG...A.UAGA....ACUUCUCUGGGGAGAGUAGUCACUGAAGACUACUCUCUUUUAUU
Dme-2-2 .....................................................................................GCUAU..GA...UCGCC...A..GAC.UAC...AAGCA...C.........AGAACUUCUCUGGGGAGAGCGGUCUUUUUAGAUUGCUCUCUUCU
Dac-1-2 .....................................................................................GCUAA..GA...UCGCC...A..GAC.UAC..A...AGA............UGAACUUCUCUGGGGAGAGUAGUACUAUGGACUACUCUCCCCUU
Dme-1-1 .....................................................................................GCUAA..GA...UCGCC...A..AGC.UAC......AAGUUU.........UUUGAACUUCUCAGGGGAGAGCGGUUCCUUUUUAGGACUGCUCU
Ddi-1-1 .....................................................................................ACUAG..GA...UCGCC...A..GGC.UAC......AAGUGU.........UUAAGAACUUCUUAGGGGAGAGUGGUUCCUUUUUGGACUACUCU
Dha-1-1 .....................................................................................GCUAG..GA...UCGCC...A..GGC.UAC..AA..GUAG...........UUAGAACUUCUUAGGGGAGAGUAGUUCCUUUUUGGACUACUCUC
Dde-1-1 .....................................................................................ACUAA..GA...UCGCC...A..AGC.UAC......AA...G.UGCUUAG.AACUUCUUAGGGGAGAGUAGUUCCUUUUUGGACUACUCUCUUUU
Aar-1-2 .....................................................................................GCCAU..GA...CUGUC...G..GAC.UGC..U...GAACUG.G.G.....AAGAAGUAUGGCUAAUUUCCCUAUUUCUCAUGCCUUGCUGAGGA
Sth-1-1 .....................................................................................CCCAU..GC...UAGCC...G..GGC.UGC..C...G....C.UCG.....GGACGCCGCAGGUGAUGUA.CCUCGGCGUCUGCUGGAGGGUGCU
Dme-2-3 .....................................................................................GUAAA..GA...UGGCC...G..AGU.UAC..CAAUUA.............GGAUUAUAACGCGCCUUGUCUAAAGGGGGCGGUUUUUUCUUUUA
Tma-1-1 .....................................................................................GCUAC..GA...CGGCC...G..GGC.UGC..C...GAA..C.G.GG....UGGAGCGAUUGGAUUGCAUCGGGCCGCCAGCCUCCCUGCUCCUU
Dsp-1-2 .....................................................................................AC.....GA...CAGCU...A..GGC.UAC..C...AAAA.A.........UCUGCUUUUUUUGCCAUACCUUUUUUUAAGUUGUAUGGCAUUUU
Dor-1-1 .....................................................................................UGAU...GA...UGGCC...G..GGC.UGC..C...UAC..U.U.AG....UAUUCUCUGUCGCACGCCUUAAAAGGGGGGCGAUUUUUUGUAAU
Eli-1-1 .....................................................................................GAUAU..GA...CAGCC......AGA.UGC..C...ACAA.C.........CGGUAGAUGGCCGAAAACCCCUGUAUGGUUUCCGGCUAUUUUUA
Osp-1-1 ............................................................................................GU...CAGCC......AGC.UGC..AAU......C.........AUGAAUCCCCUGACCAGGGUGAAAUGAUUCUGCUCCUGACUCCC
Mth-1-1 .....................................................................................GCUAU..GG...CUGCC...A..GGC.UAC..C...GUAA.C.C..G....GUUAAAUUGUUAUGCCCGGAAGAGGGCCUUUAUUUUUAGGCAUG
Dac-1-3 .....................................................................................AAUAU..GA...CAGCCU.....GGC.UGC......AAAC.U.A.UU....AAAUGUGAGCAGCUAUUUUGUUGCUUUCUUUUUGUUUGCGUGAA
Dor-1-2 .....................................................................................GUCAU..GA...CGGCC...G..GGU.UGC..A...GAAU.A.........UGCAUCACAGUAUGUCUAUCUGCUGAAUAUUCGGUGGAUAGACA
Dku-1-1 .....................................................................................GCUAA..GG...CAGCC...G..GGU.UGC..G...A....C.A..AU...GCUUCCCGACCUUCGGGUCGGUUUUUUGUUAGCAAUUUACAUGG
Awo-1-1 .....................................................................................AA.....GU...UAGCC......AGU.UACU.C...GAAU...........CAAGGUAAUGAUUUAGGAGGUAACGGUGAAUUAUAGUGAAAAAA
Asp-1-1 .....................................................................................AUUAC..GA...UAGCC......GGU.UGC..C...G....CAU.......GGGGAAGCUCAUGUGUUAU.GAAAUAAGCAGAGUGCUUUUUUCG
Eli-1-2 .....................................................................................AAAC...GA...CAGCC......GGU.UGCU.C...G....G.G.U.....AUUAAACUUACUGAAUGCAAUCUCCCUGCCUUGGUUUAUGCCGG
Pth-1-1 .....................................................................................GCCAG..GG...CGGCC...G..GGU.UGC..CA...AG..A.A..U....UUAAUUGGUCCAAGCCCUU.CAUUGCGGCUUGGUUUUUUAAUAU
Dac-1-4 .....................................................................................AU.....GA...CAGCC...A..GGC.CAC..C...GAA....U.......CAAAUUUGCUAUCAUCAUACGUUAUGACAAUUUUUUCGAUGUUA
Toc-1-1 .....................................................................................GCUAU..GG...UAGCC...G..GGC.UGC..C...GAUGGU...GC....UUUUAAAGCAAAUCC.....ACAUCCCCCUUCGGCAGCUCGGGG
CDe-1-2 .....................................................................................GCCAG..GA...CCGCC...G..GGC.CGC..CA..C....U.G.GGA...UUGUGGACUACCUUGGCGGUAGUCUUCUUGUUUUUUGGAGGGGG
Cpa-1-1 .....................................................................................GCUAU..GA...CAGUC...G..GGU.UGC..A...GA.....U.U.....GAUUGCGAAAGCUGUGGCAUAGUUGCUGCGGCUUUUUAUUCGUG
Csp-4-2 .....................................................................................UGCAAU.GG...CUGCC...A..GGU.UGC..CAGG.....A.C.......UCUUCUUUUAGAAGGCUCCAGGCCUACAUAAGAGGAGGGAUUAA
Cob-1-1 .....................................................................................CCUAU..GG...UUGCC...A..GGC.UGC..C...A....G.G.AA....CUCCUUAUAUGGAGUUCCAGCAAAAAAUUAUGAUAAUAAACUCC
Chy-2-1 .....................................................................................CCUAU..GG...UCGCC...A..GGC.UGC..CUGCGAA............AACUGCAGACAGCCUUUUGUUAGUCUCCAUUUACAACAUCCACA
Dac-1-5 .....................................................................................GAU....GA...UGGCC...G..AGU.UAC..U...AAAG.A.G.......GACUUAGUCGCCAUUCCUAUCGAAUGGCGAUUUUGUUUUUUAUU
Lba-1-3 .....................................................................................GGAU...GG...CAGCC......AGU.UGC..C...UGAUA..........CAUAGUAAAAACGUAUGUAUUUGCAAAGUAGCCUUGGUCGCCUU
Hhy-1-1 .....................................................................................UCUAU..GA...UUGUC...A..AGCCUGC..C...UCAG.A.........UAUUUAUAUCACAGUGAUGAUUCUGGAUCGGGUAUAAUUAAUUA
Hhy-1-2 .....................................................................................UCUAU..GA...UCGUC...A..AGCCUGC..C...UCG....G.G.....AAUCAACAGCCAGUGCUUUUAUUUCGCUGGCUUUUUUUGUUUAU
Dre-1-1 .....................................................................................CCUAU..GA...CAGCC......AGU.UGC..UCCGG....G.U.......GCUGAUUAACACUCCAU...GACCCUCCUUUUAUAAGGAGGAUU
Aca-1-1 .....................................................................................AUUAU..GA...CAGCC......AGC.UGC..A...G....U.U.......UUUAUGCAUUGCGUUUUUA.GGACAGCAAUGCAUUUUUUAUUUA
Asp-1-2 .....................................................................................AUUAU..GA...CAGCC......AGC.UGC..A...G....U.U.......UUUAUGCAUUGCGUUUUUA.GGACAGCAAUGCAUUUUUUGUUAC
Cbu-1-1 .....................................................................................AU.....GG...CAGCC......AGU.UGC..A...UAAAUA...AU....AAAGUACCUUGUUAAUA...AAAUGUACUUUAUUAAACUUUGCC
Aca-1-2 .....................................................................................ACUAU..GA...CAGCC......GGU.UGC..C...ACAU...U.AU....UUAUUUAAUGUGUAUGA...AUAUAGGUAUCUGACUUAUAUUUG
Asp-1-3 .....................................................................................ACUAU..GA...CAGCC......GGU.UGC..C...ACAU...U.AU....UUAUUUAAUGUGUAUGA...AUAUAGGUAUCUGACUUAUAUUUG
Aca-1-3 .....................................................................................AUUAU..GA...CAGCC......GGU.UGC..C...AC...A...U.....UAUAUAUUAAUGUGUAUGGAUAAUAAUUAUCUAUCUUAUAUGAU
Dme-1-2 .....................................................................................AC.....GA...UUGCC...A..GGU.UAC..C...AAA..U.G.C.....GUAAAGGGGUAUUGCCGUCAUGAUGUUUGAAUAUGACGGCUUAU
Dme-1-3 .....................................................................................AC.....GA...UUGCC...A..GGU.CGC..U...AA...U.U.GU....GUAAUGAGAAAGAUUGCCGUCAUGAUGGAAAAAAGAAAUAAAUG
Ece-1-4 ............................................................................................GC...CAGCC......AGU.UGCA.U...UCA..U.G.A.....UUGUGUUCUUACGCAAGGAGUAUCACUUUUUUGCAAACAGGCAU
Tpo-1-6 .....................................................................................GCAAU..GG...UUGCC...G..GGU.UGC..C...GAAG.G.........AGGGUUUGCGUUUAGUAGAACCAAACUGCGGUUUCCCUCAGUUU
Nth-1-1 .....................................................................................GCUAG..GA...CUGCC...A..GGC.UGC..C...GC...A.G.GAU...AACCUAAAAAAAUCAAGUUUAUCUUGCGAUACUAUAACUUGUUU
Dre-1-2 .....................................................................................GCCAG..GA...CGGCU...A..GGC.UAC..U....AAAAU...A.....CACCAAAUUAUUUUAUGG..UGUAUUUUUUUUAUUAUUAAUUUU
Eli-1-3 .....................................................................................GGUAAU.GG...CAGCC......AGC.UGC..UACGGA.............AAUCCAUCCUCAUCGAUGGACACUGCCCGGCUGCGCCCUUUCGC
Pth-1-2 .....................................................................................GCUAC..UA...UCGCC...A..GGC.UGC..C...GCACAU.........AUAAGCAGCCUCCCCUG...CCAAAGUAGCAUUAGGGAAGGUUU
Dgi-1-1 .....................................................................................UGCAAU.GA...UUGCC...A..GGU.UGC..G...GGAG.A.........AAAUGAUAUUAAAAGAUAAUUAAUAUCUUUCCCCCUCUUAUCGA
Tsu-1-1 .....................................................................................ACUAU..GA...CGGCC...G..GAC.UGC..C...GAAC.G.C.C.....GCGCGGUGGACCCUUGGCAAUCCUCUCGUCCGCCCGUGGUGCCU
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Tma-1-2 .....................................................................................ACUAU..GA...CGGCC...G..GAC.UGC..C...GAAG.G.C.C.....GCGCGGUGGUUCUCGCGGCGGUUCUACCUUCGCCGUCGGGGUCC
Bpr-1-2 .....................................................................................GACA...GA...CAGCC......AGU.UGC..U........G.GCA.....CUUACUGAGAGUGCUAUGUAUGGCCGCCCUGUUAUUGAGUAGUA
Csy-1-1 .....................................................................................UAUAU..GA...CAGCC......AGU.UGC..A...A....UCA.UU....UUGGAUACCCGUUAAGCAGAUGCCUUUUUUGGUAUCUGCUUUUA
Sgl-1-2 .....................................................................................GCCAG..GA...CCGCC...G..GGC.CGC..C...GAAC.G.........AAAAGCUGAUGCUUUCUUUAGAUAAAGGAAAGGUUCCGUUUCCG
Ccl-1-1 .....................................................................................ACUAU..GA...CGGCU...G..AGU.UGC..C...G....AAAA......AGGGAGGAAUUAAUAUGAAAAAAACUACGCUCUACUUCUUUGUA
Dni-1-1 .....................................................................................UCUAU..GG...CAGCC......GGU.UGC..AG..CAAA...........GAAAUACUCUAUGCUUCUGGCAUAGAGUUUUUUAAUAUACGAGU
Ame-1-2 .....................................................................................GAUAU..GA...CAGCC......GGU.UGC..AGAGUA.....UAAUU.......GAAGCCUUUAUUAUCAGAACAUUCUGUUGAUAGGGGUUCG
Awo-1-2 .....................................................................................UAUAU..GG...CUGCC......AGU.UGC......AAAU...........CCUUCUCAGUCUUUGUUUAGAGACUAAAAGAGCAACGUGGCAAA
Aca-1-4 .....................................................................................GAUCGU.GC...CAGCC......AGC.UGC..CUCAUAAA..............UUAUUAUUUAUGUGUA.GAUUGAGAAUCCGUUGGAUACUCA
Dac-2-1 .....................................................................................AUUAC..GA...CAGCCU.....GGC.CGC..C...G......U.......AGAAUGCUACUAAAGCGCA.CAGAGAACCUGUCCUUGUAUAAGA
Dca-1-1 .....................................................................................GAUAU..GA...UCGCC...A..GGU.UGC..C...AA...C.U...G...GCAGGGUAGAUACCCUGUUUAAUAUAUGGAAAAGGUGGUUAUCG
Dni-1-2 .....................................................................................GAUAU..GA...UCGCC...A..GGU.UGC..C...AA...C.U...G...GCAGGGUAGAUACCCUGUUUAAUAUAUGGAAAAGGUGGUUAUCG
Dac-1-6 .....................................................................................GGUAAG.GA...UGGCU...G..GGU.UAC..C...GAA..C.A..GU...UAUUUUUGUCGCUGUAUUAAAAAGAUAUGGCGAUUUUUUAUUUC
Sac-1-1 .....................................................................................GGUAU..GA...CAGCCG.....UGC.UGC..C...GACG.A.........AGUCGUCCACAUCCGUGUCUUUGCACGCAGUAGAAACGGUUUAU
Cas-1-2 .....................................................................................GAUAU..GA...CAGCC......AGU.UGC.....................CCCUAUAUGGACGUUCCGGGUAUGGUACGUUUGUAUUUGGUUCG
Awo-1-3 .....................................................................................GAUAC..GA...CAGCC......AGU.UGC.....................CACACGGUGAAAGUGUGGCUUUUUUUGACCCUUAAAUUGCAAAG
Dre-1-3 .....................................................................................GCAAU..GA...UAGCC...A..GGC.AGC..A...UAA......UU....ACACCAAGCAGUGAGGGUAUGUUUUAUUUUUUACAGGGGAGAUG
Dgi-1-2 .....................................................................................CCUAU..GA...UUGCC...A..GGC.UAU..A...A....CGG.U.....AUCGACUGCUGGGGGGGGUGGUCAGUUUUAUUUGGCUACCCCUC
Dku-1-2 .....................................................................................ACUAU..GA...UCGCC...A..GGC.UGC..A...A....CGG.U.....ACCGACUGCUGGGGGGGGUAGUCACUUGGCUACCCCCCUUUAAU
Mth-1-2 .....................................................................................GCUAU..GA...UCGCC...A..GGC.UGC...........C.G.GCU...CCAGGAAGCGGCCUAGUCUUGUUGAGGAGCAAGGCUUUUUUUAU
Tpo-1-7 .....................................................................................GCCAG..GA...UUGCC...A..GGU.UGC..A...G....U.A.UA....GUUGCGGUAGUAGUGGAAAGCCUGUCCCUUGGGGGGACGGGUUU
Nth-1-2 .....................................................................................AA.....GA...CAGUC...G..GGC.CGC..C...A....A.G.GAA...GUGGGUGCUAUACUGCUUCUUUAUUGGGGGCAGUAUUUUUUAUA
Nth-1-3 .....................................................................................AA.....GA...CAGUC...G..GGC.UGC..C...AA...G.G.AAA...GGGGUUUGUGCUGCUCUUCUUUGGAGCAGCUUUUAUUUUAUUGG
Nth-1-4 .....................................................................................AUAAAA.GA...CAGUC...G..GGU.UGC..C...AA...G.G.AAG...AAGUAAGCAGAAGCUACUUCUUCGUGAAGUAGCUUUUUUUAACC
Dku-1-3 .....................................................................................ACUAU..GA...CGGCU...A..GGU.UGC..AAGGGA.............GAAAGAUAGCCGCAGGAAAGCGUAUACUUGUCUCUCUGCGGCUU
Dku-1-4 .....................................................................................ACCAU..GA...CGGCU...G..GGU.UGC..AA..G....G.G.A.....GAAAGAUAGCUACAGGGCAAGUGCGUUUUUCUCCCUGUAGCUUU
Dku-1-5 .....................................................................................ACCAU..GA...CGGCU...G..GGU.UGC..AA..G......G.......GGAGAAAGGAAGCCGCAGGGAAGCAUAAAAUUUUUCUCCCUGCG
Csp-4-3 .....................................................................................GCUAU..GA...UAGCC...G..GGC.CGC..C...UAAAU..G..U....UGUAUCUAAGCUGUUCUUCUAUAUUCUUAGUUAUUAAGUGAAUA
Cst-1-3 .....................................................................................UU.....GG...CAGCCU.....AGC.UAC..C...GAAA.A.G.GA....GUUUUUAUUAUGAAAAAAAAUUUAAAACAGUAUUUAUUAAUUGC
Tpo-1-8 .....................................................................................UCUAU..GA...CAGUC...G..GGC.UGC..C...GAAG.A.........AGGAUAUGGGCGUCAGUAUGCCUGUCUUCCGGUGCCGGAGACAG
Tph-1-1 .....................................................................................GCCAG..GC...CAGCC......AGU.UGC..C...G....G.U.UC....CUGAUUAAGAUCAGAGAAGGGCCUGAACUGCGCUGUACGUUGAG
CDe-1-3 .....................................................................................GCCAA..GC...CAGCC......AGU.UGC..C...G....G.A.UA....UCAAGCACUAAAGAGAUU..AUUCCGUACUGGUGGUACGGUUUU
Dme-1-4 .....................................................................................GCCAU..GA...UCGCC...A..GGU.UGC..C...GGAG.A.........AGAAAUUAGAGCCCCUGCCGGGACUAGUAUCUCUGGUAUGGAGU
Csa-1-1 .....................................................................................ACUAU..GU...UUGCC...C..AGU.UGU..CA...GAA.U.AAUUU...AUUAGGCGUUU.........GUCCUCAUUUGAAGGCAGGUUUUU
Dsp-1-3 .....................................................................................AA.....GA...UAGCC...G..GGU.UAC..C...GUAAA..........AGUAAUUACAACAUGUCUUUGUCGCCAAGUCUUUUAAACUUGGC
Dac-1-7 .....................................................................................AA.....GA...UAGCU...G..AGU.UAC..C...U......G..U....AAUAUAGUUUAUGUGAUGUUUUUGCUGUCAAGCUUUUUUGGUUU
Dsp-1-4 .....................................................................................AA.....GA...UAGCC...G..GGU.UAC..CAUAUA.............AAUUACUUUGGUAUUAACAAAGCCUUUGUCGCCAUGCCUGUUUA
Dac-1-8 .....................................................................................AA.....GA...UAGCC...G..GGU.UGC.....................ACAAUAGUGUUUUGAAUGUCUUUGUCGUCAAGAAUAUAAACCUU
Dsp-1-5 .....................................................................................AA.....GA...UAGCC...G..GGU.UAC..CACAUA.............AUAGCAGUUACGUCUUUGUCGUCAAGCCUUUCGCCUGGCGACUU
Dac-1-9 .....................................................................................GAUAA..GA...UAGCC...G..GGU.UAC..CAUAUAAA...........AUUGUGUCGCCGAUCGUUGAGUUCGGUGCUUUAUUUUUUUUAUG
Dsp-1-6 .....................................................................................AA.....GA...UAGCC...G..GGU.UAC..C...GAA..C.A.......AAAAUUUGUCGCCGAUUUAUUGAAUUCGGCGUUUUUGUUUUAUA
Dsp-1-7 .....................................................................................AA.....GA...UAGCC...G..GGU.UAC..C...GAACA..........AAGAUUUGUCGCCGAUCCAUUGAUUUCGGCGAUUUUGUUUUUAU
Dme-2-4 .....................................................................................UAUAA..GA...UAGCC...G..GGU.UAC..C...GAA..C.A.......AAAUCUGUCGCCGAUCGUUUGAUUUCGGCGGCUUUUUUAUUGGG
Pth-1-3 .....................................................................................GCUAU..GG...UCGCC...U..GGU.UGC..CAGUGAACGG.U.U.....UUUGGAUACAAGG.......CCGGUUUUUUAUUUUGGCGGCCAA
Dme-1-5 .....................................................................................GGUAAA.GA...UAGUC...G..GGU.UGC..C...A....U.G.UU....AAAGGAUACGACGAAUUGAUCCUUGUUUUGGCAACGCCAUACAG
Dru-1-1 .....................................................................................GCUAU..GG...UUGCC...A..GGU.UGC..U...UAAAG..........AAAUUCUGCGUUAAGCGGCCUGAUUUUUCAGGCCCUUUUUUAAU
Chy-1-1 .....................................................................................CUAA...GC...CAGCC......AGC.UGC..C...A....A.A.GGG...CUUGGGAGGCUUUAAGCUCUCUUCCGUGGGGGUAGAGAGCUUUU
Toc-1-2 .....................................................................................GCUAC..GG...CUGCC...A..GGU.UGC..C...G....G.C.......UCAUUGAAAGGCCAUCGGCCAAGGAAAGGUUCCAACCAGGGCAG
Pth-1-4 .....................................................................................GCUAU..GA...UUGCC...A..GGU.UGC..A...G....G.A.AAA...AGUGUGAAGUUCUUUUCCUUUUGCCCUUUCCGGAACAGAAGCCU
Mth-1-3 .....................................................................................GUCAU..GG...CCGCC...G..GGC.UGC..C....GGGGAAGAGU....UUUGCCUUUCCCUG......CUACCGGUGGCUAUUUAUUUAUAU
Toc-1-3 .....................................................................................UUCAU..AG...CAGCC...G..GGC.UGC..C...GG...G.GU......UUAAAAUAGAUUAUAGGAUUGUAAAAGACUACCUUUCCAGUGUC
Dru-1-2 .....................................................................................GU.....GG...CGGCC...G..GGC.UGC..C...GAAA.U.U.U.....UGAAAUUCCAAGCAUCUGCUUGGGAUUUUUUAUUAUGUAUUGCC
Dac-2-2 .....................................................................................GCUAU..GA...UUGCC...A..GGC.UGC......AAA..U.A.C.....CUAAAUUCUUUAGGAGGGGAAAGCAGCCCUCCUUUUUUAUUUUG
Dre-1-4 .....................................................................................ACUAUU.GA...UUGCC...A..GGC.UGC..A...AAAGA..A.......AAAGGGCAGCCAUGCCCU..UUUUCUUUGUUUAGCAAAUCAGAA
Cth-2-1 .....................................................................................GCCAU..GC...CAGCC......AGU.UGC..A...A....U.GC.A....AUAAUACUUACCCUUUUAGUAAAAAGAGGGUAAGUUUUUUAUUU
Cth-4-1 .....................................................................................GCCAU..GC...CAGCC......AGU.UGC..A...A....U.GC.A....AUAAUACUUACCCUUUUAGUAAAAAGAGGGUAAGUUUUUAUUUU
Ckl-1-1 .....................................................................................AUUAU..GA...CAGUC...U..GGC.UGC..C...GUAAAG.G.AU....UGCGUAUGAAACCU......GCCCUUUUGCGGCAGGUUUUUUUC
Csa-1-2 .....................................................................................AUUAU..GA...CAGUC...U..GGC.UGC..C...GUAAAG.G.AU....UGCGUAUGAAACCU......GCCCUUUUGCGGCAGGUUUUUUUC
Ddi-1-2 .....................................................................................ACUAU..GA...CAGCCU.....GGC.UAC..C...GAAC.U.G.A.....UUGUGUUCUUAACGUAACUCUGCCCUUUUUUAGGCAGGGUUUUA
Ral-1-1 .....................................................................................AGUAU..GA...CAGCC......GGU.UGC......A....U.AGA.....UUUUUGGUUUAUAGCUGAUUAAGGCAAUGCUUUUGGCGUUGCCU
Ral-1-2 .....................................................................................GGUAU..GA...CAGCC......GGU.UGC..CAUGCA.............GUUGUGCAUGAAAAAUGGUUGACAGUUAAGCAAUGCGUUGUCGC
Ral-1-3 .....................................................................................GGUAU..GA...CAGCC......GGU.UGC..UAU................AGAUAGGUAGGUUAUAGGCAAUGCGUUUUGGCGCAUUGUCUUUU
Eha-2-1 .....................................................................................ACGAU..GA...UAGCC...G..GGU.UGC..C...U....U.U..UU...GUUCACUUGUUUGAAAAAACGGGCACCUUGUUAUAAAAUGGGUG
Eha-2-2 .....................................................................................ACUAU..GA...UAGUC...U..GGU.UGC.....................AAAAAACAUAUCUUGACUCUGCCACUCCGGAUAGAGUCAAGAUA
Dgi-1-3 .....................................................................................GCUAU..GA...UAGUU...G..GGC.UGC..C...AAUAG..........AUGGUGUGUAUGGAUUAAGGAAUUGGAAUGAACAAUUAUAGCUU
Dyo-1-3 .....................................................................................GCCAU..GA...UCGUU...G..GGU.UGC..C...AAGAG..........AAAGAUAUGGAUUAAGGAAUUAAACUUAAAUUAAGGGACUACUU
Cdi-1-1 .....................................................................................GUCAU..GU...CAGCC......AGU.UGC..C...AAAAAG.A..U....AAUAAUUCUUUUUGUU....AAAAGUAUUUUUAGAGUUAUAUAU
Cdi-17-1 .....................................................................................GUCAU..GU...CAGCC......AGU.UGC..C...AAAAAG.A..U....AAUAAUUCUUUUUGUU....AAAAGUAUUUUUAGAGUUAUAUAU
Cdi-15-1 .....................................................................................GUCAU..GU...CAGCC......AGU.UGC..C...AAAAAG.A..U....AAUAAUUCUUUUUGUU....AAAAGUAUUUUUAGAGUUAUAUAU
Cdi-2-1 .....................................................................................GUCAU..GU...CAGCC......AGU.UGC..C...AAAAAG.A..U....AAUAAUUCUUUUUGUU....AAAAGUAUUUUUAGAGUUAUAUAU
Cdi-18-1 .....................................................................................GUCAU..GU...CAGCC......AGU.UGC..C...AAAAA..........GAUAAUGAUUCUUUUUGUUAAAAAUAUUUUUAGAGUUAUAUAUU
Cbu-1-2 .....................................................................................UUUAU..GU...CAGCC......AGU.UGC..C...GGGGGA.A.UU....UAUGUACCUUUGUU......GUUACUAGUUUAUUUUAUAUAAAC
Cbu-1-3 .....................................................................................ACUAU..GC...UAGCC......AGU.UGC..U...AACA.A.U.U.....AAUCAGAUUAUUGUAUC...AAAACUUAACUAAUUAAGUUUAGC
Cbo-2-1 .....................................................................................UCCAU..GC...CAGCC......AGU.UGC..C...GA.....U..U....GAUAUUAAUUUAUUAAUUGUAUAAGGUUUUUUUGUUUUAAAAAG
Cdi-1-2 .....................................................................................ACCAU..GC...CAGCC......AGU.UGC..C...GAAAA..G.......AGUAAAAAUUUCUUUUU...GUAUAUACAAAGAUACUCUUGGGU
Cdi-17-2 .....................................................................................ACCAU..GC...CAGCC......AGU.UGC..C...GAAAA..G.......AGUAAAAAUUUCUUUUU...GUAUAUACAAAGAUACUCUUGGGU
Cdi-18-2 .....................................................................................ACCAU..GC...CAGCC......AGU.UGC..C...GAAAA..G.......AGUAAAAAUUUCUUUUU...GUAUAUACAAAGAUACUCUUGGGU
Cdi-15-2 .....................................................................................ACCAU..GC...CAGCC......AGU.UGC..C...GAAAA..G.......AGUAAAAAUUUCUUUUU...GUAUAUACAAAGAUACUCUUGGGU
Cbo-5-1 .....................................................................................UCUAU..GC...CAGCC......AGU.UGC..C...GAAGG..G.U.....AUAAUAUACUUUUUGUUUU.AAUUAAUUAUAUAUAAGAACAAUU
Cbo-2-2 .....................................................................................UCUAU..GU...CAGCC......AGU.UGC..C...GAAGGG.U..A....UAAUAUACUUUUUGUUUUA.AUUAAUUAUAUGUAAAAGCAAUUA
Cpe-5-1 .....................................................................................ACUAU..GC...UAGCC......AGU.UGC..C...GAAGAA.U..U....AAUAUUCUUUGUUUUA....AUAGAGUUAAUUUAUAAAUAUAUG
Cpe-1-1 .....................................................................................ACUAU..GC...UAGCC......AGU.UGC..C...GAAGAA.U..U....AAUAUUCUUUGUUUUA....AUAGAGUUAAUUUAUAAAUAUAUA
Cpe-7-1 .....................................................................................ACUAU..GC...UAGCC......AGU.UGC..C...GAAGAA.U..U....AAUAUUCUUUGUUUUA....AUAGAGUUAAUUUAUAAAUAUAUA
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Cpe-2-1 .....................................................................................ACUAU..GC...UAGCC......AGU.UGC..U...GAAGAA.U..U....AAUCUUCUUUGUUUU.....AAUAGAGUUAAUUUAUAAAUAUAU
Cpe-4-1 .....................................................................................ACUAU..GC...UAGCC......AGU.UGC..U...GAAGAA.U..U....AAUCUUCUUUGUUUU.....AAUAGAGUUAAUUUAUAAAUAUAU
Cpe-3-1 .....................................................................................ACUAU..GC...UAGUC......AGU.UGC..U...GAAGAA.U..U....AAUCUUCUUUGUUUU.....AAUAGAGUUAAUUUAUAAAUAUAU
Cpe-6-1 .....................................................................................ACUAU..GC...UAGCC......AGU.UGC..C...AAAGAA.U.......AAAUAUUCUUUGUUUU....AAUAGAGUUAAUUUAUAAAUAUAU
Cbu-2-4 .....................................................................................ACUAU..GU...CAGCC......AGU.UGC..C...GAAGA..........GUAAGUUCUAUUCUUUGUAGUUAAGAAUUUUUCAAUCACUCUUU
Cdi-1-3 .....................................................................................GCCAU..AU...CAGCC......AGU.UGC..U...AAAA.A.........GAGUAAAGUCUUUUUAUUUUAUAAUUAAGAUUCUCUUUGAGUGU
Cdi-17-3 .....................................................................................GCCAU..AU...CAGCC......AGU.UGC..U...AAAA.A.........GAGUAAAGUCUUUUUAUUUUAUAAUUAAGAUUCUCUUUGAGUGU
Cdi-15-3 .....................................................................................GCCAU..AU...CAGCC......AGU.UGC..U...AAAA.A.........GAGUAAAGUCUUUUUAUUUUAUAAUUAAGAUUCUCUUUGAGUGU
Cdi-10-3 .....................................................................................GCCAU..AU...CAGCC......AGU.UGC..U...AAAA.A.........GAGUAAAGUCUUUUUAUUUUAUAAUUAAGAUUCUCUUUGAGUGU
Csp-1-1 .....................................................................................ACUAU..GU...CAGCC......AGU.UGC..CAA................AGAGUACAUUAUACUUUUUGUUUUAAAGUUUAAUUUUAAAUAUU
Cpe-8-1 .....................................................................................ACUAU..GU...CAGCC......AGU.UGC..C...AAAG.A.G.U.....GCAUUAAGCUUUUUGUUUU.AUAUUAAUUAUUGGAGGAGGGUGU
Cpe-3-2 .....................................................................................ACUAU..GU...CAGCC......AGU.UGC..C...AAAG.A.G.U.....GCAUUAAGCUUUUUGUUUU.AUAUUAAUUAUGGAGGAGGGUGUA
Cpe-2-2 .....................................................................................ACUAU..GU...CAGCC......AGU.UGC..C...AAAG.A.G.U.....GCAUUAAGCUUUUUGUUUU.AUAUUAAUUAAGGAGGAGGGUGUA
Cpe-9-1 .....................................................................................ACUAU..GU...CAGCC......AGU.UGC..C...AAAG.A.G.U.....GCAUUAAGCUUUUUGUUUU.AUAUUAAUUAUGGAGGAGGGUGUA
Cpe-1-2 .....................................................................................ACUAU..GU...CAGCC......AGU.UGC..C...AAAG.A.G.U.....GCAUUAAGCUUUUUGUUUU.AUAUUAAUUAUGGAGGAGGGUGUA
Cpe-4-2 .....................................................................................ACUAU..GU...CAGCC......AGU.UGC..C...AAAG.A.G.U.....GCAUUAAGCUUUUUGUUUU.AUAUUAAUUAUGGAGGAGGGUGUA
Cpe-5-2 .....................................................................................ACUAU..GU...CAGCC......AGU.UGC..C...AAAG.A.G.U.....GCAUUAAGCUUUUUGUUUU.AUAUUAAUUAUGGAGGAGGGUGUA
Cdi-1-4 .....................................................................................ACUAU..GU...CAGCC......AGU.UGC..C...A.AAAAG........AGUCCUAGGUGUAUUGU...AUACCUAAGAAAAGUCUAUAAUGA
Cdi-1-5 .....................................................................................AUUAU..GC...CAGCC......AGU.UGC..C...AAAAAGAU.......AUUGUUCUUUUUGUU.....UUUAUGAAAGUUUUUUAGGUGGCU
Cdi-1-6 .....................................................................................AUUAU..GC...CAGCC......AGU.UGC..C...AAAAAGAU.......AUUGUUCUUUUUGUU.....UUUAUGAAAGUUUUUUAGGUGGCU
Cdi-10-4 .....................................................................................GUUAU..GU...UAGCC......AGU.UGC..C...AAAGA..........GAUAUUGUUCUUUUUGUUUUUAUGAAAGUUUUUUAGGGGGAUAA
Cdi-1-7 .....................................................................................GUUAU..GU...CAGCC......AGU.UGC..C...AAAGAGAU.......AUUGUUCUUUUUGUUUU...UAUGAAAGUUUUUUAAGGGGAUAA
Cdi-1-8 .....................................................................................GUUAU..GU...CAGCC......AGU.UGC..C...AAAAAGAU.......AUUGUUCUUUUUGUU.....UUAUGAAAGUUUUUUAGGGGGAUA
Cdi-17-4 .....................................................................................GUUAU..GU...CAGCC......AGU.UGC..C...AAAAAGAU.......AUUGUUCUUUUUGUU.....UUAUGAAAGUUUUUUAGGGGGAUA
Cdi-8-5 .....................................................................................GUUAU..GU...CAGCC......AGU.UGC..C...AAAAAGAU.......AUUGUUCUUUUUGUU.....UUA.....................
Cdi-10-5 .....................................................................................GUUAU..GU...CAGCC......AGU.UGC..C...AAAAAGAU.......AUUGUUCUUUUUGUU.....UUAUGAAAGUUUUUUAGGGGGAUA
Cdi-11-5 .....................................................................................GUUAU..GU...CAGCC......AGU.UGC..C...AAAAA..G.......AGAUAUUCUUUUUGUUU...UUAUGAAAGUUUUUUAGGGGGAUA
Cdi-1-9 .....................................................................................GUUAU..GU...CAGCC......AGU.UGC..C...AAAAA..G.......AGAUAUUCUUUUUGUUU...UUAUGAAAGUUUUUUAGGGGGAUA
Cdi-17-5 .....................................................................................GUUAU..GU...CAGCC......AGU.UGC..C...AAAAA..G.......AGAUAUUCUUUUUGUUU...UUAUGAAAGUUUUUUAGGGGGAUA
Cdi-1-10 .....................................................................................GUUAU..GU...CAGCC......AGU.UGC..C...AAA..GAG.......AUAUUUUCUUUUUGUUUU..UAUGAAUGUUUUUUAGGGGGAUAU
Cdi-17-6 .....................................................................................GUUAU..GU...CAGCC......AGU.UGC..C...AAA..GAG.......AUAUUUUCUUUUUGUUUU..UAUGAAUGUUUUUUAGGGGGAUAU
Cdi-8-6 .....................................................................................GUUAU..GU...CAGCC......AGU.UGC..C...AAA..GAG.......AUAUUUUCUUUUUGUUUU..UAUGAAUGUUUUUUAGGGGGAUAU
Cdi-18-3 .....................................................................................GUUAU..GU...CAGCC......AGU.UGC..C...AAA..GAG.......AUAUUUUCUUUUUGUUUU..UAUGAAAGUUUUUUAGGGGGAUAU
Cdi-15-6 .....................................................................................GUUAU..GU...CAGCC......AGU.UGC..C...AAA..GAG.......AUAUUUUCUUUUUGUUUU..UAUGAAUGUUUUUUAGGGGGAUAU
Cdi-10-7 .....................................................................................GUUAU..GU...CAGCC......AGU.UGC..C...AAA..GAG.......AUAUUUUCUUUUUGUUUU..UAUGAAUGUUUUUUAGGGGGAUAU
Cdi-4-6 .....................................................................................GUUAU..GU...CAGCC......AGU.UGC..C...AAA..GAG.......AUAUUUUCUUUUUGUUUU..UAUGAAUGUUUUUUAGGGGGAUAU
Cdi-18-4 .....................................................................................GUUAU..GU...CAGCC......AGU.UGC..C...AAAAAG.........AUAUUUUCUUUUUGUUU...UUCAUGAAAGUUUUUUAGGGAGAU
Cdi-15-7 .....................................................................................GUUAU..GU...CAGCC......AGU.UGC..C...AAAAAG.........AUAUUUUCUUUUUGUUU...UUCAUGAAAGUUUUUUAGGGGGAU
Cdi-1-11 .....................................................................................GUUAU..GU...CAGCC......AGU.UGC..C...AAAAAG.........AUAUUUUCUUUUUGUUU...UUCAUGAAAGUUUUUUAGGGGGAU
Cdi-17-7 .....................................................................................GUUAU..GU...CAGCC......AGU.UGC..C...AAAAAG.........AUAUUUUCUUUUUGUUU...UUCAUGAAAGUUUUUUAGGGGGAU
Cdi-8-7 .....................................................................................GUUAU..GU...CAGCC......AGU.UGC..C...AAAAAG.........AUAUUUUCUUUUUGUUU...UUCAUGAAAGUUUUUUAGGGGGAU
Cdi-18-5 .....................................................................................GUUAU..GU...CAGCC......AGU.UGC.....................CAAAAAGAUAUAUUCUUUUUGUUUUUAUGAAAGUUUUUUAGGGG
Cdi-10-9 .....................................................................................GUUAU..GU...CAGCC......AGU.UGC.....................CAAAAAGAUAUUGUUCUUUUUGUUUUUAUGAAAGUUUUUUAGGG
Cdi-2-9 .....................................................................................GUUAU..GU...CAGCC......AGU.UGC.....................CAAAAAGAUAUUGUUCUUUUUGUUUUU.................
Cdi-17-8 .....................................................................................GUUAU..GU...CAGCC......AGU.UGC.....................CAAAGAGAUAUUGUUCUUUUUGUUUUUAUGAAAGUUUUUUAGGG
Cdi-2-10 .....................................................................................GUUAU..GU...CAGCC......AGU.UGC.....................CAAAGAGAUAGUGUUCUUUUUGUUUUUAUGAAAGUUUUUUAGGG
Cdi-1-12 .....................................................................................GUUAU..GU...CAGCC......AGU.UGC.....................CAAAGAGAUAGUGUUCUUUUUGUUUUUAUGAAAGUUUUUUAGGG
Cdi-15-8 .....................................................................................GUUAU..GU...CAGCC......AGU.UGC.....................CAAAGAGAUAGUGUUCUUUUUGUUUUUAUGAAAGUUUUUUAGGG
Cdi-2-11 .....................................................................................GUUAU..GU...UAGCC......AGU.UGC.....................CAAAAAGAUGUUUUCUUUUUGUUUUUAUGAAAGUUUUUUAGGGG
Cdi-10-11 .....................................................................................ACUAU..GU...CAGCC......AGU.UGC.....................CAAAAAGAGUCCUAGGUGUAUUGUAUACCUAAGAAAAGUCUAGA
Cdi-17-9 .....................................................................................ACUAU..GU...CAGCC......AGU.UGC.....................CAAAAAGAGUCCUAGGUGUAUUGUAUACCUAAGAAAAGUCUAGA
Cdi-12-9 .....................................................................................ACUAU..GU...CAGCC......AGU.UGC.....................CAAAAAGAGUUCUAGGUAUAUUGUAUACGUAGGAAGAGUCUAGG
Cdi-15-9 .....................................................................................ACUAU..GU...CAGCC......AGU.UGC.....................CAAAAAGAGUUCUAGGUAUAUUGUAUACGUAGGAAGAGUCUAGG
Cdi-16-9 .....................................................................................ACUAU..GU...CAGCC......AGU.UGC.....................CAAAAAGAGUUCUAGGUAUAUUGUAUACGUAGGAAGAGUCUAGG
Cdi-2-12 .....................................................................................GCUAU..GU...AAGCC......AGU.UGC.....................CAAAAAGAGUUCUAAGUAUAUUGUAUACGUAGAAAGAGUCUAGG
Cdi-18-6 .....................................................................................AUUAU..GC...CUGCC......AGU.UAC..U...AAAA.G.U.U.....AGUGUACUUUUUGUUAGAUAAUACCUCCUUAUGAGGUAUUUUUU
Ace-1-1 .....................................................................................ACUAC..GA...CAGCC...G..GGU.UGC..C...A....A.G.UG....UUUAAGAGACUAGAACUCUUAAGUGCUCUUAUUGGUAAUCCCAA
Cth-2-2 .....................................................................................ACUAU..GA...CGGUC...G..GGU.UGC..C...A....A.AAG.....UAAAAGUUGUAAGAUCAUUUUGAUCUUAAAGGUCACUUUGGUCU
Cth-1-2 .....................................................................................ACUAU..GA...CGGUC...G..GGU.UGC..C...A....A.AAG.....UAAAAGUUGUAAGAUCAUUUUGAUCUUAAAGGUCACUUUGGUCU
Dac-1-10 .....................................................................................GCUAA..GA...UAGUC...G..GGU.UGC..C...AAAAG..........GAACUAAUAUUUUAUGCAUUGGCACCCACUCCUUACUUUAUUGG
Tpo-1-9 .....................................................................................GCUAU..GA...UCGCC...A..GGC.UGC..C...GAAGGG.........GAGUGAUAGAAGGAAAGCCUUUCUCUACCAAAGGCAGUUUGGAG
Cas-1-3 .....................................................................................GGUAU..GC...CAGCC......AGU.UGC..A...GGAA.U.G.A.....UGGAAUGUAGUAGCAAAAAGAAUGACGGCAAAACCUUCACAGAG
Hor-1-1 .....................................................................................GGUAU..GG...CAGCC...G..GAC.UGC..C...GAAG.G.........AGGUGUCAUUAUGAAGAGAAGGACAGCUCUUACUCUCAUGGUAG
Mth-1-4 .....................................................................................GGUAU..GA...CUGCC...A..GGC.UGC..C...G....C.U.AGU...AAAGUCUUGAUUGAUAGGUUUUUAUAAAGGCAGCCUGGUUAUGU
Dku-1-6 .....................................................................................GGUAU..GA...CUGCC...A..GGC.UGC..C...G....C.G.AU....AAAGGUAUUGAUUGUUUUCUUUUUAAUGAUGUUUUGUUGCGGCA
Dme-2-5 .....................................................................................CUGAU..GA...UUGCC...A..GGU.UAC..C...GAA..U.C.AC....CGAAUCAGUUAAACCUACAGUCGUCACAGCCAAGAAGGUGUGGC
Dor-1-3 .....................................................................................CUGAU..GA...UUGCC...A..GGU.UAC..C...GA...U.C.AC....UUAAACCUAUAGUCGUCAUGGCCUAGAAGGUGUGGCGAUUUUUU
Dde-1-2 .....................................................................................GCUAG..GA...UAGCUU.....GGU.UGC..U...AAAAU.....G....UUGCAAAGCCUGUCUUUUUAGGACGGGCUUUCGUUAUAUAAGUU
Tit-1-1 .....................................................................................GCUAU..GA...CGGCU...G..GGU.UGC..C...AAUU.U.........GUAGUCAUCAAAGUAGGCGACCGAAGUAGUUGCCUACUUUUUAU
Tma-2-1 .....................................................................................GCUAU..GA...CGGCU...G..GGU.UGC..C...AAUU.U.........GUAGUCAUCAAAGUAGGCGACCGAAGUAGUUGCCUAUUUUUUAU
Hpr-1-3 .....................................................................................AUUAU..GA...UUGCC...A..AAC.UGC.....................ACAGCAUGAAAUCUAUAGUCUAUUGCUGUAGAUUUUUUAAGUUG
Sli-1-1 .....................................................................................UCUAU..GG...CGGCC...G..GGU.UGC..C...UUAGG..........AAAUUAACCCCAGAAUUCCUAAGUACAGCGUAGCAUAUCUUAGG
Sgl-1-3 .....................................................................................ACCAU..GA...UAGCC...G..GGU.UGC..CAUAAA.............AUCGUAUAACAAUGUGAUUUUAAAGUCAUGGCGCUCUUAUGGGG
Dme-1-6 .....................................................................................GCUAA..GA...CUGCC...A..AGC.UGC..CA..UAAU...........CCAUUUAGGAAAAAUAGAAGGCUCUUUCCUGUGGUUUAUGGGAA
Csa-1-3 .....................................................................................AUUAU..GA...UAGCC...U..GGC.UGC..CGUUAA.............GGAUUGCGUACAAAACCUGCCCUUUUUGCGGCAGGUUUUUUUCA
Sgl-1-4 .....................................................................................AUCAAU.GA...CUGCC...A..GGC.CGC..UAUUAA.............GGCCGGCAAAUAACAGCUUGCAGAGCUGUUAUUUAUUUUGAGAG
Dal-1-1 .....................................................................................GCCAU..GA...UAGCC...G..GGU.UGC..C...CCAUG..........UCUAUAAAGUAAAGCCUUUUUCUGUCAUGCAGAAGAAGGCUUUG
Ova-1-2 .....................................................................................GCUAU..GA...CAGCC...G..GGC.UGC..C...GAAGA..........GCUCACGGAACUUACAGACUGUGUGCCAGAUUCGGCAUACAGUU
Dac-2-3 .....................................................................................GAUAA..GA...UAGCC...U..GGU.UGC..AAAAGA...C.U.......AUACCAUAAAUGGUAAGAUCUCCUUAAGGCCUUUUGUUAUUAUU
Toc-1-4 .....................................................................................CCUAUC.GG...CCGCC...G..GGC.UGC..C...G....G.G.GG....ACGGUAUGAAUCGUUCUUCCAAAGCAGCCCGGUGCGUCUUUUUG
Eha-1-1 .....................................................................................ACCAG..GU...CAGCC......AGU.UGC..CACUG....U.U.UC....CAUAUCAUAUAUGGAAAAGAUGUGAAAACAGAAGAGAUUUCGAU
Dfo-2-1 .....................................................................................ACCAU..GU...CAGCC......GGU.UGC..C...A......C.UGUU..UCCAUAUCAUCAUAAUAUAUGGAAAAGAUGUUUGAACAGAAGAG
Cco-1-1 .....................................................................................ACCAU..GU...CAGCC......GGU.UGC..C...A......C.UGUU..UCCAUAUCAUCAUAAUAUAUGGAAAAGAUGUUUGAACAGAAGAG
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Lba-2-1 .....................................................................................ACCAU..GU...CAGCC......GGU.UGC..C...A......C.UGUU..UCCAUAUCAUCAUAAUAUAUGGAAAAGAUGUUUGAACAGAAGGA
Csp-5-1 .....................................................................................ACCAU..GU...CAGCC......GGU.UGC..CACUG....U.U.......UCCAUAUCAUCAUAAUAU..AUGAUAUAUGGAAAAGAUGUUUGA
Ame-1-3 .....................................................................................GAUAU..GA...UAGUC...G..GGU.UGC..C...AA...U...U.....GAGUUUAUAUUUGAUAAAA.AGUCGGCAACCACAGGUUUGCCGA
Ame-1-4 .....................................................................................GAUAG..GA...UAGUC...G..GGU.UGC..C........U.A.UUA...AAGUUAUAUUUUGUCAAAAUAGGUGCCCUUUAAGGCACUUAUUU
Ova-1-3 .....................................................................................GCUAU..GC...CAGCC...C..GGC.UGC..C...AC.....G.AU....UUUUUGAUCCAAUGCGAAAUAUGAAAGGAGAAAAAUCAUGGCGA
Cha-1-1 ............................................................................................GG...CAGCC......AGC.UGC..U...AAAA...........CCUUACGAGAUGUUGGGGCUUCAGCCAGAUUAAUCUGUCUGAAG
Cpa-1-2 .....................................................................................GAGUU..GA...UAGCC......AGU.UAC..C...GAAAGG.GG......AGUUUUUUAUGUUUAAAAAACUAUCUGCAAUACUGUCACUAGUG
Sgl-1-5 ............................................................................................GG...CAGCC......AGC.UAC..C...AAAG.U.........UAGUUUUUUUUGUUUUCUCUUUGAAGCUCAAUACUGACAAUGGC
Dal-1-2 .....................................................................................GUCAU..GA...CAGCC...U..GGU.UAU..C...GAAAGU.G.......UAUUUUUUUUAUGGGGCUAAUUAAUAAGCGGGGGUGAUGGGUUA
Cno-1-1 .....................................................................................AAGAU..GG...CAGCC......AGU.UAC..C...GAAAG..G.A.....GAGUUUUUUAUGUUAA....AGAAAUUUUUUGCAUCUUUUUUAG
Cph-1-1 .....................................................................................AAGAU..GA...UAGCC......AGU.UAC..C...GAAAG..G.......AGAGUUUUUAUGAGCUC...AAACCAAAUUAUAAAGAAAUUAUU
Awo-1-4 ............................................................................................GG...CAGCC......GGC.UAC..C...GAAA.G.G.A.....GUAUCCAUCAUGAAAAAGGUAGUAGUUUUAUUAUUAGCAUUUUG
Cte-1-1 .....................................................................................AU.....GA...CAGCC......AGU.UAU..C...GAAAG..G.A.....GAAUUUUUAUGAAGAAGUU.UUUUAGAGGAUUUCUAACUAUCGU
Dal-1-3 .....................................................................................GCGAU..GA...CAGCC......GGU.UGC..CA..GGAC...........UGUGUAACCUGCUUUCAUCGUGAGCAGGUUUUUUGUGUUUAUUA
Dac-1-11 .....................................................................................AU.....GA...UUGCC...A..AGC.UAC..C...GAAC.A.G.U.....AAGGAAAUUGGCCGCUAUUGUUUAAAUAGUGACUAUUUAUAUUA
Dde-1-3 .....................................................................................AU.....GG...UUGCC...A..AGC.UGC..C...GAAGU..........CUUCUUUUACUGUCGCUAAAUGAAUGCGGCUUUUUUUAUUGUUU
Dha-1-2 .....................................................................................AU.....GG...CCGCC...A..AGC.UAC..C...GAAGU..........CUUCUUUUUGCUGUCGCUAAAUGAAUGCGGCUUUUUUUAUUGUU
Dha-2-2 .....................................................................................AU.....GG...CCGCC...A..AGC.UAC..C...GAAGU..........CUUCUUUUUGCUGUCGCUAAAUGAAUGCGGCUUUUUUUAUUGUU
Dor-1-4 .....................................................................................CUGAU..GA...CUGCC...A..AGC.CAC..C...GAAA.A.........UUGCGAGAUAUUUGCUAUUAUCGCUUUACUCUUUGAGUUGAGCG
Dac-1-12 .....................................................................................UGAU...GA...CUGCC...A..AGC.CGC..C...GAAC.A.G.U.....UGUUGCUAUUAUCGCUAUACCUUUUUAUAGGUAAGCGAUUUUUU
Ddi-1-3 .....................................................................................UGAU...GA...UUGCC...A..AGC.UAC..C...GAAC.A.........CUUAAACUUUGAAAUUGUCGCCAAAUUAUGGCGAUUUUUCAUUU
Dde-1-4 .....................................................................................UGAU...GA...UUGCC...A..AGC.CAC..C...GAAG...C.......CUUAAGCUUUAAACUACUUUGUCGCCAGUUCACAUGGCGAUUUU
Dha-2-3 .....................................................................................CUGAU..GA...UCGCC...A..AGC.UAC..C...GAAGC.....C....UUAAGCUUUAAACACCUU..UGUCGCCAGUUCACAUGGCGACUU
Dha-1-3 .....................................................................................CUGAU..GA...UCGCC...A..AGC.UAC..C...GAAGC..........CUUAAGCUUUAAACACCUUUGUCGCCAGUUCACAUGGCGACUUU
Dme-1-7 .....................................................................................UGAU...GA...CUGCC...A..AGC.CAC..C...GAAA.GC........GUUUUAAUACUGAGCUAUUGUCGCCUGCCUGUUGCUUGCGAUUU
Dku-1-7 .....................................................................................GCUAC..GG...UUGCC...A..GGU.UGC..C...GAA..G.G.CA....AGUAGGUAGAAUGGACCUGUUUGCCGGAGCUUUCUGGCAGACAG
Dgi-1-4 .....................................................................................GCUAU..GA...CAGUC...A..GGC.UGC..C...GGAUU..........UUUUAUGUUCUGCCUGUUUAGUUUCUUCUAACAGGCCUUUUCUU
Dru-1-3 .....................................................................................GCUAA..GA...UUGCC...A..GGU.UGC..G...GAGG.A.........AGUAGGAUAGCCCUCCGGCUUAUCAUAGAGGAGGGUCUUUUUUG
Dal-1-4 .....................................................................................GCGAU..GA...CAGCC......GGU.UGC..C...G....G.G.CA....GGUUCUGAGCCUGCUUUUCGGUAAGCAGUUUUUUUAUUGCCUAA
Cpa-1-3 .....................................................................................GCCAG..GA...UGGUC...G..GGU.UGC..C...AAAAA..........GGCUAAUAAACCGUGGCACUCGUUGCUGCGGUUUUUAUUUUACA
Dre-1-5 .....................................................................................UCUAU..GG...UAGCC...G..GGC.CGC..C........U.U.AG....GAAGAUCCAAAGCCCUAAGUUUUCAAACUUGUGUUUUGGAUUUU
Eha-2-3 .....................................................................................GCGAU..GA...UCGCC...G..GGU.UGC..C........A.UUUG....UACAUAGAAUGAGAACAGGUACCGUGGCAAUGGGUUUGUCGGGU
Ova-1-4 .....................................................................................GCUAC..GA...CAGCCU.....GGC.UGC..C...AA...U.U.U.....CCGCACACCAAGCCUACCCAUCCAUGGGUAGGCUUGUGUCUGUA
Dal-1-5 .....................................................................................GUCAU..GA...CAGCC......GGU.UGC..C...GAAGG..........AACGCCUGUUUAGGCCUGCUUUCCGCACCGGAAGGACAGGUCUU
Cca-1-1 .....................................................................................GCUAU..GA...CAGUC...A..GGU.UGC..C...AAUG.A.........AUUAAGAAAUCACUCAUGGCAGGCAACAUCUAUAGUGCCUGCCA
Dme-2-6 .....................................................................................ACUAU..GA...UUGUC...A..GGU.UGC..C...AAAGGUUAA......AACACUUUAUUAGUUUUUGAGCUGUGGUUCUUGUAGAGGCCGCA
Dal-1-6 .....................................................................................CCUAC..GA...UCGCC...A..GGU.UGC..C...GAAG...A.......GCGGAGUUUUUGUAUUUCUAAAAAACUUUAGCUACGGCUGAAGU
Mth-1-5 .....................................................................................GCUAU..GG...UUGCC...A..GGU.UGC..C...G....G.UAG.....CCGGGGUACUUCUUUUUGCUACCGUAACGGAAAGGAGGGAGCUU
Chy-2-2 .....................................................................................CCUAU..GG...UCGCC...A..GGC.UGC..C...GAAA...C.AU....AUGUCAAAGAAGAGUGAGUAAAAGUUGGUUGAGUGAAAGGAGCA
Cob-1-2 .....................................................................................CCUAU..GG...UUGCC...A..GGC.UGC..C...GAAA...C.AU....GUGCUGAAGAUAUAUUAUCUUUGGCAUAAAGGCACCUGGCAUGA
Cow-1-1 .....................................................................................CCUAU..GG...UCGCC...A..GGC.UGC..C...GAAA...C.AU....AUGCUGAAGAUAUAUUAUCUUUGGCAUAAAGGCACCUGGCAAAA
Cla-1-1 .....................................................................................CCUAU..GG...UCGCC...A..GGC.UGC..C...GAAA...C.AU....AUGUCAAAUGAAAUUUACCAUUUGACAUAACGGCACCUGGGAAG
Ckr-1-1 .....................................................................................CCUAU..GG...UCGCC...A..GGC.UGC..C...GAAA...C.AU....AUGUCAAAUGAAAUUUACCAUUUGACAAAACGGCACCUGGGAAG
Csa-2-1 .....................................................................................CCUAU..GG...UUGCC...A..GGC.UGC..C...GA...A.A.AUA...UGCCAAGAGAUGAGUGAGAUAUUUAAUUAUUGGCAAAUGGCAUC
Ath-1-1 .....................................................................................CCUAU..GG...UUGCC...A..GGC.UGC..C...GAAG.A.U.AU....GCCGAGUGAUUAUUUGUGAAUAUAAUCCUUGGCUAAUGGCAUCU
Ckr-2-1 .....................................................................................CCUAU..GG...UUGCC...A..GGC.UGC..C...GAAG.A.U.AU....GCCGAGUGAUUAUUUGUGAAUAUAAUCCUUGGCUAAUGGCAUCU
Cob-1-3 .....................................................................................CCUAU..GG...UUGCC...A..GGC.UGC..C...GAAA.A.U.AU....GCCAAGAGAUGAGUGAUAUAUUUAAUCAUUGGCAAAUGGCAUCU
Ath-1-2 .....................................................................................CCUAU..GG...UUGCC...A..GGC.UGC..C...GAA..A.C.UA....CUCGAGGUGUAAAAUAUUUGAUGAGUGGUUCAAAACGGCGUCUG
Ckr-2-2 .....................................................................................CCUAU..GG...UUGCC...A..GGC.UGC..C...GAA..A.C.UA....CUCGAGGUGUGAAAUAUUUGAUGAGUGGUUUAAAACGGCGUCUG
Csa-2-2 .....................................................................................CCUAU..GG...UUGCC...A..GGC.UGC..C...GAAA.C.CUAC....UCGGGCUUAAUAGAGGGUUGAGAAAAGGUUAAAACGGCGUCUGG
Cob-1-4 .....................................................................................CCUAU..GG...UUGCC...A..GGC.UGC..C...GAAA...C.......CUACUCGGGCUUAAUAGAGGGUUGAGAAAAGGUUAAAACGGCGU
Ath-1-3 .....................................................................................CCUAU..GA...UUGCC...A..GGC.UGC..C...GAAA...C.AU....AUGUCCAAGGGUAAAGGGAGUAAAAAAGAGUAUUUCCCUUUGGU
Ckr-2-3 .....................................................................................CCUAU..GA...UUGCC...A..GGC.UGC..C...GAAA...C.AU....AUGUCCAAGGGUAAAGGGAGUAAAAAAGAGUAUUUCCCUUUGGU
Csa-2-3 .....................................................................................CCUAU..GA...UCGCC...A..GGC.UGC..C...GAAA.C.A.UA....UGUCAAUGGUAAAGUGAGAAAAGGAGUAUUUACCUUUGGCAGAG
Csa-2-4 .....................................................................................CCUAU..GA...UCGCC...A..GGC.UGC..C...GAAA.C.A.UA....UAUCAAGGUGUCUGACAAUUAUAAAGUUAAUAAGCUGCUAAGAC
Csp-4-4 .....................................................................................UCAAU..GA...UUGCC...A..GGU.UGC..C...AAAG.U.........GUAAUAAUAAGCAUGUGUUCGUAAUUUUGCUUAUUUUUGGUGCC
Csp-3-1 .....................................................................................GCCAU..GA...UAGUC...A..GGU.UGC..C...AAAA.U.........AGAAAGUGAUUUAUUCAUGGCAGGCAAUAUUUUUAUUGUCUGCU
Ame-1-5 .....................................................................................CCUAU..GA...UUGCC...A..GGU.UGC..C............G.....GAAUGCUAAUUAGUAAGUGUAAAAGCCAAUAUGCUUACUGAUUA
Ame-1-6 .....................................................................................CCUAU..GA...UUGUC...A..GGU.UGC..A...A....AUC.U.....UAGACUAAUGUAUCUAUUA.GGAGAAGGCACCUUUAUCAAGGGG
Csp-3-2 .....................................................................................UCUAU..GA...UUGCC...A..GGC.UAC..UA...AGA.G.........GAAGUUGUUAAGAAUAAAUGUUUAUGCUUUUAUUAGGUGUCUAU
Ame-1-7 .....................................................................................CCUAU..GA...UUGCC...A..GGU.UGC..C..........G.AAAUGUGAAUUAGAAAGUAUGGAAACUAAGUAUGUUUUCUGAAAAUGCAC
Cbe-1-1 .....................................................................................UCAAU..GA...UUGCC...A..GGU.UGC..C...AAA..A.U..G....UAGUUAUAUAAACAUUAGUCAUUUGUUUAUUUUUGGUGCCUAUU
Ckl-1-2 .....................................................................................UCUAU..GA...UUGCC...A..GGU.UGC..C...AAAG...U..U....UAUCUAACUAUAAAAAAUCAUGUAUAUUUUGGUGCCUAUUAUUA
Cbe-1-2 .....................................................................................UCUAU..GA...UUGUC...A..GGU.UGC..C...AAAA.U.A.U.....AAUUAUAAUAAAUUUU....UUAUUUAUUUAAUAAUGGUUUUAU
Cbo-5-2 .....................................................................................UCUAU..GA...UCGUC...A..GGU.UGC..C...AAAA.U.A.......CAUUUAAUUUACAAUUG...UAUAAUUUUAAUUUUGGUGUCUAU
Cbo-2-3 .....................................................................................UCUAU..GA...UCGUC...A..GGU.UAC..C...AAAA.U.A.UA....AUUAAUUUUAAAUAUAUG..AUUUUAAGUUUUGGUAUCUAUGAA
Cbo-4-2 .....................................................................................UCUAU..GA...UCGUC...A..GGU.UAC..C...AAAA.U.A.UA....AUUAAUUUUAAAUAUAUG..AUUUUAAGUUUUGGUAUCUAUGAA
Csp-4-5 .....................................................................................UCUAU..GA...UCGUC...A..GGU.UGC..C...AAAA.UAU.A.....AUUAUAAUAUAUCGUGAUAAAUUGUAUAAUUUAUUUACUUUUGU
Csp-3-3 .....................................................................................UCUAU..GA...UCGUC...A..GGU.UGC..C...AAAU.U.U.AU....UUUUUUAUAAAACAUGAUUAUAAUAUUUUUGGUGCCUAAAUACU
Cbe-1-3 .....................................................................................UCUAU..GA...UUGUC...A..GGU.UGC..C...AAAA.U.G.U.....AUCUAUGAAUAAUAA.....AUUUUAUAUUUUAAUUUUGGUGUC
Ckl-1-3 .....................................................................................UCUAU..GA...UUGCC...A..GGU.UGC..C...AAAA...U.......UAUAAUUAUAAGACUUUA..AUAUGUGUAUUUAUACUUUUUUUG
Ame-1-8 .....................................................................................CCUAU..GA...UUGCC...A..GGU.UGC..C...A....AAA.U.....AAAACUAGAAAUCAUAG...AACAAGUAUGAUUUGUGGGGAUUU
Ame-1-9 .....................................................................................CCUAU..GA...UUGCC...A..GGU.UGC..C...GAAA...U.G.....CAAACUUGUAAGUAUAA...AGAUUAAUAUGCUUUCUGAGUAUU
Ame-1-10 .....................................................................................CCUAU..GA...UUGCC...A..GGU.UGC..C...GAA..A.U.A.....CAAACUCGAAAGCAUGA...AAACCAAUAUGCUUUGUGAGUAUU
Csp-4-6 .....................................................................................UCUAU..GA...UUGUC...A..GGU.UAC..C...AAAA.U.G.UA....AUUAUAUAUAAGUGCGUAUAUUAAUAUAUUUUGGUGUCUAUAAU
Tit-1-2 .....................................................................................CCUAU..GA...UCGCC...A..GGC.UGC..C...GAAA...C.AU....UAUAAUUGCAGUUUAUUGUGCUACUGCAAAAAUAGGCGCCUGGG
Tma-2-2 .....................................................................................CCUAU..GA...UCGCC...A..GGC.UGC..C...GAAA...C.AU....UAUAAUUGCAGUUAAUUAUACUGCUGAAAAAAUUUUAGGCGCCU
Car-1-1 .....................................................................................UCUAU..GA...UUGCC...A..GGU.UGU..C...AAAG.U.........AAAGUAUAUGAUUAAAGAUAUAAAUUAGAAAUUCUUUGUUAUAU
Clj-1-1 .....................................................................................UCUAU..GA...UUGCC...A..GGU.UAC..CAAAUUA............UAGUUUUAAUAAUCAAUAUCUAUACUUAUAGUCUGGUACCUAUU
Awo-1-5 .....................................................................................UAUAU..GA...CAGCC......AGU.UGUA.C...AA...U.U.A.....GCUUAUUAAAGCCAUUGUUACAGCAAUUGACUGUAACAAUGGCU
Tpo-1-10 .....................................................................................UCUAU..GA...UUGCC...A..GGC.UGC..C...GAAAA..........ACGUGUUGUAGUUACCCUAUUGUCUACAAGAUAAUAGGGUUUUU
Dca-1-2 .....................................................................................ACCAU..GA...CAGCC......GGU.UGC..U...GAUA.A.........UUUUUUAAAGCUACUUGCAACAAGGCUUUUCUAUAAGCAAGUAG
Dku-1-8 .....................................................................................GCUAU..GC...CAGCC......AGC.UGC..C...G....G.GUU.....AAGGUGCAAAUGUGUGUAUUCUGAGCAGGACCCGCCCUAACCGG
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Pth-1-5 .....................................................................................GCCAG..GG...CAGCC......GGC.UGC..C...G....G.A.A.....GCUUUAUUUUUUGUUUGGA.GCCGUCUGAAGGAGGGCCUGGAUU
Chy-1-2 .....................................................................................GCUAU..GC...CAGCC......AGC.UGC..C...GAAG...G.UG....UGGAUUUAGAGUUAAGCC..UCCGCCUUUGGGCAGGAGGUUUUU
Chy-1-3 .....................................................................................GCUAU..GC...CAGCC......AGC.UGC..C...GAAG.G.U.G.....UUAAGGGGAUUAUUAACCCUCCGCUUUCUGGCAGGAGGGUUUAA
Chy-1-4 .....................................................................................GCUAU..GC...CAGCC......AGC.UGC..C...AAAGG..A.U.....AAAAAACCUCCUCUG.....GCAGGAGGUUUUUAAUUUUAAAAA
Chy-1-5 .....................................................................................UGCUAU.GC...CAGCC......AGC.UGC..C...G....A.A.GGU...GGAAAUUAAAAAAAAAACCCUCCGCCCGACCUUACGGCAGGAGG
Chy-1-6 .....................................................................................GCCAU..GC...CAGCC......AGC.UGC..C...GA...A.G.GAU...GAACUAAAAACCUCCUUGGGCAGGAGGUUUUUUGUUUUUGAGGA
Chy-1-7 .....................................................................................GCUAU..GC...CAGCC......AGC.UGC..C...GG.....G.GG....UAGGAAUUAAAGCCUCCUUGGGCAGGAGGUUUUUAUUUUUUCUG
Dal-1-7 .....................................................................................ACUAU..GG...CGGCU...G..GGU.UGC..C...G....G.C.......CACUGUUACCUUAAACUCUAGGUCUGUGCCCUAGGGUUUUCUUU
Cpa-2-1 .....................................................................................GACAU..GG...UAGCC...G..GGC.UGC..C...G....A.A.GG....AUGUGUAAAAAUAAAAAUUGAUUUUCUGCGGCAGCCUUGGGUAU
Tte-1-1 .....................................................................................GACAU..GG...UAGCC...G..GGC.UGC..C...G....A.A.GG....AUGUGUAAAAAUAAAAAUUGAUUUUCUGCGGCAGCCUUGGGUAU
Tit-1-3 .....................................................................................GCUAU..GA...CAGCC...G..GGC.UGC..C...A....A.C.AA....UUAUAUAUAACCUCCUGCCUUUUGGUAGGAGGUUAUUAAGUAAG
Tma-2-3 .....................................................................................GCUAU..GA...CAGCC...G..GGU.UGC..C...A....A.C.AA....UUAUAUAUAACCUCCUGCCUUUUGGUAGGAGGUUAUUAAGUAAG
Tps-1-1 .....................................................................................GCUAU..GA...UAGCC...G..GGC.UGC..C...A....A.C.AU....UUAUAUAUAAUCUCCUGCCUUUUGACAGGAGGUUUAUUAAUUGA
Tet-1-1 .....................................................................................GCUAU..GA...UAGCC...G..GGC.UGC..C...A....A.C.AU....UUAUAUAUAACCUCCUGCCUUUUGACAGGAGGUUUAUUAAUUGA
Tsi-1-1 .....................................................................................GCUAU..GA...UAGCC...G..GGC.UAC..C...A....A.C.AU....UUAUAUAUAACCUCCUGCCUUUUGGUAGGAGGUUUAUUAAUUAA
Tet-2-1 .....................................................................................GCUAU..GA...UAGCC...G..GGC.UAC..C...A....A.C.AU....UUAUAUAUAACCUCCUGCCUUUUGGUAGGAGGUUUAUUAAUUAA
Twi-1-1 .....................................................................................GCUAU..GA...UAGCC...G..GGU.UAC..C...AACAU..........UUAUAUAUAACCUCCUGCCUUUUGGUAGGAGGUUUAUUAAUUAA
Pth-1-6 .....................................................................................GCUAU..GA...CAGCC...G..GGU.UGC..C...G....UGA.AU....AUUUUUUUUAGCUACCUUCACGGCAGGGUAGCAUUUUAAUUUUU
Dal-1-8 .....................................................................................GCUAA..GA...CAGCU...G..GGU.UGC..C...G....G.G.GU....AGGACAAACCUACUCUCUGAGUAGGUUUUUUUGAUACCCAAAUU
Dal-1-9 .....................................................................................GCUAU..GG...CAGCC...G..GGU.CGC..C...G....G.G.GU....AGGAACAACCUGCACCUGUGCAGGUUUUUUUAUUGCUUCCUACA
Sli-1-2 .....................................................................................GCUAU..GC...CAGCC......AGC.UGC..C...G....G.G.AG....UCGGAUCUGGGCUAUUUUGAGGAAGGAGUUCACCAGGGCCGCGU
Tsa-1-1 .....................................................................................GCCAA..GA...CAGCC...G..GGU.UGC..CA..G....C.U.U.....ACUAGUUGGAAUGGGGCAACCGUGUGGUUAUCCUAUUUUUUAUU
Txy-1-1 .....................................................................................GCUAA..GA...UGGCC...G..GGU.UGC..CA..GC.....U..U....ACUAAUUGAAAUAGGGCAACCAUGUGGUUAUCCUAUUUUUUUAU
Dca-1-3 ............................................................................................GG...CAGCC...G..GGU.UAC..C...GAAA.U.........CAGACAAAAUCCAAGCUAUUGGCUUGGGUUUUGUUAUCUCCGGG
Ddi-1-4 .....................................................................................GCCAU..GA...CAGCC...U..AGC.UGC..C...G......A.UUU...GUGCGAAUGCCUGCCCUUUUUUAGAGCAGGCGUUUGUGUUGAUA
Dgi-1-5 .....................................................................................GCUAU..GA...CAGCC...U..GGC.UGC..C...GAUC.U.U.......UGCGAAUGCCUGCCCUUUUUUAAGAGCAGGCGUUUGUAUUGAUA
Dku-1-9 .....................................................................................ACUAC..GA...CAGCCU.....GGC.CGC..C...G....CGC.U.....UUUUGGUGGUCAGACCCGCCCUUUCUUACCAGCGGGUCUUUCUU
Dsp-1-8 .....................................................................................ACUAU..GA...CAGCCU.....GGC.UGC..C...GCAG.U.........AUAAUUAAAGCAGCAUAAGAAAAAUGUUAGGACGUAAUUUUAUU
Hmo-1-1 .....................................................................................GCUAU..GA...CAGCCU.....GGU.UGC..C...GCAAA..........GACUGUGUAAUAAAACCUGCCCUUUUUAGCGGCGGGUUUUUUGU
Sgl-1-6 .....................................................................................GCUAU..GA...UAGCUU.....GGC.UGC..CA...AAA.A.........AACUGCGCAGGGGAAGCGUCGCCCCGGCUGGGAAAGGCCGGGAA
Csa-1-4 .....................................................................................GCUAU..GA...UAGUC...U..GGC.UGC..A....AA............AAAACUGCAAAGAGCCUGCUCUCUAUCAUAAGGGCAGGCUCUUG
Csa-1-5 .....................................................................................GCUAU..GA...UAGUC...U..GGC.UGC..A....AA............AAAACUGCAAAGAGCCUGCUCUCUAUUCUAAGGGCAGGCUCUUG
Dha-2-4 .....................................................................................GCUAU..GA...UAGCCU.....GGC.UGC..C...AAAAA..C.......CGCGCAUGGGCCUGCC....CUCUCCAAUAGAGGGCAGGCCCAU
Sgl-1-7 .....................................................................................GCUAC..GA...UAGCCU.....GGC.UGC..C...AAAA.A.........CCGCGUAGGGCCUGCCCUCUCCAAACAGAGGGCAAGGCCCUACG
Toc-1-5 .....................................................................................ACUAU..GA...CAGCCU.....GGU.UGC..C...G....C.U.GA....CCAAAACGAUCUGGCUCGCUCUCUUUUUCGGUGGCGGGUCUUUU
Csp-2-1 .....................................................................................GUUAU..GA...UAGCC...U..GGC.UGC..CGGA...............AGUCACGUAUAGCCUGCCCUUUUUCCGAGGGCAGGCUUUUGCAU
Dsp-1-9 .....................................................................................ACUAU..GA...UAGCCU.....GGU.UGC..A........U.A..GUG..ACUAUGUGUCCGAAGCCUGCCCUAUUUUUUGGGGGCAGGUUUAA
Dsp-1-10 .....................................................................................ACUAU..GA...UAGCCU.....GGC.UAC..C...GCAG.A.G.......ACUACGUGUCUAAACCUGCCCUUAGUGGCAGGUUUUUUUGCGUU
Sgl-1-8 .....................................................................................GCUAU..GA...UAGCCU.....GGC.UGC..C..................AAAAACCAUGCGGAGCCUGCCCUCAUUCAAAGGGCAGGCUCUAU
Pth-1-7 .....................................................................................ACUAU..GA...UAGCCU.....GGC.UGU..C...GC...U...GC....UGCAGAAGUCUAAGACCUGCCGUCUGCCAAAGUGUGGUAGGUCU
Tma-2-4 .....................................................................................ACUAU..GA...CAGCCU.....GGC.UGC..C...GCUG.C.........UCUAGAAGUCUAAGACCUGCCCUCUGCCAAGGUGUGGUAGGUCU
Csa-1-6 .....................................................................................GCUAU..GA...UAGUC...U..GGC.UGC..U...GACAGU.U.A.....AGCAAAGCCUGCCCUCUUUAUACCGGAGGGCAGGCAUUUGCGGC
Csa-1-7 .....................................................................................GCUAU..GA...UAGUC...U..GGC.UGC.....................UGACAGUUAAGCAAAAGCCUGUCCUUCAUACUCGGAGGGCAGGC
Dha-1-4 .....................................................................................GCUAU..GA...UAGUC...U..GGC.UGC.....................UGACAGUUAAGCAAAGUCUGCCCUUUAUACUCGGAGGGCAGACU
Dha-1-5 .....................................................................................GCUAU..GA...UAGUC...U..GGC.UGC..U...GACAG..........UUAAGCAAAGUCUGCCCUUUAUACUCGGAGGGCAGACUUUUGCG
Ova-1-5 .....................................................................................GCUAU..GA...UAGUCU.....GGC.UGC.....................AAAAAAGUCGCGUAAAAGCCUGCCCUUUCAUUAUGAGGGCAGGC
Dha-2-5 .....................................................................................GCUAU..GA...UAGCCU.....GGU.UGC..C...AAUG.U.........UGCAAGCCUGUCUUUUAG..ACAGGCUUUUGUUGUAUAUGCUUU
Dyo-1-4 .....................................................................................GCUAUG.AA...UAGCC...U..GGU.UGC..C........AAU.GU....UGCAAGCCUGUCUUUUAGACAGGCUUUUGUUGUAUAUGCUUUAC
Dha-2-6 .....................................................................................GCUAU..GA...UAGCCU.....GGU.UGC..C...AAACA....U.....UGCAAAGCUUGUUCUUUUUAGAACAGGUUUUUGUUAUAUAAGGC
Toc-1-6 .....................................................................................AUUAU..AA...CAGCAU.....GGC.UGC..C...G....C.U..G....AAUAAAAAGAUCUGGCUAGCUUUCUUUUUCGGCGGCGAUUCUUU
Dre-1-6 .....................................................................................GCUAG..GG...UAGCC...G..GGU.UGC..C...GA...GAA.AA....AAUUUUAAUAGUCGGGGCUUUCGGGAGGUUUAAGGAAUGACUUA
Rob-1-1 .....................................................................................ACUAA..GG...CAGCC......GGU.UGC..C...GCA....U.UA....AAUUCCGAUUUAAUGA....CGUAUUAUGGACUACAGAAGAGAG
Ccl-1-2 .....................................................................................GCUAU..GA...UGGCC...G..GGU.UGC..C...GGAAC..........UAAGCUGCUUUAGGCUCAUUGGUGUUUUUAUAGCAUCAGUGAGC
Ccl-1-3 .....................................................................................ACUAU..GA...UAGCC...U..GGU.UGC..C...GCA....U.U.....UACUGUGUGUACUAAACCUGCCCACUUUUCGUCUGGCAGGUUUU
Csp-2-2 .....................................................................................GCUAU..GA...CAGCC...U..GGU.UGC..C...G......G.......UCUUUGCGAACGCCUGCCCAUUUACGAGCAGGCGUUUGUGUUGG
Dac-2-4 .....................................................................................GCUAU..GA...UAGCC...U..GGU.UGC..C...GCAG.U.A.......GCUGUGUCAAAACCUGCCCAUUUUUUGCGGCAGGUUUUUUCAUU
Cph-1-2 .....................................................................................UCAAC..GA...UUGCC...A..GGU.UAC..A...GAAAA..........GAAUCCAGGUGAAAGAUCU.GGAUUUUUUUAUUAUUAAUAAGGA
Sgl-1-9 .....................................................................................GCCAG..GA...UUGCC...G..GAC.UGC..C...GAAA.C.A.U.....GGAUGAGAGUGAAAUGAGCAUCUAUGCUUCAAAAAGAUGCUUGU
Dal-1-10 .....................................................................................GCUAU..GA...CAGCC......GGU.UGC..C...AAAGG..........UGUUUUUGCUUGUUUACGCUUUAAAGCAACACCGGUUUACGUCA
Dru-1-4 .....................................................................................GGUAU..GA...UUGCC...A..GGC.UGC..C...AAAA.C.U.A.....AAAACAGGGGGAUUCAUCUCUGUUUUUUUAUUUUGUAAUGAAAG
Dsp-1-11 .....................................................................................GCUAU..GA...CUGCC...A..GGU.UGC..C...AC...UAU.......AAUUCAGGUUUAUUAGCCUUUCUCUUAUUUUGGAGAAGGGUUUU
Dme-2-7 .....................................................................................GUGAA..GA...CAGCC...G..GGU.UAU..C...GAAU.A.G.A.....UAAGAAGUUUCGCUGAAUUAUGUCAGCUUUUUUUGUUUUUAGGA
Dor-1-5 .....................................................................................GUGAA..GA...CAGCC...G..GGU.UAC..C...GAAAA..........AAUUGUUUGUCGCCGUAAGGCGAUUUUUUAUUUUGGCGGGAUGA
Dor-1-6 .....................................................................................UGAA...GA...UAGCC...G..GGU.UAU..C...GAAUA..........GAUAGGAUAUUUUCGCCGAAUAAGUAUUCGGCGUUUUUUGGUUU
Cth-4-3 .....................................................................................GCUAU..GA...UCGCC...A..GGC.UGC..C...AU...UAAAAGU...CCUGUUUAUACUCUUCAAAAUAAAUGUAAAGGAAAUAAGUCAGG
Cth-1-3 .....................................................................................GCUAU..GA...UCGCC...A..GGC.UGC..C...AU...UAAAAGU...CCUGUUUAUACUCUUCAAAAUAAAUGUAAAGGAAAUAAGUCAGG
Cth-2-3 .....................................................................................GCUAU..GA...UCGCC...A..GGC.UGC..CAUUAA.............AAGUCCUGUUUAUACUCUUCAAAAUAAAUGUAAAGGAAAUAAGU
Cth-3-3 .....................................................................................GCUAU..GA...UCGCC...A..GGC.UGC..CAUUAA.............AAGUCCUGUUUAUACUCUUCAAAAUAAAUGUAAAGGAAAUAAGU
Ccl-1-4 .....................................................................................ACUAU..GA...UCGCC...A..GGC.UGC..CAUUAA.............AAGUUCUGUUUAUACUCUUUAGAAUAUAUGCUUUAGCGCCUAUG
Ace-1-2 .....................................................................................ACUAC..GA...UUGCC...A..AGC.UGC..CAUUAA.............AAGUUCUGUUUAUACUCUUUUAAAUAUAAAAGGAAAUAGGUCAU
Ccl-1-5 .....................................................................................GCUAA..GA...UAGCU...C..GGC.UGC..CAUUAA.............AAGUUCUGUUUAUUCUCUGAAUAUCAUAUUAGAGUAAGUAGUCC
Ace-1-3 .....................................................................................GCUAA..GA...UAGCC...G..GGU.UGC..CAUUAA.............AAGUUCUGUUUAUACUCUGAAUAUCACGUUCGAGGAAAUAGGUC
Ace-1-4 .....................................................................................GAUAU..GA...UCGCC...A..AGU.UGC..CAUUAA.............AAGUUCUGUUUAUACUCUUUAAAUAAAUUUGGGAAAUAGGUCUU
Ccl-1-6 .....................................................................................AAUAU..GA...UCGCC...A..GGC.UGC..C...A....U.A.AG....AGUUCUGUUUAUUCUCUUUAAAAUAUAUGGAAAAUAGGUCUACU
Pth-1-8 .....................................................................................C.CAU..GA...CAGCC...G..GGC.UGC..C...G....U.G.AGU...GCACGGAAAAACUACCCGUCCGACGAGGUAGUUUUUUUAAGUGG
Lba-1-4 .......................................................................................U....GG...UAGCC......AGU.UGC......AAAU...C.U.....GUUAUAUGCUGCUGAUAUUCAGUAGUUUUUUAUUUUAAGUGGAU
Fpr-1-1 .......................................................................................U....GG...CAGCC......AGC.CGCA.C...U....U...UCU...CAACCAUACCGCACAUGGGCAUCACCUCAAGGGGCGGUAGAUUC
Csp-4-7 .....................................................................................GAU....GG...CAGCC......AGU.UGC..A...A....G.UCUU....UGCCUAUUUGAAAUGAAUAGGAGGAAAAAAAAUGAACAAAAAAA
Cbe-1-4 .....................................................................................AGGAU..GG...CAGCC......AGU.UGC..A...AGUC.....U.....UUGCCUAUUUGAAAUGAAU.AGGAGGAAAAUGAAAUGAAUGACA
Ece-1-5 ............................................................................................GU...CAGCC......AGC.UGC..A...A....U.A.UU....UGCGUCACUGCCAUCAUUGCAAGUGGCGUUUUUUAUUGUAACAU
Rsp-1-1 ............................................................................................GG...CAGCC......AGU.UGCA.U...U....U.A.U.....ACAGAGAGUAAUGUCUUGUUGUAUUGUAGCGGGCAUUAUUCUCU
Esp-1-1 ............................................................................................GG...CAGCC......AGA.UGCA.U....A.............AAAUGAGGUGCACCGUCUGUUUGGCAGUGUUUUUUUACGGUGUU
Dfo-1-1 ............................................................................................GG...CAGCC......AGU.UGCA.U....A.............AAAUGAGGUGCACUGUCUGUUUGGCAGUGCUUUUUUAAGGAAUG
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Rob-1-2 ............................................................................................GG...CAGCC......AGU.UGCA.U...GA.............AAUGAGGUGCACUGUCUGUCUGACGGUGCUUUUUUACGGUGUUA
Eha-1-2 ............................................................................................GG...CAGCC......AGU.UACA.U...GA.............AAUGAGGUGCACUGUCUGUUUGGCAGUGCUUUUUUAUGGUAGAG
Ast-1-1 ........................................................................................AU..GG...CAGCC......AGU.UGCA.U...UCAG.U.........UCUAAUAGAAUUGUCUU...ACUAAUUGAAUUAAUUUUGAAUGA
Dfo-1-2 ............................................................................................GG...UAGCC......AGU.UGU..A...AAAA.A.........AGAAUGUACACUGUCUAUUUUAGAUGGUGUUUUUUAUAUAAUCU
Hhy-1-3 .....................................................................................CCUAU..GA...UUGUC...A..GCU.UGC.....................CUCAGGCUAUAAACUGUCAAAGUGAUUUCACUUUGGCUUUUUUG
Ame-1-11 .....................................................................................AAGAU..GG...UAGCC......GGU.UGC..A...GAAC...U.......AGGAUUUCAAAGCCUUUU..GUUUUCGAUUUUUUGAAAAUACAG
Dru-1-5 .....................................................................................GAAC...GG...UUGCC...A..GGC.UGC..C..................AAAACUGUUUUAUCACACAGGGCGGGAGUCUCUGCGUUUUUCAU
Dru-1-6 .....................................................................................G.AC...GG...CAGCCU.....GGC.CGC..C...GAAG.A.........UAGGUUUUUUAUUUUGUUUGGAUAUUGUCAAAGGUAAUUUGACA
Ace-1-5 .....................................................................................ACUAA..GA...CAGCC...G..AGU.UGC..C...GAA..A.A.UG....AUAGUUUUAUUUUUUGGGUUUUCUCCAAUGAUCUCCAAAGCUUC
Dsp-1-12 .....................................................................................AGUAAU.GA...UCGCC...G..GGC.UAC..C...GA.............GGGGAACUUUAAAGCCGUACCCAUUGGGUACGGCUUUUUCAAAA
Dac-1-13 .....................................................................................ACUGAU.GG...CAGCC...A..GAC.UAC..C...GAAA.A.........AACCGAAUGUCUUUGUCGCCGUUUAUGGCGGCUUUUUUUGAUAU
Mth-1-6 .....................................................................................GCCAU..GA...CAGCC......AGU.UAC..CACGGGUG.G.A..A....CGGGGCUACCCAGGG.....GGUAGCCUUUUAAAUUUUGUCCAG
Aca-1-5 .....................................................................................GGUAC..GG...CAGCC......GGU.UGC..U........C.CA......UUUUACCUACGGGACUAUUGUACUUUCAUAGCCCUCUCGAUGGA
Asp-1-5 .....................................................................................GGUAC..GG...CAGCU......GGU.UGC.....................UCCAUUUUACCUACGGGACUAUUGUACUUUCAUAGCCCUCUCGA
Sac-1-2 .....................................................................................GAUU...GC...CAGCC......AGC.UGC..C...GAAA.C.G.......GGAACUGGACAAACGGGCGGUUCCCCGGUUUCGGGGGGCCGCCC
Dsp-1-13 .....................................................................................ACUAU..GA...CGGCU...G..GAU.UGA..AC..AAAG...........GCUGACCUUUUGGAGGGAUUUGAAAUGGAUUCAAGUGACCCCAA
Ere-1-2 .....................................................................................GUAAU..GA...CAGUU...C..GGC.UGC..A...ACAAC....U.....GGUUAAUACCAGUUGCUG..CAGCCUUUUUGUAUGUAUGAAAAG
env-1 .....................................................................................UGUAAU.GA...CAGAU...C..GGC.UGC..AACAU......C.C.....GGUAAUAUCGGACGCUGCAGCCUUUUUUAUAUAAAAAAUUGAAA
env-3 .....................................................................................UGUAAU.GA...CAGAU...C..GGC.UGC..AACAU......C.C.....GGUAAUAUCGGACGCUGCAGCCUUUUUGUAUAUAAAAUUUUAUC
env-5 .....................................................................................UGUAAU.GA...CAGAU...C..GGC.UGC..AACAU......C.C.....GGUAAUAUCGGACGCUGCAGCCUUUUUGUAUAUGAAAUUUUACU
env-6 .....................................................................................GGGAU..GU...CAGCC......AGC.UGC..A...GG...A.U.UU....AGUAAGCCGGCUGACGCAUGCAGCAUCGGCUUUUUAUUUUGCCU
env-13 ........................................................................................AU..GG...UAGCC......AGU.UGCA.C...GU...U.G.A.....UAGCAUUGCCUAUUGUGGCAGUGCUCUUUUUCUUUUUGGAGGUG
env-14 .....................................................................................GGAU...GG...CAGCC......AGC.UGC..C...GGU....A.C.....CACACGGUACUGUAUCGAUAGUCAUAAGACUGUCACUACUUUUA
env-15 .....................................................................................GGAU...GG...CAGCC......AGC.UGC..C...GGU....A.C.....CACACGGUACUGUAUCGAUAGUCAUAAGACUGUCACUACUUUUA
env-17 .....................................................................................UCUAU..GA...UUGUC...A..GGU.UGC..C...AAAA.U.G.U.....AUCUAUGAAUAAUAA.....AUUUUAUAUUUUAAUUUUGGUGUC
env-18 .....................................................................................AGGAU..GG...CAGCC......AGU.UGC..A...AGUC.....U.....UUGCCUAUUUGAAAUGAAU.AGGAGGAAAAUGAAAUGAAUGACA
env-19 ............................................................................................GG...CAGCC......AGU.UGCA.U....A.............AAAUGAGGUGCACUGUCUGUCUGACAGUGCUUUUUUACGGUGCU
env-20 ............................................................................................GG...CAGCC......AGU.UGCA.U....A.............AAAUGAGGUGCACUGUCUGUCUGACAGUGCUUUUUACGGUGCUA
env-21 ............................................................................................GG...CAGCC......AGU.UGCA.U....A.............AAAUGAGGUGCACUGUCUGUCUGACAGUGCUUUUUUACGGUGCU
env-22 ............................................................................................GG...CAGCC......AGU.UGCA.U....A.............AAAUGAGGUGCACUGUCUGUCUGACAGUGCUUUUUUACGGUGCU
env-24 ............................................................................................GG...CAGCC......AGU.UGCA.U....A.............AAAUGAGGUGCACUGUCUGUCUGACAGUGCUUUUUUACGGUGCU
env-26 ............................................................................................GG...CAGCC......AGU.UGCA.U....A.............AAAUGAGGUGCACUGUCUGUCUGACAGUGCUUUUUUACGGUGCU
env-27 .....................................................................................GUAAU..GA...CAGUU...C..GGC.UGC..A...ACAAC....U.....GGUUAAUACCAGUUGCUG..CAGCCUUUUUGUAUGUAUGAAAAG
env-29 .....................................................................................GUAAU..GA...CAGUU...C..GGC.UGC..A...ACAAC....U.....GGUUAAUACCAGUUGCUG..CAGCCUUUUUGUAUGUAUGAAAAG
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alignment positions 524 · · · 703

Bca-1-1 GAUGCUGGCAAAGAGCAAGAAAUUUUUGGCCCUGUUCCUCACCCUUUGUAUGGUAGUGGGGACGAUGAGCACCGCUGCCAUCGCGGUGGAAGAGGGCGACACGGACGGCACCGAGCCCGCUGCGUGCGAGCACGUGUGGGACGAGGGCACCGUCACCAAGGAGCCCACCUGUACCGAAGC
Bca-1-2 AGACCAAGAGAUUUCUGGCAUCCCUGCUCACCGCGGCUAUGGUCGUGGGCCUGCUGCCCAUGAGCGUGCUGGCCGCGGGGGAUGACACCCUGACCCCCGGCAGCAAGUAUUAUGAUGUGAACGGCGCUGAGACCAGCGAGAGCAACGCCAAGGUGGUUCUGACCAAGAACGCCCAGCGUG
Tpo-1-1 GUUUUUUUGUGUUUUUCAGGAUUUCAUUAUGAGGUGAUGAAAAUGCCGGAAAACAAGUUGACCAGGUCUGUGCGACUGACCAAGAUGCAGGACUUCAUCCGUUUAAAAACACCCGGGGGAGGGGCUACUCUUCAGGAAAUAGCCCAGGAGUGCGGGGUCACCCCGCGUCAGGUUUUCCGG
Dac-1-1 AUUUUAUUCAUUUAAGUAGUUUAGAUAACUGUGAUAAGUAAAUUAUUCCUUAGAAUAUGAAGAAGGAGAUAACGUUUUACUACUUUCCUUAAGUAAGUCAUCACGACGGAGCAUGGUAGAAAUAAGAAGUAAAAUGGUUUUCCUGACAUAGGGACAGACAACAGGCACAAUGAUUUUAAU
Ece-1-1 AACACAUGGCAGACCCGGGAUUUCUAGGUUCAACAGAUAUCACUAUGGAUGAUGGAAGCAUGGAUGUGAAUGCCAGAUCCAUAGAUGAAAAAAUGUCAAAACUAUCAAAUAAUCUAUCUUCACUUCCACCGGAUGAAAGUACGAUCACAGCCAAAGCGUCGAGUGUUGAAGCAUACACAA
Ece-1-2 UGCUCCGCAAUCCCUAUACCAUAACGCUCCGCUGGAAUUCUUACUCUCGACUUAUGCAAAUUCGGUGAAGCUGUGCUCGACGAGAGAACGUUCCAGGCGAGGUUUAAUAAUGAGGAGGAUAGCAGAUGGCAGAGUCGGGAAAUCAAGGUUCGGCAGGGAUGAAGCUGGACUACGCCAGUA
Ece-1-3 UUCGCAUUCCCUAUGAGACAAAACGCUCCGCGGGAUGCGCAACUCGCAGAUAAGAAGAUCGCUAACGCGAUUCAGCUCGUGCGCCAAAGUCCGCGUGCGCUCCCCUCAAGACUGAGGGGAUGGGGGAGAUGAAGUCCGCUUGCGGACUUUAUUCUUUGGGGAACUGUUGAUUAUUUUUGA
Cas-1-1 AUGCCUGUGAAUAAGCGGGCGCUAGGUGGAAAGGACGGGGACCGAUGGAUAAGGACAGGAUGCUGAGGGAAAUCGCAGUGCGCUCCGGAUACAGCGAAGAGGAGACGCGGCAAUUUUAUGCGGCCCUUGUGGAUGUGUUUACGGAGGCUUUGGGAAAUCGCGAAUCCAUAGAUUGCCUUC
Cba-1-1 GGAUAUGACAGAGGGGAUGAUGCGCAGAUGGAUAAGUCUACGGUGGAAGUGUUCCCAGAAGCCCUGAGCCAGGGGGAAGAUAUGGAGUGUCUUCCGGAAUGGGGACGUUUUAUCCCUAAACUGCGGGAGAAUCCGGGACAGAUUACCAAAGGAGGUAAUGCUGAAUGGAAAAGGAAACAC
Hpr-1-1 AUCUAAGCUUAAUUUUAUAAAAUUAAGCAGGAAUUAGUAUUUAAAUCAAGAAUUUUAUGGUUAGGAACUAUAAAUACUAAAUUUUAUUUGAAAAUAAAUUAUGAGAAAAUACAUUGGGGGUGGAAGUUCUAUGGCCAAAAAAAGAGUUAAAUUAGGUGAGUUACUAGUAGAACAUGAAUA
Csp-6-1 UGUCCGCAAAGUUUCUGCCGAUUCGCAGGCAGUGAGGAGUCCCCCCUUCCCUCUGCCGUCCGGGACCCUGGUUCCUGAUACGGUCGAAUCGCAAAAAGCCGUACGAACUUCCAUCGGUUCGUACGGCCUUUCUUUUUGCAGAUCCGUUUUGUGUAUCGGUUUCGUAUAUCUGUUUUCGCG
CDe-1-1 UCCGAUUUAACUGUGCAGUUGCGCACAAAGCAGGACCUAUAAGAUAAUUGUUGAAAGUUCUGUCCAAGAGGGGAAAGAUGUACCAAUGUGUCGAAUGACCGUAAUCUGAACAAGGGGGAAUGGAGAUGAUCGGCAAGGAUCCGGUGAUGUCCCUGCUGGCGCGGGCGCUGGACGGGCAAG
Hpr-1-2 UAUAGUAUAUUAAACAGAUAGUUUUACUAAUGAUUCUUUUACCAAUAGAUUUGAAAAUAACUUAAAUUUUUAAUUUUUGAACUAGGAACUUUAAUAUAAAAAAGUUUAAGGGAGGUUAGUUUUGAAAAAAAUAUUUGUAGUUGAAGAUUCUAAAUUAGAUAAAAAUAAAAUCAAAGCAGU
Ere-1-1 UAAAGGGAGGAAAAAUGAGAAAUAUUACUUUUGCAAUUUACAAAGGAAUCGAAUACUCUGCUGGAAUUAAAAAAGAUGGUAGAAUUGUUUUGCGGUCAGAGGAUGAUGCUAGUAAAAAAGAGGGGUUUGUAGAAAAAGAGAUUGGAAAUAAUAGAAUAUAUAUAAAGUAUGUUCAAAAAG
Sgl-1-1 CGAUUACACUUCAGGGGUGCGCUCUAAGAGGGGAUCGGGUCAAAGAGAUCCGUGGUGGUUGUAUCCACUAUCUUGAGGUCUCUUUUCCCUGUAAGGUCCCCUCCGGAGGUUGUGAAUAUAUUUUUGCUGAUAACGAGGUCCAUGACCGUCUCUGCUUCGGCAGCAGUUAAACUUUCACGG
Cci-1-1 GUUUGUCUAAUCUGAGUAUGUAAAUCCAAGGAUUCGGGACCGUGGGGCGGAUGAGCUGAGCGUUCGGGAGGUACAGAGGAAAAUGAAGCAUGAUAAAAACCAGUUUGUUGUCAAUGUAUUUACAAAUGGGGCUGAUCCGGAAUGGGAAAGACGGGAUACACAAGAGACUGACAUGGAUUA
Csp-4-1 UAUAUAAAUAUGUACUUAAUUAUGGGGGAAUCAGAAAGAAAAGUUAAGAAAAGAUUAAUAUCUAGAGAUCUUCAUAAAGACAAUAUUAAGGGGGGAAUACAAAUGAAAAAAUUAAUUUCAAUGUUAAUGGUUACUUUGUUUUUAUUUGUGCUAAUACCCAAUAUUAGUGCAAAUGCAGCU
Cha-2-1 AACGGAGAAAAGUGGAGGAUUUUGAUAUGGGGAAACGGCGCAGCCAGAAGAAAAAGGGCAGUUCAGGCAGCAUUGUCUGGAAUAUACUUGGGAUUGUCCUGUGUGUGAUAUUGAUACCGGUGAUUGUGGUAAAUGUGGUCCUGAUUGUCAACAAUUUCAAGGACCCGUCGCAUCUGCCGG
Bpr-1-1 CUUUUUAUUUUUAAUAAUGAUUAUUUCGCCAUUGGAGGUCGCAAAAAAGGAAAGAGAGUUAAAAGAGUAAAAAAUGAAAAAAAGAAAAAGAAACAUGGUCAGAUCUAUUAUCUUAGUAGCAUCAUUUCUUGCACUGCUUAUGUCAGCGGUUAUCGGAAUAAUAGGUCACAAUCACAUCAA
Tpo-1-2 UAUAUUUCUUCUUUUUCGGGGAGGGGCCCCUGCGAGGGAAUAAGAUGGAUGUAUUUGUUGCCAGACAGCCAAUUUUUGACAGACUGCAGAAAGUGUGCGGCUACGAACUUCUGUACCGGAUGAGUACAGAAAAUCAAUACAUCUGCGCCAAUGGGGACCAGGCCACGUCUGACGUAAUUG
Dyo-1-1 UUUUUGUUUUUAGACGAAUAGGGGGGAUAGUUUAACUGAAAUCAAGUUUGACCUAUAGGCUGCUAAGCCGUAUCAGCACGUAACUGAUCGUUGACAUAUGAAUGGAGCUGAAAUUAUGUUUAAGAGAUUAUUUAAUGGUUCUAGUAUCAGUGGUAAGACAAUGGCAACUAUAUUACCCUU
Cce-1-1 AAAUUUUCCUUUCCUUUUCCCUUUUUCACAAAGAAAGGCGGGGUCAAUAAUGAAAAAAUAUUAUCUUAGCAGUUGCCUUUUCUUGGCAUCACUGCUAUUAACGUUACAACUGGUCUUCCCUUUUGUAACCGUAUCUGCAGCAACUAUCAAUACCAACCUUCUGCCACCAAGCAACCUUGC
Tpo-1-3 GGGAACACAGUACAAAGUUACCGGAUUCCCAGUUGUAAAACAUCCACGGUUCCAACCGGCCCUUUUUGGGGCUGAAUGGUACCGAAGGGUGUUUUUUUCUUUUAGGGUAAUCCACUUGGAAAACUGCUGCUUGAAAGGAGGUGUACUUCUUUAUUGUAGGUUUCACGUCAAUUUCCUGUA
Ame-1-1 ACUGUAGAACUCAAUCUUAAGCUUAAUGGAGAAUUUAAAAAUGUACUGUAAGGGCACACAAACAAACCCUUUAGAUUCAAAUAUAAUGAUUCUAACUAUAAUAAGAAUGAUAGACCAUUGGCGUCAUUUACACUGUUGGGAAUUGUUGUUGCAUUAUGAUGUUAUCCACCUUAGGCUUCU
Cst-1-1 CCGUUGCCAUCCAAAACUUGGUUUUUAAGUUUAAUGGAUGGAGGUGUCAAAAAUGAGAAAAAACAGAAGAUUCUUAGCAAUUAUCAUGGUAUUAGCAUUUUUAGGCUGGUCAUUUAACGCUCAACGAGUAUUCGCAGAUAGUGAAAUACCCCCUGAAAUUCAGCAAGAAGAACAAGAAGU
Cst-1-2 CAGCUACCAUCUAACAAGCUUAUUUAAUUUAGUUUAAAGAUGGAGGGAAUGUAUGAGAAAGGUGAAAAAAAACAGAUUAUUAGCACUGUUAUUAAUGGGAUCGUUGCUAUUUUCUAAUUAUGGGAUAAUGGCAUACGCAGAUGAAAUUCCUACGGCACAGUCAGAUAGCGGUGUGACACA
Aar-1-1 AAUAGGGCUUAAUUUAUGUUUAAAAUAAAUGAUUUUUUUGUAAAUAAUUAUUGUUUAUUGUACGAAUCUUAGUUUAUAUAGAUAAAAAAGCAUUCUUUUAUUAAAUUAUGCAGGAAAAUGUUGAUGAUUUGAAGAAAAGUCCAAUGAGGCCUAAAAUAGGACUUAGUUAUAGGGAGGAUG
Cbo-1-1 GAAAGGUUGGGAACAAAUGAUGAGGAUGGGCUUGGCAGUUUUAUUAGCGUUUGGUUUAGCAGCAUCAGUAACAGCUUGCGGGGAUGUGAAUACAGGAGAAGAUAAAAAAGAGGCAGCGACCAUUGGGACUACAGUAGAAAGCGAGAACGUAACAGGAGUGUCAGAUACCACUGAAAUCCA
Eba-1-1 UAAGGUGGAAAUUGCUGAAAUAAACAAAGAAGAAUUAUUGGCAGAUUUUGUUGAAAAAUUACCAACUAUACGUAGAAAACUAAAUAUUUCACAGGGUAGACUUGGCGAAAUGCUUGGGUUAAGUAGACAGUCAAUAUCUUCAAUCGAAAGAGGAAGUGUUCAGCUGUAGUGGAAUACAUU
Tac-1-1 UAAUCUAUUAAAAUGCCCAUUAGGGCUUUUGCUUUUAUUUAUUUUAUUUUCUGAUUUAUAAUCACAAUAAUAUUUGAGGGGGUCAUAUUUUUGAAAAUUAAGCCACUAAAACUAAAGCGGGACAAAAAACAACCAAAAAAAUCAAAAAAUAUUACGACCAAUGUCAAGAGCAGCUUAAGA
Tpo-1-4 AUGAGGGUGUGCAAUGGUUGUCAAUUUAUGUUUAAUUCUAUUUCAGUCCUUCCCGGAAAAUAUACUUGUUAUUUCAUCUGGUUUGGUUUUAACCGGUUUAAGGCCAAGGCUUCCCAAAAUAAUUAUUAUAGCAGCAAUCACUUCGGUAAUAUCUCAUAUAGUACGCGCUUUACCUCUGGC
Cbo-1-2 AGAGUGUGAUUGAGGGGUAUACCACAAUAAAAAAUAUAGCUGAACAGUGGGGGAUGACACCAAGAUGGAUUCAAACUCUUUGUUCAAACGGAAAAAUACCCGGAGCCGUAAAAUUUGGUCGGGAUUGGGCAAUACCAAAAGAUGCGAUGAAACCAACUGAUGGUCGAGUGACAACUGGAG
Lba-1-1 ....................................................................................................................................................................................
Lba-1-2 AAUAACUGAAAAGCCUGAGUAGUUUUCCAUCAUUUUUCAAUCGACACGAUUUGAAAGGAUGAAGGAAAAUGAAGAAAGCAAUCAUCACCGUAUUAGCAGUAUUAACAAUCAUCGUAACAGCAAUGGCACCCGCAGCAAAGAUGGAUGCAAAGGCAGCAGCAGACCAGACUUCUACCAUGA
Cce-1-2 GGAGGAUAAGAUGUACAAAGAAAUUAAAAAUUCAGUUCCAAUCACGACUGUUGUAAGCAGCAUUUUAUUAUUAGUGUUUGCUCUUCUCGCAGUCAUAACUAAAGUAUAUAGUUUUCCUUUCAUACUAGGAGUUACCUUUUCCUUAUCUGGAGUUUUUCUGUUAAUUAUACUUAAACUUUA
Tpo-1-5 UUUUUUUAUUGAGAACCUUGCCCGUUUUGCCCCAAAUAGCCCUCAUCCAACUCAAGUCACCGGCAAAUGAAUUUGGUUUAAUCCCCCCACCAGGAUUACCCGGACUAAAACUUAUAGUCCUGAACCAAAUCGCAGGAAAAUCCUGCACCGGUGAUUUGGGUCUUUUUUUAGUUUUCGACU
Ova-1-1 GGUGAAUUAUGGAUUACAUUUCAAUCGCCGAAGCCGCCGCAAAAUGGGGCAUCACCCGCCGCCGCGUGCAGGUUCUCUGCAACGAGAGCCGUAUCCCCGGCCUUACCAAGUUCGGCAAAGCCUGGGCUAUUCCCAGGGACGCCGAGAAGCCAGGGGACGCGAGAAAAGCAAAUUCCGUUA
Dme-2-1 AUUUUGGGAAUGUUAAAAAAAUCGGAUGGAGGGCGUUAAAUGCUUAUUGUGAGGUAAAUGCACAUCGACUUAAUUAAUAUAGUUUUUUCUGACCUGUGAAAUUAUUUUAUCAUCGUAACGUAUAUAGAAUUUACAUUUUUUGAGGAGGGGCUUAUGAAACAAACGGGUAACAGACAGGUG
Dyo-1-2 AUUUUGGGAAUGUUAAACUAUCAUAUGGAGGUGUAUUAAAUGCUUAUUGUCUUAGCCGUUAUCUUUUCAUUCAGCUAUUUUCUUUUAUCAUCACAGAGAAAAUCCCUAGGUCAAUCAUUGCAGUCUUGGUAACGUCACGACCGUUUUAUUAAUUGUUCCUAUAAUCAUCCCCAUUGCCGG
Dsp-1-1 UUGGGAAUAUUAGGUGACAAAAUGUUUUUUGGAGGUGUAUUAAUGCUCAUUGGGAUAGCCAUAACGCUCUUCUUAUUUAGCUAUUUCUUCAUUAUCACAGAAAAGAUCCCUCGCGCUGUAAUCGCAGUUUUCGGUGCCUCACUACUGAUUAUCUUUGGGGUUCUUACUCAAGAAAAGGCG

....................................................................................................................................................................................
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Dme-2-2 UGUUUUAGGAAGAAUCAUCCCUACUGCUGCAUUGUAGAUUGAUUUACUAUUGAGCAUUAUUCUUAUACCGAGGCCUAAUAGUAAUAAUCGAAGUAGUUAUUUAGUGUUUGUUAAGGAGGUAAUUGAACAUUGACUUAAUUGUAGUAGAAUUUUUAUUCUGACCUAUGGACUAAUUCUUAC
Dac-1-2 UUAUAUUUCUAAGCGAAUCUUGGGAACAUUAUGAUUUAGAGAAGCUUGGAGGCGUGUCGAUGCUCAUUUGGAUUGCAGCAAGUAUAUUUCUACUUAGCUAUUUUUUGAUCAUCCUCGAAAAGUUUCCCCGUGCAGUUAUUGCAAUUUCCGGUGCCUCAUUGAUGAUUAUUCUGGGGGUGC
Dme-1-1 CCUUUUAUUUUUUAAGGAGGGAAUUAACUGUGACAGAUCAAACAAGGAAAAGGAUUAAUUUCUUACAAGAAUUUUCGAUUCCCCUUAUUGCAGGCGUAAUAAUGGCUUUAAUCUGGGCCAAUUUAACACCUGAAAGCUACAAUCACUUUGUUCACAAUAAAUUAUUCGGUAAUUUCUCAC
Ddi-1-1 UUUUUUGUGUCUUUUUUGAAGGGAGGCUGUAGAAAAACGACUGUAUGAGUCCGUGGAUUAUUUUCCAUACUAUUAACAUUUGAGGGGGAGAUUUGAUGAGUACGCAGAAAAAGACCAUUAAUUUCUUGCAAGAGUUUUCAAUACCAUUAAUUCUAGGUGUUUUUAUCGCACUUGUCUGGG
Dha-1-1 UUUUUGUAUGCUUUUUUUGCCCUGUUGGGAAGAAUAAAGGGUUGAACAGCAGUAUAAGGCAGCCGGCAGUGUCGCCUUUUGUGGGGCGUGAAAAUAUAAGGAACAUUUUACACAUUAUUUUUAACUUGAGGAGGAAGACCAGUGAGUACGCAGAAAAAGACCAUCAAUUUUUUGCAGGAG
Dde-1-1 UGUAUGCUUUUUUAGGAAAGGAGUGCUUACAGGACCGCGACAUUAUGAAUCUGUCUAUCCUAUUUACACAUUAUUAUUGACUUGAGGGGGAGAUCCAGUGAGUACGAAGAAAAAGACUAUUAAUUUUUUGCAGGAGUUUUCAAUACCAUUAAUUCUAGGUGUUCUUAUUGCACUUGUUUG
Aar-1-2 AUAGGGUUUAUUUAUUUUGGGAAUAAAUUGCUUAGAAGUUACAUAAUUCAAAAUUAAUUGAGGGAAAAUUAUGACAGAAGAGUUGAGUGUUGAUUCGCUGGAUCAAGUAGUGGAAAAGAUAUUGAUUAAAAUUGAAAAUAGUCAGAAUGAAGUCUUUGAGAUUGCUGAAACUGCCCGGCA
Sth-1-1 UUUUCAUGGUCAAAUUUCGCAGUUAAAUGUAUGGGGUCCCGAUCCUUAUGCAACUCCAGAAGGUCUAUUGCGUUUAGGCCUAGAAGUUCCCGUGCAUGGAAUAACCACCUCUUGGUUUUUCGUGGAGGAAUACUGUUACACAACGUGAAUAUUCAUAGAAAUAAUGGGUGGUCAUUCCAG
Dme-2-3 UUAGGUAAUGGACUCAAAUUAUUUGGAUGAAGGGGAUAUAUAGAGAUGACAAAGAUUAAAUACCGAAUUAUUCUUAUGUUAGUAACAUUGGCCCUAAUAAUGGGUUCCAUUCUCGGCGGGUACAGCAUUUAUAAUUUACUAGUUGCGGAAAAAGCUAAUCUUGAACAGUAUCGAACUACC
Tma-1-1 GCCCUGGGGGCGCUGCGGGCGGGCGGCCGGGUCGAGACCGUCCCCACCCCCGGCAGCGGCCGGGGGUUUCGGUUUAGCCAGAGCGGGACGAUCCGGGGCGAUCCACCCGAAAGGGGGCAAGGGCCGUGCUGCGCGGGCUCUAUACCGCCGCCAGCGGAAUGCUGGCCCGGGUCCUGCAGC
Dsp-1-2 UAAUUAAAAAAUUCUUUUUGAAAUAACAAAAUAUUCCAUUGCAAAUGAAGCAUUAUAAGCUGGUAAGAGGUGGACUAAGGGAGAGGAAUAUAGAACUGAGUUACUAACGUGUUGCAAACUUUAAGUCAGAAGGCUGGAUCAUAGAAAGAGGUAAAUUUCAGAAAGAGGGGCGAUUCACAU
Dor-1-1 UGUAUUUUUAUUACUUUAAGCCUUGGACUCUAAAGAGAAAAAAAGGGGGAAAGAGCGAAUGACCAAAAUCAAAUAUCGCAUUAUUAUGCUAUUAGUAAUGACAGCACUAAUUAUGGGCUCGAUUCUCGGAGGAUAUAAUAUUUAUAGUGUCAUCCAAACUGAAAAAACGAAUGUAGCUGA
Eli-1-1 UUUUUUGAGUAGCCUUUAACAAAAAGGACCGCUGGAGCAGGCAAUUACUCUGUUUAUAAUCGUCAUGGCGCGGACGGUUAAAAUAAAGGUUUAUAUUUAAAGGUAAACAAGAGAACAUAAAAGGAGAGAUGUAAAUGAUUCAGAUGAUUAAUAAGCUGAAGAAAAACCAGAAAGGUUUUA
Osp-1-1 UCGUAAGAAGGAGUUAUGUAUGAAAAAGGUAGUAAAAUUAGUUUUACUUACAGCAUUAUUUGCCACAUUUUUUGCAAUGACAGCAUUCGCUGCAAAAGGUGAUGCUCAGGCAGCUUUCAACAAAGUGAAUGAAAUCAGAGUUGCUAACGGCUUAAACCCACUCACUUGGAACUACCAGGU
Mth-1-1 GGACUUUAGUCCCGGGGCAAUUGGGCCUUUUGUCCGAUACCAAGAUUACCACGAAAGUGAUAAAGUGGUAACUGUUGGAGAAUAGCAUCGAUUUUUCAGGGAAUAGGGUGAGAAUUGGGUGUUCCUGACGCCGACCAUGUACGUCCUGGAGAAGGCCCUGGACACGGCCACCCUGCGCCA
Dac-1-3 AUUGUUUGCCUCGAGAUGGCAUACCUUAAUAUCGGUUGAUUUAUCAAAAUCUUUAAACAAAUUAUUGAAAGAGAGAUGGAUUGGCUUGAAUCAAGGUUCUUUGCUAAUUGUUGAUGAUAAUCUGGGAAUUCGCAGUCUCUUAAAAGCUCUUUUUUCUUCGAAAGGGUAUGUUGUAAGCAC
Dor-1-2 UUUUUGAUAUUUACUGGAUAGGAGGGUUAAGAUCCACAUUUAGAAUGAGAGUCUUUAGUACUUAUUUUUUGGUAUGAAGAAUUUUUUGGAUUAUAGAAGAUCCUUAGGAUUUAUCGAAUUUAUAGUGGAGGAUGAUAAGGGUUGAAAAAGUUGUUCAAUAUUUCAAGUAUCAGUGCUAAA
Dku-1-1 GUGGUAUAUUGCGGAGAGCGGCCCCCAAAUAAGAUCAUGGCAGGGUAGCCGGGAGGUGGUUUUUUGGACCUUUUCGCCAGUCCCAUUCUGGUGGCGCUGCAAAAGCAGCUGAAUGCAGCGGCACUAACCCAAAGGGUAAUUGCCCAUAACGUGGCCAAUGUAAAUACGCCGGGAUUUAAA
Awo-1-1 AGUCCUUAGUAAUUAGCUUUGCGUUAUUUAUUUUAGUCAUUGGAAGUUAUUUUUUUAAAUAUAAUUCGCAGAUUUACGAUAAAGAUAUAAUUGCCGAAGUUAUUUUUGGAGUCGCUUUUGGGAGUGUGCUUUUGCAAGUUGUUUUUAGUAAUUUUGCGCAUCGCGAUUUAAAAAAAGAAG
Asp-1-1 UACCAGAGAUCAGGAUGGUCACUGGCUUGUGUCUAUGAAAUAUAGGAGGCGCAUGAUCAUGAAAAAAGCAAUCAAAAAAGUUUUAGUAAGUGCAUUGGCAGUUUUGCUUGUUGUCGGAUUCACAGCUCCGGCCGCAGCAGCACCUGUGAAGGCAGCCAGCAGUAAAGUAACAGUCAAAAC
Eli-1-2 GGUCUUUUUAUUGCCCCAAUCUCACGCAGAGGAGUUAAUCACAAUGGAUAACAAAGUUAUUGGCAGGCAUAUUCGUGAAGCCCGUCUUGAUAAAAAACUGACGCAGUACCAGCUCGCGGAACGUGUUCAUAUUACACCGAAUUAUCUGAGCAUGCUGGAACGCGGCACCCAUCUGCCCAA
Pth-1-1 UAAACAAAAUGGGGAGAGAUUUUAUAAAUGUUUUCCGGCCUUACAAUGCAAGCCCUGAAAAAAGGGCUGGAUGCUGCGGCGCUGCGGCACAGGGUCAUAGCCAACAAUAUCGCCAACGCCAAUACGCCCGGCUUUAAAAAAUCCGCGGUGGAAUUUGAAAGUUUAUUUAAAGAGGCCCUG
Dac-1-4 AUUUAACUCUGGGUGUAACCAUGAUGCUCAGGAUAACUAUAAAUCUAUUUUCUAAUCUGUGGAAUAAGAUGUUGGCUAUUGAAAGUAGAGUUUCUGAGAGGUCCGAACUGGCGGAGAGCUUGUUAUUAUUAGUAAAUAGAGGCCAAUUCAGAUAUAUCGAGAAUUUUCCGCCAAAAAUUA
Toc-1-1 AUUUUUUGUCUUUCGAGGGAAAUUCAAUAUAUGGGCCGACCCGACAUGAUUUCCAGUCGGGUUUUUAUAUGCCCGAUGACAAAGAUCGGCUAUGUGAUAACUUAAAACAGUAACACCGUAAACCGCAACGUAUUAUUUGUAUUAUUUUCAAAAAAAUGCUACAAUCUAUAUAGAAAGCCC
CDe-1-2 UGGUUUGAGUGUCCGGUCAAGACACGGAAAAGAAACUGAAGGCAUUCCUAAAAAGCUUGUUUCAUACCAAAGCCGAACCUGGAGUGAAGGUCCGGCCUGAAGGACCGGAAACGGUCGCCGGCCCUUCCUCUAAACCGGAAGCCGGUCGAAAUCGAUCACCCGUGCAGACCACCCACACUC
Cpa-1-1 UAAAGGAGGGAAGGCUGAAACCUCUUAAAACAUUAUUUCAAAGAAGUGCUAUUUAUAAAAUAAUAGGUAGUGUAAAGUAUCCUAUGAAAAAUCAGAGUUAAAAAAAUAUGCUCCGGUGAACCUUGAAAAUUGCAGAUACGUUCAGUAAAUAUCUUAGUUUAUAGGGAUGCAUACAGUCAG
Csp-4-2 UAUGUCCAUAUCAAAAUUUAUCAUAUCUUUAUUUAUAUCUAUAGUUUUAAUUAUGCCAACAAAUGCAGCCUUUGCAAGUCAAAAUUUUAGUCCAAUUAAUAACCACAUAAAUUCUACAUGGCUUUGGGAUACAAGCCAGAUUAUAAAAUCUUCAGAUAAAAUUCUUAAUUUUCUUUCUAG
Cob-1-1 AUAUAAGGAGGUAUUUUGAUAUGAAAAAAUUGAUUUCAGUCUUCAUUAUUAUUUUAUUAAUUUUAUCAAUUUCAAGUGCAAUGGCAUUUGCAGCAAAGAAAAGACAGAUUGCAGGUCUAAAGAAAACACAGUCUUAUGAGAUAUCUGAGCCAGAGCAGACUCCUGUAUCUCAAGAGGAAA
Chy-2-1 AAUGAAUCCCACAUUUUUUGCAUUUCUUCUAUGUUUUCAUUCUUUAUGCUGUCAAUAUACUUUUUAAUUUCCCUCUCUCUUAUCUUUGGAUAUCUUUUCUUCCAGUUUUCUUCAAGUUUUUCGACAAUUCUUUUAACCUUGUUUACGUCAACCUCACCGAUGACAAUAAGAGAACCGAAU
Dac-1-5 GAAUCAAUCUAUGAACUUAAAGGAAGGAUGUUGAGGUUGACAAAAAUCAAAUAUCGUAUUCUCCUACUCUUGUUAGUUACUACAUUAAUUAUGGGGCUCAUCCUUGGCGGCUAUAAUAUUUAUAGCGUCAUUACGACGGAACAAAGCAAUAUAGCUCAAUAUCGUACGACUUUGUACGAA
Lba-1-3 AUGACACAAGACUAUUUUUUUUACUGUCAGGCCUUUGAACUUGAAAAAGGCGUGAAAACUACAUUCGGCAAACUUAUUGAAAAGUAAGGACGCAAAAGCUACAGGGCCUUCCCCUUAAAAAGGAUGGCAGCCAGCUGCCGGUACCACACGGUACUGUAUCGAUAGUCAUAAGACUGUCAC
Hhy-1-1 AACAGUUUUUUCUCGGACAUGAUAUAAUAAGAUAAUAACAAACUAAAAUGGAGGAAAAUAUCAUGCCUACAAAAUAUCCUGAAGAAAUCAAAAGAAAAGUUGUUGCUCUGGCCAAUAAUGGUAAAAAUCAAACUGAAAUACUCAAUGAAUAUGGAAUGGCAAGGUCCACACUUCAUAAAU
Hhy-1-2 AUAUGAAUAUUAAUUAUUAAAAUUAUGAUUUCAAAAGGAAGUACUGGAGGGAAAAAUAUGCCCGAUAAAAGUUAUAAUCAUAGAAAUAUUAUUGAAAAUAUGCCUCUUGCUUUUGCCUAUCAUAAAGUUAUUUAUAAUAAGGACGAUAAAGCAGUGGAUUAUAUUUUUUUAGAGGUAAAU
Dre-1-1 UGCAUUUAUGACAAACGCUAGUCUCAUCAUUGAUAAAAAUGCAGCAACCCGAUACGACUUGAAGCUUCUUCUUUGGCAGUUUAAUUUUCUUACCUAUGAGUGUGGCAACACAAGUGAAGCCGUUACAAGUAUUGUAUCAAAGGGGCCGGGCAUCAUCUUUAUCUCUUUGCAAACAAUUAA
Aca-1-1 AUGAUUAUAUGGGGACAUUCACAAAUAUAUUGAGGAGGGGACUAAGUUGAACUUAACAGGAUUUAGAAGGAUCACAGCUUGUUUCCUUGCCGCAGUCAUGGUAUUUUCAAUGCUGUUUCAGACAGUGAAAAUAUCUGCGGCGGGAAGCACCGUCAAAUCAUCAGGCCUUAAGACGGUCUU
Asp-1-2 UUAGGAAAGACCUUGUCACGCUAAUGCGUGAAAGUCUUUCCUAAGUAACAAAAAACGCUCCGCGGGUUGUACACAGAUGCGCAAGGAAAUUAUUUGACUACGUCAAAUCGCAUCUGGCACGCAAAGUUGUCAAACCCCUCAAAGAAUGAGGGGGGUGGGAGUUGAAGUGGGAUUGCCACU
Cbu-1-1 UAUGUAAAAUAGGAGGAGAAAUAUGAGUAAAAAAAUUUUAGUCUGCGAUGAUACAAUGUUCAUGCGGAAACUGCUUAAGGAGAUAUUGGUAGAUAACGGUUAUGAAGUUAUUGGAGAAGCAGAAAAUGGAAUAGCUGCCGUUGAAAAGUACAAUUUAUUAAAACCAGAUUUAAUAUUAAU
Aca-1-2 AAGCUGUAAGCGCAACCGUUUGUGAAGGAAACUUCACGGACGGUUUUUCUUUUUAAAGAAGCACUCUGUAUUUCAAAAGCUGGAUGAUUGUAUUCAUCACAUGGUAUUCAUAUCCACAGCGAUGAAUGAAACAAUUACAUAUUCAGUAAAACUGUCAAAAGGCAGUGGCACAAAGUCAAG
Asp-1-3 AAGCUGUAAGCGCAACCGUUUGUGAAGGAAACUUCACGGACGGUUUUUCUUUUUAAAGAAGCGCUCUGUAUUUCAAAAGCUGGAUGAUUGUAUUCAUCACAUGGUAUUCAUAUCCACAGCGAUGAAUGAAACAAUUACAUAUUCAGUAAAACUGUCAAAAGGCAGUGGCACAAAGCCAAG
Aca-1-3 UAUAAGCGCAACCGUCUGUAAAGAAUUUUUUGCAGAUGGUUUUUUUAUUUGGAAGGGUUACUUCCGGAUAGAUGCUCCAAAUUUCAUAAAGCUGGAUUAAUUAAUAUUCUGCACAGAAUCACAUCAGAAAUGAUAAGUUAAUUAAUCAGUAAUUUAAUAUUUAGUAAAACUAUCGAAAGG
Dme-1-2 UUUUUUGGAAGGAGGUAAUUUAAGUGCGUGAUCGUGAUGAACUGCCUAUGACAGCAUACGAAAACGGUUACUCGUUUAACCAUUAAAUUAAAUAGGAGGAUUAGUAAAUGAAAUUCUUAAAUAACAUAACCUGGAAACUUAAACUAAUUACAGGAUACAUUAUCGUUUCUUUUCUUGUAG
Dme-1-3 AUUUUAAAGAAGCGGAGGAGUAAUUGAUGAAAAAGAAAAUAAUAUUGGGGCUUGCACUUCCGAUUUUCCUUACUUCCAUGACCCUUGGAAGCAUUCCUGUCCAGGCUGAGACAGCCCAAGCCGUUAGAGUACAAGGGGCUGCUGUUCAACGCCUGUUUGGUACAUCCCGAUUCCAGACCG
Ece-1-4 CUGGCUUCAUCGGCUGGGUGCUUUUUUUGAAACAUACUGUUUCAAACAGGCAUGGGACAGCCGUUUGGACAUGGAGGUCCACACCAAAAAAGGAAUCAUGAAUUAUGAAAAUGGGAGAGAUUACAAUGGGUUUCAUUACCCCGAUGAAACCAUGGAAAUGGACAAGGUCAGGGGUCAUUU
Tpo-1-6 GGAUUUUAUUUUGUAGGAGGCGUUUAAAGGUGAUAGAGAAACUUAUCACAUCCGAUACUAUGGGUCUGCUGCAGCGGGCUUUAGAUGCCGCCAGUAUGAGAAAUGAAGCUAUUGCUAAUAACAUGGCCAAUGUCGAUACUCCCGGCUAUAAGCGCGUGGACGUGGCUUUUGAAGAAGAGU
Nth-1-1 AGGACUUUUUUAGUAAUAAAGUUUGUAAGCUUGUCCAUACAUGUAUAUAAAAAUUAGCCCCGCUUACCGGGGCUUUUUAAUUAUCUAAUAAUUAUAAUGGUUUAACUAUCUAGUCUAGCAAUCAGAUUAAGUAUCUGAAGGAGGUUUUGAUUUGAGAAGGGUACAUGUAGAAGAUAUUGA
Dre-1-2 UGCCAGACAAAAUGAAGGAUUAAAAUUAAGGGGAGGAUAUCUUGCAUGUCUAUGGUUCCGAGUUCCAGAAUUAAACCAUCGGGAAGUCUUAAAUUUCAAGUGAGUGUGUUUAUUGCUAUUUUGCUGAUUGUUUGUGUAAUGGCAGUUUCAUGGUUGUCCAUUAGUAAAAUGGAGAAGGCC
Eli-1-3 AGUCGUUUUUUGUUUGUACGAGCGUAAUAAGAUGAGCGGCAAAAGACUGGGAGUAUUUAUAUAAGAGAAGGAAAGGAAAAAAACAUGAAAAAAUGGUUAGCUUGUUUUAUGUCAGUUGUUAUGCUGUUUGCGAGCUUUCCGGUAUCUAUUCUGGCGGAGGAAGCGGGACAGGAGCCUUCA
Pth-1-2 UUUAAUUUGAAAGUUGAAACAAUUGUUCAAAAACUAAAAAAUGGGGAUAUUCAGGCUUUAAGACUUAUUUAUGAACUAUUUUACAAACAGGCCUUUAAGGCAGCGUUUUUCAUCACCAAUGAUGCUGGUCUGGCUGAAGACGCCGUUCACGAAGUUUUUUUGAAACUCCUGGACAAAGCA
Dgi-1-1 UGAAUAUGUCUUUUGUCAAAGAGGAGGAACAAUAACAAUUGCAUUUGGAUAUAGAAACCGUCAAUAACAUACUUUCAGGGUUUCCUCAUGACCUGAAGAUGCAUUCUUUAAAUGUAUGUUAUCUAGCUAAGAAAACAGCUGAAUAUGCUGGUUAUACCUACCAAGAGAUAAAAGAAAUAA
Tsu-1-1 GGCGCGCCGCGGGCGGCUUUCUUUUCCAGCGGCGGGAGGGGAUGGACCCGUGUGGGGGCGCGUCAACGAUGAACUGGCUGCCGGGCUGGAGGUCCUGGCCCUCCGCCAGCGACUGCUGGCCCAGAACGUGGCCAACGCCGAGACGCCCGGCUACAAGCGGUAUGAUCUCGACUUCGCCCG
Tma-1-2 GCCCGUGGUGCCGUUGCGCGCUGCGGGCGGUUUGCUUUUAUCGGCGGCCACCGGCUCCGGCCGGUGACCGGGGAGGCCCGGAUGAGCCCGGGCCGGGGAGGUCGCAGCCCAUGUGGGGGGCCAUCAACGAUCGCCUGGCGGCCGGUCUCGAGGUGCUGGCCCUGCGCCAGCGCCUGCUGG
Bpr-1-2 CGGACGGUCAUUUUUUUUGGUAAUGAAGUACAUGAGAGUUCAAGGAUGAACGGACUGCAUAGGUUAUGCGGUCAUAGUACAAGGAGUAUUACUAAUUAUUACUGCUACCUGAGCUAUGCGUUUGCCUUUGGACAUAUUUUGAGAGGUAUUUUGCGCAGGAACGGUUGCUGAGCAAAGUAC
Csy-1-1 UUGAUGGCGGUGAUCUGUUCGCGGAGCGUGCAGGUUAUCGCUGAUUAACAUGGGUGUGCGCGAAGCGUACUCUCUCAUACGGCGAUUUCAUUUGAUUUAUAAUCUACUUUCAAAAGGUUGCUUAUGGCUGGCGCUAAUUCUGGGAUGAUAUUUUGUUCGCAUUUGGCAGCGGAGGGGAGA
Sgl-1-2 GCGAUCCGGAAACGGUUUUUUUUAUGCGGAACCUGGGCAUUGGCAAAUUCGGGCAAGAUAAUGGAACAUUUAGACAAGAUAAUGGAACUUUUCGACAUGACGGGCAGGAACCGGUUUCUUUUUACAUAAAUACAUCUGAGUAAGGGAGGUGACACGUUGGAGAGGCUGACUUCCUUUUCC
Ccl-1-1 CUAGCCAUUGUCAUCACCUUUUGUUUUACUCCUGUUCAAGCAUCAAGUGCUCAGACAACAAGUUCUAUCAUUUCCAAUGGUGUAGUCCUUUAUAAGCCACCUCAAUCUGUCGACGGAAAAGUUGUUGUUGCCGGAAAUACGUCAAAGGAUAAAAUUAAAGUAAUUGUUUCAAAAGAUGAU
Dni-1-1 UGUCAAGGUUAGACAGCUUCUGGUGCAAAGCCCAGACGGGAGGUGUGGUUAAUAUGGAAGAAAUAAAAACUAUGGAAGAACAUAAGCUUUUGCAACGGCUACACGCCACGUUCAUCGAACAUACCGCCGUCAUGCUCCUCAUCGAGCCUAUAACCGGCAAAAUCGUAGAAGCCAAUCCUG
Ame-1-2 UUUUUUUAAAAGAACUGGGGGGAUACACAUGAAGAGUAUUAAAACAAAACUAGUUAUCUUUUUCUCUAUUUUGCUAUUGGUUUCAUCUCUAGCUAUUGGAAUUUUUUCGAUUAGAUAUGCCAGCGAUUCUAUUGAAACCGAAGCAGAACAAGCUCUUGCAUUAGCAGCUUACAAUGGCGC
Awo-1-2 GCGUUGCUCUUUUUAUCGACAAGGAGAGAUUGAAAUGAAAACUAUCAAAAAAUUAAUCAAUGUUCUGGUCAGUGCCGUUUUUAUUAUAAGCUUUACUUCAACUGGUUUAGUCGCCUAUGCCGCCAGUAACAAUAACUACCCGAAUGAUCCGAAUUUGGGGACUUCCUGGCAAUAUGCAAA
Aca-1-4 GUCUUUUUUGUUUCAAAUAAUAAAUGGGGGUAUGAAAAUGAGUAAAAAGGUAAGAAAAAGUCUUGCAGUUCUUGCGGCUUUUGUGCUGACGAUAUCAUUUAUCGCAGGGAAUGGUGCGUUCACCAAUGUCCAUGCACAGGAGGCGGAAACAGAAACUGCAUCAGAACAGAUCACUUCUAC
Dac-2-1 GGCAAGAGGCAGGCUCAUUGUGCGCUUUAUGCGGUUUGUUUUUGUAAAAUUAUACUAUAUAAAAAAUUUAUUUUAAGCUGCAUGUAUCUUUACUGCUUGACAAACAUAUAAUAUAUAGUACAAUAAAUUGUACAGAAUAUUGUCAAUAAUGUAUUGUGCAUAUCUGAGGGGAGGUAUAUU
Dca-1-1 AAUUGAAUUGGUUAAUAUGUUUUAAGUGUGAAUGCAUUGAUUGUCUAGUGGUGGGUUGCUUUAGGUGUCCUAUUACAAAAUGUUCAAAGUUUGCAAGACGUCAAUGCAAAGACAAAGAAUUGGAUGAAAGCGAACUUAUUAAUGAAUUAGUAAAAGUUUUAUAAAAUUGUCAGGUCUUAA
Dni-1-2 AAUUGAAUUGGUUAAUAUGUUUUAAGUGUGAAUGCAUUGAUUGUCUAGUGGUGGGUUGCUUUAGGUGCCCUAUUACAAAAUGUUCAAAGUUUGCAAGACGUCAAUGCAAAGACAAAGAAUUGGAUGAAAGCGAACUUAUUAAUGAA..................................
Dac-1-6 GUCUUUCGAUCAAAAUCUUAUGAAAGUCUUCAGUAUAAAGGAGGGAAAUGCAAAUGGAUUUAGCAGUUACAGCGUCUAUCAUGAGCCAAGGCCAAGUUCAAAACCAAGCAUCUGUUUCAGUACUAAAAAAAGUCAUGGACACCGCUAAAAUGGAAGGUAAUGCACUAGUACAGAUGAUGG
Sac-1-1 CGCCGUGGAAUCUACUUACGUGCGGUGACCGGAUUGUUUGUCCUGUGGGUAUGGCAUACCUUCCCCCGACUCGGAUGGCGGGAUGCCUGGUUGGUGGGGGUGGGUAUCCUCGGGACCGAUAUGAUGGCGUGGGGGGUCCGACGGUGGGUACCUUUUGCCUGGCUAUUAUGGGGUACGGUG
Cas-1-2 CGUAUUGCACGCCCAAGGUGUGUUUAUGCAGAUUUUUAGGCAAUCCUGACUGGACUCAGGAUUGCCUUUUUUGUGCUGAGAGUGCCCCUCCGGAUUGGCUGGUCGGGAGAAACGUUUGAAGAAAGGAGAUGAGUGAGGGAUGAAAGAAAAAAACGGUUUGCUGCAAAAGAUCGUGGGAGC
Awo-1-3 GGAAGGUAAAAAGUCUGAAAUCUGUUUGCGGGGGCUAAAGUUCUUUUGGCGGAUGUCGAAAAAAGAAGUAACAAAAAGAAGAUAUGCUGACUAUGUUUUAAAUCAGAAUGACUACUAAGUUAAAAUUAUAUUAAGGUAAAAAAAGCGAUGAUGUGCGAUAAUAUCAGCGUAAAUGAUGUU
Dre-1-3 GGGCUAUGUACGGACAGGAUUGGCAAGAAAUCAUUAAUACAGCAAAGAGCUUCAAAAAUCUUUUAGGUCCAGAGGUAGUGGUUGUUGUGAGUGACAAUGAGAAAUUUGUCUACUAUGAGUCUGGUUCUUCACUAGAUUUAGGAAUUAAAAUAGGUGACCCCAUUAGGCAGGGCAGUAUUA
Dgi-1-2 UCUUAUUUUUUACCUUUUUUAUGGAGAAUAGGAGGUGUCUAAAGCCAAGACUUGAGGUAGUGUGCAAUAACGUAUAUAUGUUUAGCAAGUGCGUUGUAUUUUUUUAAUGAUGUUGAUUAAUCACUACUAGCACUAAAAUAUUAAAUAAAGGGAGAUGAUUAUGCACGCAGAUAACCAAGU
Dku-1-2 UUUGCCUGAAAUUAGUCACAUCCUUGUGUUCAACGGAGGUGGUUUCCUUAAACGUAGUAAGACCGGACGAUUGUCGAAACAAUAUGAAAGAAAGGAGAUGGGAAAUUUGUCGGCUCAAACGCAAGUCAUUUUAGCUACAUCCGUCUUUUUACUCACCUAUGCUAUAAUUAUUUCGGAAAA
Mth-1-2 UACCGGAUUUAGCAGUGCUGGGAGAGGAUGACUAUGGUUUGGAAUGGCAGGCGAUACAUAACUGGUUGGGUCGGCUGGCGGCCCAUUCUCCUUUUACCUAUCGCCAUUCCCUGGGCGUUGCUAGCCUGGCAUUGAACCUGGCCCGGAUCUAUGGGAUGGACCAGGGAGAGUGCCAGGCUA
Tpo-1-7 UUUCAAUUGACAAUUGACAAUUGACAAUGGAAAGUUUAAUUCAAGUCAAAACCGGGGGGAAUGUAGGAUGUACAAUUUUAAGCUCAAGAAAAUCAGUGUGGGUUCGGUGUUUAAGUUUUCGCUGAUUGCAGGUAUACUGCUUGGGUUUAUCAUUGGACUCUUCAUGGGUAUUGUGGCAAC
Nth-1-2 UUGUUUGUUUUUAUAGGGAAUCUCGGAAAAAGGAGGUGUGCAUAGAUCUAAUAAAUUUACAACUAAAAGAUGGUCUAAUGUCUUAGUUUAUGGUUUAUCUAGUUAUUUUACAGGAGGUGAUUUGAAUGAAAAGGUUUUUAGUAAAUAGUAUCAGAAAUAAGUUGGUUGUGGGUGUAAUCA
Nth-1-3 AAUACUUAAUCAGCAAAAAUUUAAACACAAAUGGGGGGGAGUAAUUAUGAGAAACUUAUUCAGUGGUCUUAGUUUGCAGUGGAGGAUGUUAAUACCCUUAAUUAUUAUCACAGUCUUAGCAGUUGUGGUAAUGGGGUAUACAUUAUCCAAUAAUGUUGAAGAUCUUGUAAUUGAUUUGAU
Nth-1-4 UAAACUCUCAAAGAAGUAAUUCUAAGGAAGUGAUAAUGUGGAAGUUACUUUAAGUUUAGAUAAAGAUCCCAAUAUUCCGAUAGAAUAUGUUGAAAUAAUCGGAAAUUUCACUAAAUAUCAAAAUAGUUUGCUAAUGGAAGAAGAUAAAGACUGUUGGUUAAAAACGAUAAAACUGCCACC
Dku-1-3 UCUUAAAUUUGGAAUAACGUAAAAGGCGGAGGUUUGAGCAAGUAUGAAAGAAUCCCUUAUGGAACGCCAGUUCGGGGGGGGGGGGGUAACCUGUCUACAUCUGGCCUUAUUUAUUAGCCCUAUAAACAACUCUUUUGGGGUUCCCCUUCUCUGGUUCCCUCCUUUUGGGUUCCCCUUUUU
Dku-1-4 UUAUUUUUGGCUUGACGGGCCGAACUAAAUUUUUCAUUCAUAUUGGCGUCCUCAAAGGAUUUCUUAGCAUGGAGGUUUUGUUAUGACUGGACAAGCUCUGGUAUUAAAUACAUAUGUUCGGGGGGGGGGGGUAAUCCCUGUAAAAUACCCCGGGUGCUGUUAUAUUUAACAGACAAUGCA
Dku-1-5 GCUUUUCAUUUUCUAAAGAAAUUUUUAGAAUAAUUUACGCUGAGGUGCUUCCAUGAAAUCCACAUUUAUCCAUGCUGCCCGGGCGUUGAUGAAAUUACAGGAGGUCCGGUUUAAGGUAGCUUCCAAUCAUUCCUGGCGCGUGGCGGCCUAUGCCGCUGCGCUCGCGAAGAAACUGGGUAU
Csp-4-3 UAGAUUAGCUUUACUUUACAGAAAAGUCUAUUAGAAAAUAAAAAAAUAGGUAGUCAGGAAACUAUUUUCUGUAUGUAUUAAUCAGAGUAUUAAGACGCGUGCAGAUUGGAGAAGGAAUCAUAGGGAGAUUACCUUACGAAAGUCUUAAAGCCGAUUUUUUAUGUGAAAUAGUCUUUUUAU
Cst-1-3 UUUAUCGAUUGCUAGUGUAACCUUUCCCAAUCUAGCUCAUGCAGAUGCAAAGAUAAUAGACGAGAGCGAUGUUGCUAAAGGAAUAAUCAAAGUCAAUUACUCUACAAAUUAUCAAUCUAAAUAUAAAUUAGCAAUUGAAAAAGAUGGGCAAAAACAAUAUUUUGAUUUAGCUGCUAAUAC
Tpo-1-8 GCUUUUUUUGGGAGGUGAACCGAUGACUGUAUCAUUCCUGAUAAGGCAUGGAGUGGCAUGUGUUUUGGGAACCUUUGCCUGGUGGUAUUUUUACUCGGCGGAAAAUAUUUUUUAUCCACCAUGGCUGGGAGUCAUCGUGGCUGCUUUUGUAAUUACUUUGGUUGUUGUGAUCAUUUCGGG
Tph-1-1 AUCGGGCCCUCUCUUUUGAAACCGUUUUCUUCUGGAGGUCAAAAAUUGAACAGGAAGAAAUUUCAACUUUUCCUCAUCAGUCUGGCUUUAGCAUUCACCGCCGUUCUGUCCAGCGGCAUCCCGGCAGAAGGCACCUACAGCAUCGGUUUUCGAACGGCUUCAAUCGAGAUCACAAAGCCC
CDe-1-3 UUUUGUUGGAGCCCUUAAAUGGAUCGGGAAGAAAGGGAGGAAUACCCAUGCAGCCUUUAUUGAUCGCUGCCCAAGCCGCUGAAUUACUGUCCGGCUCACCACAGGGUCUUUUAGUUCAUUCUCGACGUGUUGCAUCCCUGGUAGCCUACAUUCUUGAGACCGCCCCAAAUCUGGCAAAUG
Dme-1-4 UCUUUUUGUUUUCUCUUUUUAAAUUAGGUGUUCGUUAUAAUGCUGCCUGUUUAACCAAAUACUUCGACAGACCGUUGCUACUGAACUGACAGGGAGGUUGAAAUAUGGAUAAAGUUGUCCACAGUUACGUAAGGCCAGAAAAGCUAAAGGAUCGGAGUUGAAAGGUUGAGGAAAUUACUA
Csa-1-1 GUGUUUUGUAACGUCUUUCAAACAAGGAAGAUACCAGUUUUUGCAUAUUACUUAGAUAAGAGGUUAUCUGUAUGCUUCAUUCCAACAUCUGUUUUUUGAGGUGGAGAUAAAGACAGCCGAGUACGUACACGUGCUGAUUUUUUUGCUUAUGGGCUUUAGCCUGUUGAACAUGGGUGAGUU
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Dsp-1-3 GACUUUUAUUUUUGAAGGGGGGUUAGUAAUUAGGUUUAAUCCUUUCUCCUAAUAGAUGGAAAUAUCUAGCGAUAGGUGAUAAACCGGGAGGUGAUUUUAGGUGAGUAUUAUGCAAUUGGUCGUCUUUAGAUUGGGAGAUGAAGAGUACGGCAUUGAAAUAGGUUUUGCUCAAGAAAUAAU
Dac-1-7 GGCGACUUUUAUAUUAAGGAAUAGAGUUAUAAGGAGGUGAUAAAGAUGGGCUCUGUACAAUUGGUUGUAUUUAAACUUGGUGAAGAAGAAUAUGGCAUUGAAAUAGGUCACACACAAGAAAUUAUCCGUAUUCCUAAGCAGAUCACUAUAAUUCCUGAUAUGCCUUCCUACGUAGAAGGU
Dsp-1-4 GGAUGGCGAUUUCUUUAUUCUUUUAGACUAAAAAGCCCUAAGUAACGCGGGAUAGGAGAGGUUGGAGUCAGAUGAAGAAAUUGCUCAUUGUGGAUGAUGCAGCUUUCAUGCGGCUUACCAUUCGAAAUAUCAUGAAUAAUUAUGAUAUUGAAAUAGUCGGAGAAGCUGCCAAUGGAGCAA
Dac-1-8 GGCGGCAUUGCUUUUGCCUAGCGCUGAAUAGCUUGAACCAAAACGCUGAUUUGGUAACAAGAAUAGGAGAGAUAUGAGAUGAUAGCUUUUGCAGGCGUUGAGGCAUGUAAGAUCAUGGCUGAAUUAUUAGCCAAUUUAAUUCCCGGCGGCGCAUUGUUUGGCGUUGUGGAACAUGAUACG
Dsp-1-5 UUUUUUGAAGGGAGGUAAUUCAUGUGAGUUCAAUAGAACUGGUUGUCUUUAAGCUGGGGGAAGAAGAGUAUGGCAUCGAAAUUGGUUUUGCUCAAGAAAUAAUCCGUAUUCCAAAGCGGAUUACUAAAAUGCCUGAUAUGCCUUCAUAUAUCGAAGGCGUCACUGAUUUACGAGGAAGGG
Dac-1-9 GUUAAGAACCAACAUUAACAGGUAAAACAAAACAACAAGAGUUUAAGAGACACUACAUUUAAUGUUUCUCAAAGGGAAUUUACAUAUAGAGAGCAAAGAGACGGAGGGAGGGGGAAACUCUUUGAAUUGGUUAUUAAAACCUGCACAAUUAAAUCUUACGGUAGGAAUGCCUGCAAGUGC
Dsp-1-6 AGGAGGGAAUUUGGUUUUGAGAACCCAUUUAGAACCAUUAUCAACCAACCUAGUAAUUGGCGAACCCUCAGCGAUUGAUCUGUUUGAUAAUCAGGGAAUACUACUGUUAUCUAAAGGAAAGCCAAUCACCCAGAACAUUCGAGAACUUCUUCAACGGCGCCAGCUUUACACUUUGAAGUA
Dsp-1-7 UAAAAAAAGAAAGAGUUGAGAGUUUUGAUUGGUAGAAAGUAAGGGCAAAUAGGAUUUGGGAGUAUAUCCAAAUAAUGAGAGGAGCAAGAGGUGACAAAGAUUCACACCCAUACUGUCAAAUCUUUUAAGGGGGACCAACAUGAGUAACAAAAAGACUUUAAAAUCAGACAUAAGCUAUGG
Dme-2-4 AGGACUAGUUUAGGAUGUAAAUGAGAUUUGAAGGAAUCUUGUUUUUCAAAUAUCUAAAACUCUAGGAAGGGGAAUAAAAGUGAUAAGGGAUUUAAAACUAAGGAACAAAAUAUUACUCUCAACAGGCAUGGUCGUUUUAGUUUCGUUUGUUUGCGUUAUAUUGCUUGUAUCGACAAAAUC
Pth-1-3 UCGGCGAGGUUGUAAAUAUAUUAUGAAAAACGGGCAAAAAAGCAAUCUCCUGGGGGAAUGGCUGGUCAGGGAAGGAGUCAUUACCCGGGAGCAACUGGAAGAAGUUCUGAACAGGCAGGAUUUUAAAAAACAAAAAAUGCUCCUGGGGAAAAGGCUGGUGCAGUUGGGCUACUGCACCGA
Dme-1-5 GGAUUUAUUUUUUUAAAAAAGUUAAAGGGGACGAAUAAAUUGAAAAAAAUUAAGUCUAAGUUUAUCGCUUCGUUUUUGCUCAUAGCCAUGAUUAUGGCUGCCUUUGUUGGAGGGUACAGUGUCUAUAGUCAAGUUCAACUCGUGGAUAAUGAAAUUCAGGAUUAUCGAGAAACUUUAUUU
Dru-1-1 GUUUAAUACCUUUAGAGGAGGGAGGAAUGAAAUGCAUCUUUUUCAAGAUUAAUAAGCUUUAACCUUGUUUGUGUGGUCAUACCUAUGACCUAGUAUCUUAAAACAAUUGAAAGGAUACCAAAAAAUGAAUAAAGUGAAUCUAAGAAAAUUCUUUCCCAAAAUCGGAUUUAUCUCGCUAAC
Chy-1-1 AUGUUUUCAAUAGAGGAACGAAUUUCAAAGAUAAUGGAGGAAGGCAAGGUGUCUGCAAGCGAAAAAGAAAUUCAGGAACUUUUUUCUCAGUUGGUGAGUACAGAUGACCUUUUCCAGCGGGAAAAUAUUUACAUAGAACUUUUAAAAAGAGAAGAUGAAGCAAUUAUCAAAGGCUUUAUC
Toc-1-2 CCAAAUCUUUGAUUACAUUUUGAAGGCUGCUUUUUUUAUUACAGGAAAGGAGGGAGAGCUUGAGACAAGUAGUAGUUUUCGGCCUCGGAAAGGAACUUUACGGCAUAGACAUUUUCGAUCUGCAGGAAAUCAUCAGAAUGAUGGAAAUAACGCAUAUCCCCAGAGCCCCUCAUUUUAUCG
Pth-1-4 AUAUUUUGCUUGAAGGAAAGGGAUGUUUUUGCGGGUGCACCGGGAACUAAACAAAUUGCUCAGUCUUAUUAAAAAUUACUGCCGCGAUACUUACCGCCAUUCUGUUAACGUUAGUUUAAUUGCGUCCAGGAUAGCCGCCCACCUGAAUCUAUCUGAAACACAGGUAGAUUUGAUAAAAGU
Mth-1-3 GUUUGGAGGGGAAGCAUGAACUUUGCCUACCGGGGAAGGGAUGCCAGGGGGAAUGCAGUUAGCGGGAAUCUAGAAGCGGAAAACCAGGAAGUGGCCAUCCAGGAACUGCGGCGGCAGGGGAUCUUUAUUACUUCCUUACGGCCGGUAGAUGUCAAGCCUGCCCUGGACUGGCGGGGCCUC
Toc-1-3 CGGCAGAGGUAGUUUUGUUUUAAGUUUAAUCGGAAUUUGGAGGUGCGCAGGUGAGAAAAGAUGGGCUUACGGCAGUUUACGAAUUCGAGGACAUAGUUGGUCAAAGCCGUGCGAUAAAAAAGGCAAUAGAAGCGGCAAAGAAAAUAGCAUCAAGCGAUUCAACGGUGCUUAUUUACGGGG
Dru-1-2 GAGGUGAUCUAUGCCUUUUUUUGAAUUUAAGGGAAGAAGCCCGGAGGGGAAAGCGGUUAGCGGGAUGCUGGAGGCUGCUUCCGCCAGUGAUGCCGUCAGCGGUAUUCGUGCACAGGGUGUCUUUGUAACCGAUCUAUCCGAAGCGAGGCUGGAGAAAAAACCCAAAAAUUCACCCGCCUU
Dac-2-2 AUUUAUCGGUUAGUAUAAAUAAUAACAAAAGGGGGUUGGAAAGUUAUUCUGAGUUAGUUGGAGCAUAUCAGUUCUUAAAACUAAGCAGGGUUAUUUUUGCAUAAUUUGCUUAAAAAAUUAGGGGUGGAUUAAAAUGAAAAAAAUUUCAACUAAAAUUUGGGUAGGCUUUACAUCUUUAUU
Dre-1-4 AGCAUAAAACUUUCCGACUUGCAUAAGGGCAACUAAGGCUUACGCCAUCGCCUAAAGGCUUUCGUGCGGCGCAAGCCAAGUUUUCUUUAGGAAAUUAUGCUUUUCGAAAACUGUAGAUAACUUUAAUCGCCCGUAGGAUGAAUUUGUUCUUGCCAGUAUUGUUGUAAGCAAUUGAUUUAA
Cth-2-1 UGCCUUAACGUUGCAACUGUAUUGAAGCACACCAUUUUAUAAUAAUUUACAAAGGAAGUGGAAAUAUGAAAAAACAUUUGCUAAUCAUCGUAUCAGCACUCGUUUCAGUACUGUCAUUGAACCUCAUUGCAGUAACGGCAGCUGAGCCCACAGUCAAAAACAUUUACUAUGACGAUGUGU
Cth-4-1 GCCUUAACGUUGCAACUGUAUUGAAGCACACCAUUUUAUAAUAAUUUACAAAGGAAGUGGAAAUAUGAAAAAACAUUUGCUAAUCAUCGUAUCAGCACUCGUUUCAGUACUGUCAUUGAACCUCAUUGCAGUAACGGCAGCUGAGCCCACAGUCAAAAACAUUUACUAUGACGAUGUGUA
Ckl-1-1 AUAAUAAAUGAAAGGCGCUACCCGCCAACAAAAAAAACGUGAGUUUGGCGGGUCUAUCUUAAUGCCUGAAUAAGCAUAUCGUAACCCUCCAAGCUCACCAGUUUGGAGGGUUUUCAAUGUGUAUUCAAUAUGCCUUGAACUUAAGGCGACCACUGCUCAGCAGCGGUCGGGCGUGAUGAA
Csa-1-2 AUAAUAAAUGAAAGGCGCUACCCGCCAACAAAAAAAACGUGAGUUUGGCGGGUCUAUCUUAAUGCCUGAAUAAGCAUAUCGUAACCCUCCAAGCUCACCAGUUUGGAGGGUUUUCUAUGUGUAUUCAAUAUGCCUUGAACUUAAGGCGACCACUGCUCAGCAGCGGUCGGGCGUGAUGAA
Ddi-1-2 UUUUUGGCACAACUUAUAAAUUCAAAUGCCGUGAAUGUGGCUUUAUUUGUCAUCCCGUCUUUUAAACAUUUUGCCCGGAUAAAAAGGAGGGCAAAAUGAGGAUAAAGGCAGCUAUAAAGGGCUUGAAAUAAAGACAUUCCUGUCUUUCGUAAGACUCAAUACAUAAAUCAAUUAACAAGU
Ral-1-1 UUUAUUUUUAUUAAAGGAGUGAUCAACUAUGGUAAAAACAGAAUUAAGCUAUAAUCCAUACUUAAUGGAAACAGUAGUGAAAUUCAAUGAUCAGCCACCUAAAAUAAAUAGUAUUAUAGAAAAAUAUCGUGAUAAAAAACUUCAGGAAUGGGUCGAAUUACUCCCUCAGGUAUUUCGUGA
Ral-1-2 AUUGCUUUUUUGUUUAUGUAAAAAAGGAGGUCGGUCUUAUUAUGUUGAAGAAAAGGUUUUUUUCAUUUGUUUUGACUUCUGCUUUUACUUCUAUAUACAGCGUCUUCUAAGAAAUCAAAGACAGAAUAAAAAGACAAGUAAAUACAAAGGACGGAGGAAUGACUAUGAAAAACAUCGCAA
Ral-1-3 UGUUUUAACAGAUUGAGAAAGGAUGAUUUUAUGAAAAAGAAAGUAUUAGCCUUAUCAGCUGCUAUAACUAUGAUUUUGGGUACUGGAGGAGUAUUUCCAAAGGCUAAAUUGGAUUUUAGUUCAUUGAUUUCAGUAUACAGUUGGGAAACUAAUGAGGGUUAUGAAUAUGAAGUGAUUAAU
Eha-2-1 UCCGUUUCGUUGUAUAUGCGAAACCGCGCCUUCUCCCUCCACUUUAUAACUCGGCCUUUUCUCAAGGGGGCCGGCUUGUUAUAAACUACCUCCCCAAUCUGCCAUUGUUUCUUUGCACUGCCGCCAAAGAAACAGAAAAACACCUCCCUUCAUGCCGGGGAGGUGUUUUUCUGUUUGCGC
Eha-2-2 UGUUUUGAUUAUGAAUGAUAAAACUAUGACAGGAGUGUAACCGUCAAAUCAACGGGCACGCCCCCCAAGGCAUGAGGUUUUCAACAUCCGCGCCAUUGGGCGCUUCGGUGAAAAUCUUUGUGAGGUACUCAAAAGGCACAAGACCAUUCUCCCUGGCAGAGACGAUCAAGCUGUAAUAGA
Dgi-1-3 AAAACAUAUAAACAAAAAAAGCAGGCAGCUUGUAUACUGCUUACUUUUUUUAUUUCCUUUGGAGAUAAACUUUUAUUACGGGAGUGAUUAUAAAUAAACAAUAGAUUUGCUUAAAGAUAGUAUCAAAUGGAACAUGUAUUUGUAGAUUGAGAAGAACUGAAGAAUUAAGUAUAUGGAAGC
Dyo-1-3 GUAGCUUAAACCAUAAACUUAAAGUAGGCAGCUUUUAUGCUGCUUACUUUUUUUGUUUUCAUUGACACUUUAGGAAAGGAACGUUUUAUCCCAGUGAAGCAUGAGCCAACUGUUUAUCUAUCGGACUUUUUAGAGAACAAGCUAUUGGAAGUUGGGAGUAAACAUAGAAAGGGGUUAAUG
Cdi-1-1 UUUAAUAACUUAAUAUUUGGCAAGAGGAGGGCUUAAGAUGAUAUCUGAAUUAAUGUUAAAAAAUUUUCGCAAAUCUAGCAUCAAUUUUAAGACUAAAAUUAAAUUGAAUUUAAGAGAAAAACCAGACAUAAAUAGUUUGAAAUUAAAAAGUAUACCAGAAGGUAAAAUUGUUAAGUUAAA
Cdi-17-1 UUUAAUAACUUAAUAUUUGGCAAGAGGAGGGCUUAAGAUGAUAUCUGAAUUAAUGUUAAAAAAUUUUGGCAAAUCUAGCAUCAAUUUUAAGACUAAAAUUAAAUUGAAUUUAAGAGAAAAACCAGACAUAAAUAGUUUGAAAUUAAAAAGUAUACCAGAAGGUAAAAUUGUUAAGUUAAA
Cdi-15-1 UUUAAUAACUUAAUAUUUGGCAAGAGGAGGGCUUAAGAUGAUAUCUGAAUUAAUGUUAAAAAAUUUUGGCAAAUCUAGCAUCAAUUUUAAAACUAAAAUUAAAUUGAAUUUAAGAGAAAAACCAGACAUAAAUAGUUUGAAAUUAAAAAGUAUACCAGAAGGUAAAAUUGUUAAGUUAAA
Cdi-2-1 UUUAAUAACUUAAUAUUUGGCAAGAGGAGGGCUUAAGAUGAUAUCUGAAUUAAUGUUAAAAAAUUUUCGCAAAUCUAGCAUCAAUUUUAAGACUAAAAUUAAAUUGAAUUUAAGAGAAAAACCAGACAUAAAUAGUUUGAAAUUAAAAAGUAUACCAGAAGGUAAAAUUGUUAAGUUAAA
Cdi-18-1 UUAAUAACUUAAUAUUUGGCAAGAGGAGGGCUUAAGAUGAUAUCUGAAUUAAUGUUAAAAAAUUUUGGAGAAUCUAGCAUCAAUUUUAAGACUAAAAUUAAAUUGAAUUUAAGAGAAAAACCAGACCUAAAUAGUUUAAAAUUAAAAAGUAUACCAGGGGGUAAAAUUGUUAAGUUAAAA
Cbu-1-2 UAGUAUUAAAACUGCUGCUUUUUGAGUGGCUUUUUUUGAGAGUAAAUAAAUGAUUUUUAGUGAUUUUAUAUUUAUAUUAGAAUGAAUGUGAGUGGUUUUUCUUGGAAUUAAGAUAAUUAAAUAAAAUAUGUAAAAAAUCUGUGAGAAAAUAAUUUUAGAUACAAAAAAAUAAAAAAAUAU
Cbu-1-3 AACGCUGUCUAUUUUUUAUGGAUAGCGUUUUUUAUUGUUUUACUAUUUACAUAGUAAUGAUGCAGUAGUUUAGGUUGUCCAUAAUUUUAUGAAAACCUAGAAGUAUUUAGUCUACGCAACAGAUUUUUGGUGAUUUAUGUCAAUGAUACUUAUAAAAAAUCCAAGAAAAACUUUUGUAAA
Cbo-2-1 ACUAAGACACAUUAAAAAAAUAAUAGGCUAGUAUGCUUGCAUAUUUUGCAUCAUACUGUAUCGUUAAGUUUGCUAUUAAUCAAACUUGUAUUCUUGUGUGACCCAAAUAUACGAUGGAUCUUUGGUCUAUUAUUUUUCUUUUAUGUGCCUAAAAAAACUUUAGCUGCCUACUGAAAUUUU
Cdi-1-2 AUCUUUUUUAUUUUGAAAUUUAUUACUCCCGGCCUAACUCAAAGGAGGGAAUAAUAUGAGACCAAGUAAAAAAUUAUUAAUAGCUAUAAUAUCAAUAUUCUUAAUAAGUUCAGUUCCAGUAAGUGCACAUGCAGAUAGUACUACUAUACAACAAAAUAAAGACACACUUAGUCAAAUAGU
Cdi-17-2 AUCUUUUUUAUUUUGAAAUUUAUUACUCCCGGCCUAACUCAAAGGAGGGAAUAAUAUGAGACCAAGUAAAAAAUUAUUAAUAGCUAUAAUAUCAAUAUUCUUAAUAAGUUCAGUUCCAGUAAGUGCACAUGCAGAUAGUACUACUAUACAACAAAAUAAAGACACACUUAGUCAAAUAGU
Cdi-18-2 AUCUUUUUUAUUUUGAAAUUUAUUACUCCCGGCCUAACUCAAAGGAGGGAAUAAUAUGAGACCAAGUAAAAAAUUAUUAAUAGCUAUAAUAUCAAUAUUCUUAAUAAGUUCAGUUCCAGUAAGUGCACAUGCAGAGAGUACUACUAUACAACAAAAUAAAGAUAUACUUAGUCAGAUAGU
Cdi-15-2 AUCUUUUUUAUUUUGAAAUUUAUUACUCCCGGCCUAACUCAAAGGAGGGAAUAAUAUGAGACCAAGUAAAAAAUUAUUAAUAGCUAUAAUAUCAAUAUUCUUAAUAAGUUCAGUUCCAGUAAGUGCACAUGCAUAUAGUACUACUAUACAACAAAAUAAAGACACACUUAGUCAAAUAGU
Cbo-5-1 AAUUUAAUUAAUAUGUUUUUUGUAUGCAGUUAAUUUGAUGAUAUAACUACUCUUUAGGGGGUAGUUUUUUGUUUUUAGUUGAAUUAACUUAAUAUUAGAUAACAAAGUAUAAACUAUAUGUUUUGUAUUAGAGUCAAACAAAGGUGACAAAAAAAGAGGGAAAGAUGUAUAUUUUUCAAA
Cbo-2-2 AUUUAAUUAAUAUGUUUUUUUGUUAUGUAAUUAAUUUCAUCAUGUAACUACUCUUUAGGGAGUAGUUUUUUUAUUUGAGAUUAGUUAAUUAAAAUUAAACAAUAGAUAAAAAAUCUUUAUAUUAUAUUAAAUAAAGAUAUAUACGACAAAAAAAGUGAAAAAAAUAUAUAUUUUAAAAAA
Cpe-5-1 CUUAAGUAUAUAUUUAUUUUUAGAACUGUUUUUAUGCAACUAUCCUUUAAUUAAUAUUAAGGAUAGUUUUUUUUAGUAAAAAUACUUUAUUAAAUGGUAUAGGCGUAGAGAGAUAAAUCUUGGUUACAUAGCAAUAUGAGGGGGAAAAUUAUGAAGAAAAAAAUAUCUAAAAUUCUUAUU
Cpe-1-1 CUUAAGUAUAUAUUUAUUUUUAGAACUGUUUUUAUGCAACUAUCCUUUAAUUAAUAUUAAGGAUAGUUUUUUUUAGUAAAAAUACUUUAUUAAAUGGUAUAGGCGUAGAGAGAUGACUCGUGGUUACAUAAUAAUAUGAGGGGGAAAAUUAUGAAGAAAAAAAUAUCUAAAAUUCUUAUU
Cpe-7-1 CUUAAGUAUAUAUUUAUUUUUAGAACUGUUUUUAUGCAACUAUCCUUUAAUUAAUAUUAAGGAUAGUUUUUUUUGAAUAAAAAAGAUCACUCUAUUAUAUGGUAUAGGCGUAGAGAGAUGACUCGUGGUUACAUAAUAAUAUGAGGGGGAAAAUUAUGAAGAAACAAAUAUCUAAAAUUC
Cpe-2-1 GCUUAAGUAUAUAUUUAUUUUUAGAACUGUUUUUAUGCAACUAUCCUUUAAUUAAUAUUAAGGAUAGUUUUUUUUAGUAAAAAUACUUUAUUAAAUGGUAUAGGCGUAGAGAGAUGACUCGUGGUUACAUAAUAAUAUGAGGGGGAAGAUUAUGAAGAAAAAAAUAUCUAAAAUUCUUAU
Cpe-4-1 GCUUAAGUAUAUAUUUAUUUUUAGAACUGUUUUUAUGCAACUAUCCUUUAAUUAAUAUUAAGGAUAGUUUUUUUAGUAAAAAUACUUUAUUAAAUGGUAUAGGCGUAGAGAGAUGACUCGUGGUUACAUAAUAAUAUGAGGGGGAAGAUUAUGAAGAAAAAAAUAUCUAAAAUUCUUAUU
Cpe-3-1 GCUUAAGUAUAUAUUUAUUUUUAGAACUGUUUUUAUGCAACUAUCCUUUAAUUAAUAUUAAGGAUAGUUUUUUUUAGUAAAAAUACUUUAUUAAAUGGUAUAGGCGUAGAGAGAUGACUCGUGGUUACAUAAUAAUAUGAGGGGGAAGAUUAUGAAGAAAAAAAUAUCUAAAAUUCUUAU
Cpe-6-1 GCUUAAGUAUAUAUUUAUUUUUAGAACUGUUUUUAUGCAACUAUCCUUUAAUUAAUAUUAAGGAUAGUUUUUUUUAGUAAAAAUACUUUAUUAAAUGGUAUAGGCGUAGAGAGAUAAAUCUUGGUUACAUAUUAAUAUGAGGGGGAAGAUUAUGAAAAAACAAAUAUCUAAAAUUCUUAU
Cbu-2-4 UUGAGUGUUUUUUUUAACGAUCAAUUAAACUUUUAUCUUACUAUAGGCAGAUUUUCUAAUUAUAGGAGGAAAAGAUAUGAUAAGAAGAAAUAUAUUAUGAUUGAAUUAAUAAAAGUUGUUUUAAAUUUAUUGGUAGUAGUUAAGGAUAUGGAUAAAUCUUCAACUAAUGGUAUUAUUUAA
Cdi-1-3 CUUUUUUUAUUGUCUGAAACUUAUAGUAUUUAAAUUCAUGAAAAAUUAGAUAUUUAUUAAGGGAGGAUUGUUAUUUCAUGAAAAAGGCAAUAUCUUGUGUACUAGCAGUAUCUAUGUGUAGUGCACCACUAAACGUUUUUGCAGAACCUAUAUUAGAGGGGAAGCUAAGGGCAGUUGAAA
Cdi-17-3 CUUUUUUUAUUGUCUGAAACUUAUAGUAUUUAAAUUCAUGAAAAAUUAGAUAUUUAUUAAGGGAGGAUUGUUGUUUCAUGAAAAAGGCAAUAUCUUGUGUACUAGCAGUAUCUAUGUGUAGUGCACCACUAAACGUUUUUGCAGAACCUAUAUUAGAGGGGAAGCUAAGGGCAGUUGAAA
Cdi-15-3 CUUUUUUUAUUGUCUGAAACUUAUAGUAUUUAAAUUCAUGAAAAAUUAGAGAUUUAUUAAGGGAGGAUUGUUGUUUCAUGAAAAAGGCAAUAUCUUGUGUACUAGCAGUAUCUAUGUGUAGUGCACCACUAAAUGUUUUUGCAGAACCUAUAUUAGAGGGGAAGCUAAGGGCAGUUGAAA
Cdi-10-3 CUUUUUUUAUUGUCUGAAACUUAUAGUAUUUAAAUUCAUGAAAAAUUAGAUAUUUAUUAAGGGAGGAUUGUUAUUUCAUGAAAAAGGCAAUAUCUUGUGUACUAGCAGUAUCUAUGUGUAGUGCACCACUAAACGUUUUUGCAGAACCUAUAUUAGAGGGGAAGCUAAGGGCAGUUGAAA
Csp-1-1 AUUUAUCUUAUUAUAAUUAAUAUUUAAUUUAUUAAGAUGUAUAAAGCUGCUCUUUUAGAGUAGCUUUUUUAAUGUACUUCUAAGGCUAGAUAAAACUAACCAGGGAGGUAAAUUAUGAAUAAGAAAAAAAUAGCGGCUAUAUUAAUAGCUGCACUAAUAACCAAUUUCUCAUCUACAACA
Cpe-8-1 AGGUUAAAAAUUUAUUUUGUACAAGCUUAUAUUAAAUUAUAAGUAGAAAUGCACUUCUGAGGGGAAAGUCAAUCAGGAGGAUAGAAAAAAUGAAUAAGAGAAAAAUAGCAGCUAUAAUUUUAGCUACCAUGAUUACAAAUCUUUCUGCUACAACAAUUGAUGUUUUAGCACAGGAAUUAA
Cpe-3-2 GGUUAAAAAUUUAAAAUUUAUUUUGUACAAGCUUAUAUUAAAUUGUAAGUAGAAAUGCACUUCUGAGGGGAAAGUCAAUCAGGAGGAGAGAAAAAAUGAAUAAGAGAAAAAUAGCAGCUAUAAUUUUAGCUACGAUGAUUACAAAUCUUUCUGCUACAACAAUUGAUGUUUUAGCACAGG
Cpe-2-2 GGUUAAAAAUUUAAAAUUUAUUUUGUACAAGCUUAUAUUAAAUUGUAAGUAGAAAUGCACUUCUGAGGGAAAAGUCAAUCAGGAGGAGAGAAAAAAUGAAUAAGAGAAAAAUAGCAGCUAUAAUUUUAGCUACCAUGAUUACAAAUCUUUCUGCUACAACAAUUGAUGUUUUAGCACAGG
Cpe-9-1 GGUUAAAAAUUUAAAAUUUAUUUUGUACAAGCUUAUAUUAAAUUGUAAGUAGAAAUGCACUUCUGAGGGGAAAGUCAAUCAGGAGGAGAGAAAAAAUGAAUAAGAGAAAAAUAGCAGCUAUAAUUUUAGCUACGAUGAUUACAAAUCUUUCUGCUACAACAAUUGAUGUUUUAGCACAGG
Cpe-1-2 GGUUAAAAAUUUAAAAUUUAUUUUGUACAAGCUUAUAUUAAAUUGUAAGUAGAAAUGCACUUCUGAGGGGAAAGUCAAUCAGGAGGAGAGAAAAAAUGAAUAAGAGAAAAAUAGCAGCUAUAAUUUUAGCUACGAUGAUUACAAAUCUUUCUGCUACAACAAUUGAUGUUUUAGCACAGG
Cpe-4-2 GGUUAAAAAUUUAAAAUUUAUUUUGUACAAGCUUAUAUUAAAUUGUAAGUAGAAAUGCACUUCUGAGGGGAAAGUCAAUCAGGAGGAGAGAAAAAAUGAAUAAGAGAAAAAUAGCAGCUAUAAUUUUAGCUACGAUGAUUACAAAUCUUUCUGCUACAACAAUUGAUGUUUUAGCACAGG
Cpe-5-2 GGUUAAAAAUUUAAAAUUUAUUUUGUACAAGCUUAUAUUAAAUUGUAAGUAGAAAUGCACUUCUGAGGGGAAAGUCAAUCAGGAGGAGAGAAAAAAUGAAUAAGAGAAAAAUAGCAGCUAUAAUUUUAGCUACGAUGAUUACAAAUCUUUCUGCUACAACAAUUGAUGUUUUAGCACAGG
Cdi-1-4 CUGCCUUUUUGGCAGUCAUUUUGUUAUGGAAAAAUCACUUUAUUUCAGUAGAAAAUACAUAUAAUAACAUAUUUUACCAAUUAUAACAUAAAAUAAAGAAAAAUUAUCUCAAAAAGUUACUAUUUUACAAAAAGAGCAACUUUUCGAAGAAAUAUUUAAAUACAUAUUAAAAUUUUUUUA
Cdi-1-5 AAUAAUAUAUAUACUUAGAGAUAAAAUAAAAUAUAUUUCUAAUAUUCAUAGUUUUAUUUUUUCUCAAAAUGCGAUAUAAUAAAGAUGUAAAUUCGUAUCAAAAACAAAAAAAGAAACUACAAUCUAUUAGCCUAGAGUGAAGUUUCAUUAACUAAAUAUUAAUGUCGUUUUUUAUUAAAC
Cdi-1-6 AAUAAUAUAUAUACUUAGAGAUAAAAUAAAAUAUAUUUCUAAUAUUCAUAGUUUUAUUUUUUCUCAAAAUGCGAUAUAAUAAAGAUGUAAAUUCGUAUCAAAAACAAAAAAAGAAACUACAAUCUAUUAGCCUAGAGUGAAGUUUCAUUAACUAAAUAUUAAUGUUGUUUUUUAUUAAGC
Cdi-10-4 UAAUUUAUAUGUUUAGAGAUAAAAUGGAUAAAUGUACACAUAUAUUGACUGCUUAUAUUAGCAGUUCGUAUGAUUAUUGUAAUUUUUUGGAUACAAUUUACAUUCCAUAUAGUUAAUAUAAAACUUGUGUUUAUUGUGAUAGUGCCGAACAGGUGUUAAUACGAUUUACAUUCCAUAUAG
Cdi-1-7 UAAUUUAUAUGUUUAGAGAUAAAAUGGAUAAAUGUACACAUAUAUUGACUGCUUAUAUUAGCAGUUCGUAUGAUUAUUGUAAUUUUUUGGAUACAAUUUACAUUCCAUAUAGUUAAUAUAAAACUUGUGUUUAUUGUGAUAGUGCCGAACAGGUGUUAAUACGAUUUACAUUCCAUAUAG
Cdi-1-8 GUAAUAUAUAUGUUUAGAGAUGAAAUGGAUAAAUGUACACACAUGUUAACUGCUUAUAUUAGUAGUUUAUAUGAUUAUUGUGAUUUUAUAGAUACACAGCUAGAUGAUUUUAUACUAGAGUACGGAGAAAAUGUAGUAGAAUCUUGUUUACAUCAAGUGAUGGUAUUGGUAAGUAAGUAU
Cdi-17-4 GUAAUAUAUAUGUUUAGAGAUGAAAUGGAUAAAUGUACACACAUGUUAACUGCUUAUAUCAGUAGUUUAUAUGAUUAUUGUGAUUUUAUAGAUACACAGCUAGAUGAUUUUAUACUAGAGUAUGGAGAAAAUGUAGUAGAAUCUUGUUUACAUCAAGUGAUGGUAUUGGUAAGUAAGUAU
Cdi-8-5 ....................................................................................................................................................................................
Cdi-10-5 GUAAUAUAUAUGUUUAGAGAUGAAAUGGAUAAAUGUACACACAUGUUAACUGCUUAUAUUAGUAGUUUAUAUGAUUAUUGUGAUUUUAUAGAUACACAGCUAGAUGAUUUUAUACUAGAGUACGGAGAAAAUGUAGUAGAAUCUUGUUUACAUCAAGUGAUGGUAUUGGUAAGUAAGUAU
Cdi-11-5 AUAAUAUAUAUGUUUAGAGAUAAAAUGGAUAGAUGUACACAUAUGUUGACUGCUUAUAUUGGUAGUUCAUAUGAUUAUUGUGAUUUUAUAGAUACACAACUAGAUGAUUUUAUACUAGAGUACGGAGAAAAUGUGGUAGAAUCUUGUUUGCAUCAAGUGAUGGUAUUAGUAAGUAAGUAU
Cdi-1-9 AUAAUAUAUAUGUUUAGAGAUAAAAUGGAUAGAUGUACACAUAUGUUGACUGCUUAUAUUGGUAGUUCAUAUGAUUAUUGUGAUUUUAUAGAUACACAACUAGAUGAUUUUAUACUAGAGUACGGAGAAAAUGUGGUAGAAUCUUGUUUGCAUCAAGUGAUGGUAUUAGUAAGUAAGUAU
Cdi-17-5 AUAAUAUAUAUGUUUAGAGAUAAAAUGGAUAGAUGUACACAUAUGUUGACUGCUUAUAUUGGUAGUUCAUAUGAUUAUUGUGAUUUUAUAGAUACACAACUAGAUGAUUUUAUACUAGAGUACGGAGAAAAUGUGGUAGAAUCUUGUUUGCAUCAGGUGAUGGUAUUAGUAAGUAAGUAU
Cdi-1-10 AUGAUAUAUGUUUAUGGAUAAAAUGGAUAGAUGUACACAUAUACUAACUGCAUAUAUAUGCAGUUCACGCGAUUACUGCAAUUUUAUAGAUACACAAUUAAAUGAUUUUAUACUAGAAUAUGGAGAGAAUGUGGUAGAAUCUUGUUUGCAUCAAGUGAUGGUAUUGGUAAGCAGAUAUAA
Cdi-17-6 AUGAUAUAUGUUUAUGGAUAAAAUGGAUAGAUGUACACAUAUACUAACUGCAUAUAUAUGCAGUUCACGCGAUUACUGCAAUUUUAUAGAUACACAAUUAAAUGAUUUUAUACUAGAAUAUGGAGAGAACGUGGUAGAAUCUUGUUUGCAUCAAGUGAUGGUAUUGGUAAGCAGAUAUAA
Cdi-8-6 AUGAUAUAUGUUUAUGGAUAAAAUGGAUAGAUGUACACAUAUACUAACUGCAUAUAUAUGCAGUUCACGCGAUUACUGCAAUUUUAUAGAUACACAAUUAAAUGAUUUUAUACUAGAAUAUGGAGAGAAUGUGGUAGAAUCUUGUUUGCAUCAAGUGAUGGUAUUGGUAAGCAGAUAUAA
Cdi-18-3 AUGAUAUAUGUUUAUGGAUAAAAUGGAUAGAUGUACACAUAUACUAACUGCAUAUAUAUGCAGUUCACGCGAUUACUGCAAUUUUAUAGACACACAAUUAAAUGAUUUUAUACUAGAAUAUGGAGAGAAUGUGGUAGAAUCUUGUUUGCAUCAGGUGAUGGUAUUGGUAAGCAGAUAUAA
Cdi-15-6 AUGAUAUAUGUUUAUGGAUAAAAUGGAUAGAUGUACACAUAUACUAACUGCAUAUAUAUGCAGUUCACGCGAUUACUGCAAUUUUAUAGAUACACAAUUAAAUGAUUUUAUACUAGAAUAUGGAGAGAAUGUGGUAGAAUCUUGUUUGCAUCAAGUGAUGGUAUUGGUAAGCAGAUAUAA
Cdi-10-7 AUGAUAUAUGUUUAUGGAUAAAAUGGAUAGAUGUACACAUAUACUAACUGCAUAUAUAUGCAGUUCACGCGAUUACUGCAAUUUUAUAGAUACACAAUUAAAUGAUUUUAUACUAGAAUAUGGAGAGAAUGUGGUAGAAUCUUGUUUGCAUCAAGUGAUGGUAUUGGUAAGCAGAUAUAA

....................................................................................................................................................................................
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Cdi-4-6 AUGAUAUAUGUUUAUGGAUAAAAUGGAUAGAUGUACACAUAUACUAACUGCAUAUAUAUGCAGUUCACGCGAUUACUGCAAUUUUAUAGAUACACAAUUAAAUGAUUUUAUACUAGAAUAUGGAGAGAAUGUGGUAGAAUCUUGUUUGCAUCAAGUGAUGGUAUUGGUAAGCAGAUAUAA
Cdi-18-4 AAAUACAUUAUGUUUAGAGAUAAAAUGGAUAAAUGUACACAUAUGUUAACUGCUUAUAUUGGUAGUUCAUAUGAUUAUUGUGAUUUUAUAGAUACACAGUUAGAUGAUUUUAUAAUAGAGUAUGGAGAAAAAGUUGUAGAAUCUUGCUUGCAUCAAGUGAUGGUAUUGGUAAGUAAGUAU
Cdi-15-7 AAAUACAUUAUGUUUAGAGAUAAAAUGGAUAAAUGUACACAUAUGCUAACUGCUUAUAUUGGUAGUUCAUAUGAUUAUUGUGAUUUUAUAGAUACACAGUUAGAUGAUUUUAUAUUAGAGUACGGAGAAAAAGUUGUGGAAUCUUGCUUGCAUCAAGUGAUGGUAUUGGUAAGUAAGUAU
Cdi-1-11 AAAUACAUUAUGUUUAGAGAUAAAAUGGAUAAAUGUACACAUAUGUUAACUGCUUAUAUUGGUAGUUCAUAUGAUUAUUGUGAUUUUAUAGAUACACAGUUAGAUGAUUUUAUAUUAGAGUACGGAGAAAAAGUUGUGGAAUCUUGCUUGCAUCAAGUGAUGGUAUUGGUAAGUAAGUAU
Cdi-17-7 AAAUACAUUAUGUUUAGAGAUAAAAUGGAUAAAUGUACACAUAUGUUAACUGCUUAUAUUGGUAGUUCAUAUGAUUAUUGUGAUUUUAUAGAUACACAGUUAGAUGAUUUUAUAAUAGAGUACGGAGAAAAAGUUGUGGAAUCUUGCUUGCAUCAAGUGAUGGUAUUGGUAAGUAAGUAU
Cdi-8-7 AAAUACAUUAUGUUUAGAGAUAAAAUGGAUAAAUGUACACAUAUGCUAACUGCUUAUAUUGGUAGUUCAUAUGAUUAUUGUGAUUUUAUAGAUACACAGUUAGAUGAUUUUAUAUUAGAGUACGGAGAAAAAGUUGUGGAAUCUUGCUUGCAUCAAGUGAUGGUAUUGGUAAGUAAGUAU
Cdi-18-5 GAUAAUAAUAUAAUGUUUAGAGAUAAAAUGGAUAGAUGUACACAUAUGUUGACUGCUUAUAUUGGUAGUUCAUAUGAUUAUUGUGAUUUUAUAGAUACACAACUAGAUGAUUUUAUACUAGAGUACGGAGAAAAUGUAGUAGAAUCUUGUCUGCAUCAAGUGAUGGUAUUAGUAAGUAAG
Cdi-10-9 GGAUAAUAAUUUAUAUGUUUAAAAAUAAAAUGGAUAAAUGUACACACAUGUUGACUGCUUAUAUUAGCAGUUCGUAUGAUUAUUGUAAUUUUUUAGAUACACAGUUAGAUGAUUUUAUAUUAGAGUACGGAGAAAAUGUAGUAGAGUCUUGUUUACACCAAGUGAUGGUAUUGGUAAGUA
Cdi-2-9 ....................................................................................................................................................................................
Cdi-17-8 GGAUAAUAAUUUAUAUGUUUGGAAAUAAAAUGGAUAAAUGUACACAUGUAUUGACUGCUUAUAUUAGCAGUUCAUAUGAUUAUUGUAAUUUUUUAGAUACACAGUUAGAUGAUUUUAUAUUAGAGUAUGGAGAAAAUAUAGUAGAGUCUUGUUUACACCAAGUAAUGGUAUUGAUAAGUA
Cdi-2-10 GGAUAAUAAUUUAUAUGUUUGGAAAUAAAAUGGAUAAAUGUACACAUGUAUUGACUGCUUAUAUUAGUAGUUCGUAUGAUUAUUGUAAUUUUUUAGAUACACAGUUAGAUGAUUUUAUAUUAGAGUACGGAGAAAGUGUAGUAGAGUCUUGUUUACACCAAGUGAUGGUAUUGGUAAGUA
Cdi-1-12 GGAUAAUAAUUUAUAUGUUUGGAAAUAAAAUGGAUAAAUGUACACAUGUAUUGACUGCUUAUAUUAGCAGUUCGUAUGAUUAUUGUAAUUUUUUAGAUACACAGUUAGAUGAUUUUAUAUUAGAGUACGGAGAAAAUGUAGUAGAGUCUUGUUUACACCAAGUAAUGGUAUUGGUAAGUA
Cdi-15-8 GGAUAAUAAUUUAUAUGUUUGGAAAUAAAAUGGAUAAAUGUACACAUGUAUUGACUGCUUAUAUUAGCGGUUCGUAUGAUUAUUGUAAUUUUUUAGAUACACAAUUAGAUGAUUUUAUAUUAGAGUACGGAGAAAGUGUAGUAGAGUCUUGUUUGCACCAAGUGAUGGUAUUGGUAAGUA
Cdi-2-11 GAUAAUAAUAUAUAUGUUUAGAAAUAAAAUAGAUAAGUGUACACAUAUGUUGCUGCUUAUAUUGGUAGUUCAUAUGAUUAUUGUAAUUUUAUAGAUACACAGC.............................................................................
Cdi-10-11 AUGACUGCCUUUUUGGCAGUCAUUUUGUUAUGAAAAAAUCACUUUAUUUCAGUAGAAAAUACCUAUAAUUAACAUACUUUACCAAAUUAUAACAUAAAAUAAAGAAAAAUUAUCUUAAAAAGUUACUAUUUUACAAAAAAGAGCAACUUUUCGAAGAAAUAUUUAAAUACAUAUUAAAAU
Cdi-17-9 AUGACUGCCUUUUUGGCAGUCAUUUUGUUAUGGAAAAAUUACUUUAUUUUAGUAGAAAACACAUAUAAUAACAUAUUUUACCAAUUAUAACAUAAAAUAAAGAAAAAUUAUCUCAAAAAGUUACUAUUUUACAAAAAAUGACUUCUUUAUUCAUUUAAAUUAAUCGCAUUUCCAUUACAU
Cdi-12-9 AUGACUGCCUUUUUGGUGGUCAUUUUGUUAUGGAAAAAAUCACAUUAUGUAGUAAAAAACACCUAUAAUAACAUAUUAUACCAAAUAUAAUUUAAAAUAAAGAUAAAUUAUCUAUAAAAGUUACUAUU....................................................
Cdi-15-9 AUGACUGCCUUUUUGGUGGUCAUUUUGUUAUGGAAAAAAUCACAUUAUGUAGUAAAAAACACCUAUAAUAACAUAUUAUACCAAAUAUAAUUUAAAAUAAAGAUAAAUUAUCUAUAAAAGUUACUAUUUUACAAAAAAAGGCAACUUUAUAAAGAAAUAUUUAAAUUUAUAUUAAAAUAU
Cdi-16-9 AUGACUGCCUUUUUGGUGGUCAUUUUGUUAUGGAAAAAAUCACAUUAUGUAGUAAAAAACACCUAUAAUAACAUAUUAUACCAAAUAUAAUUUAAAAUAAAGAUAAAUUAUCUAUAAAAGUUACUAUUUUACAAAAAAUGACUUCUUUAUUCAUCCAAAUUAAUUACAUUUCUAUUACAU
Cdi-2-12 AUGACUGCCUUUUUGGUGGUCAUUUUGUUAUGGAAAAAAUUACUUUAUUGCGGUAAAAAAUACCUAUAAUAACAUAUUUUACCAAAUAUAAUUUAAAAUAAAGAUAAAUUAUCUAGAAAAGUUACUAUUUUACAAAAAAAGGCAACUUUAUACAGAUAUAUUUAACUGCAUAUUAAAACA
Cdi-18-6 UGUUCUAGCCAUAUUCUUAUUAUUGUAUCUAUAACCUCUAUGCUAAAGAAUUGAGAUUAGAUUUGAAAGAUAAUUAUUUAACUCUGAAAACAUUAUUUUAUGGAUUAAAAACGAGUGUUAAGUAAGACAGUAAUACUACUUUACUUAUUUUAAACUAUGUAUAUCUAUAGACUAGUAUAU
Ace-1-1 UAAGGGCUUUUUUAGUUGUUCUGUUUCUUAACCUUAUAACCCUUUCGAAAAUGGCAAACUCAAUGAAAAUUGAGGACGCAAAACUACAGGUCUACGGGUUUCAUUACUAUGAUGGCUGAGUUACCGAAUAAGGGAGGAAUAAUUAUGAAAAAAAGCCUAAGAUACUUACUACUAAUUAGU
Cth-2-2 UAAUAGCUCUGUUUGGUAUACCCAGACAGAGCUUUAAUUUUUCUUAACACCUGCUUUCGUGUCGACUUAAAUUUACUCGCUUCAUUGUUACAUUUUCACAACUGAAUACCAAGAUAACAUCCUUAGCCCUUUCGACAAAGGCAAACUCAAUGAAAAUUGAGGACGCAAAGCUCCAGGUCU
Cth-1-2 UAAUAGCUCUGUUUGGUAUACCCAGACAGAGCUUUAAUUUUUCUUAACACCUGCUUUCGUGUCGACUUAAAUUUACUCGCUUCAUUGUUACAUUUUCAAAACUGAAUACCAAGAUAACAUCCUUAGCCCUUUCGACAAAGGCAAACUCAAUGAAAAUUGAGGACGCAAAGCUCCAGGUCU
Dac-1-10 AGGGAUGCUGUGUGAAUGGUCAAACGUGUUUAAUAUUACGUGAUCUAGAAAAUGGUGCAUCUAUAGAAGAGACUGCAAAAAAAUUUAAUAAGAGAGAAAGUUCGGUACAUAAAUUAGCUACGCGACAUGGAAUUGGAUUACCUAAACGCAAACUUCUAAGUGAAGAUGAAAAAAAACGCA
Tpo-1-9 AGAAAGGCUGUUUUUUUGCCCGACUUUCCUGGUUAUAAAAUAUGGCAAGGGGGUGAGCGUAUGUUAACCAUGAUUAAAAAACUGUGGAAAGAAGAGAGUGGACAGGGUAUGACGGAGUAUGGCCUUAUUCUUGCCUUGAUUGUCAUUGCGGUAAUUGCUAUUAUGGCCACAAUGGGCGGU
Cas-1-3 GGGCUUUAGACGUAUGUUCUGGAUACUUCUGUCAUUUUAUGAGAUGAGAAGGAUGGAGGUAGAACAUGAAACGAUUGAAACGCGCAUCAAAAGCCGCAGUGUCGUUGUGGCUCUCAGCGGUUAUGACCGUGUUGCCGGCCGCAGGAGGAAUGAUAUCGCCGGCGUACGGCAUGGAGCUGA
Hor-1-1 CUGUAUCUCUUUUACUAAUCAUUACGGUCUCAAUCCAGGCAGGUGGAAAAUCUGGACAAGUAGUCAGGGUAACAUCAACAGUUAAAGCCUAUCAGGAAUUAACUGAAAUUAGACCGGUUUCUGUUAACCUUGAGCAGGUCAAAGCACAACUUAAAAACGGCAACCCGGUUAUCAUCAAUA
Mth-1-4 UAAAUGGCUGCCUUUUCUAUUUUUAUUCAGCCUCCGGGGGUUGACUGGCUUUUGGAGGUGAUUGUUCUUUGAAAGCCCAGGGUUCCUAGCCUUAACACCGGCUUAAAGGGGGUGUUCUAGUAUGCAACAAUGUCGUCAGUGUAACCAGAAGACCCCGGAACGUUCUUGCCCUGAUUGCGA
Dku-1-6 GCCUGGUCAGGCUGCCGUUCCUGCUUAUAAAAGUAUGUCUACCCAUUUGGGGUAUAGAGGUCGACUCUAACAGAGCCAAUGGCUGGGACGUUUGCUGGCAGUAUUGUGGCAAUUGAAAGGGCAUGGGGCCGGGAGGGGCUGAAAGGCAGAAGGGUGGUGAAAAAAUGCAACGGUGUCUUG
Dme-2-5 GAUUUUUCUAUGAAGAAUGAAGAAGUUAUCUGAUUAUAUUUCCUGGCUUUUGGAGACGAAGUGUGGGGGGGUGUUAAAGUGCCAAUAAUAUCGGUUAUUUGCUAUCUUUGUACUCUAAUGUUCUAUACCAUGGGAUAUUUAAAAGUGUUGGAGCUCAAUGCAGGUCACGUGAGUACUCGU
Dor-1-3 AAUUAAGAAAAAGCUGAUGUUAUUUUGAGGGGUUAAAUCUCCUUUAGACUUAGGGUUCAAUAUGGUUUGGUAUCGAAUGUGAGAAAAUCCUCAAUGUAUUUCGUGAUUGUUGGGAAAUGAAAUAUGGGGGUGUUUAAGGUGCUGAUAAUAGCGGCGGUUAUUUGCUAUCUUUCUUCUCUG
Dde-1-2 CCGCAACUUUGUACGUUAGGGUCAAAAAAAUGCUAUGCGGUAAAGCCGCAUGACAUUAGUAUUUUUCGAGAGUAAUGGCCCCGAUUUCCAUACUUCAAAAGCCCACUAUUUUAAUUGAGUCAGAAGACAUGUAAAACUAGAAAGAAUGGAAAUUGGAGAGGGAAUGAAGAAAAGAUGUGG
Tit-1-1 AUAGUCCACUCGGAAUUGAUUAAAUACAACUUGUUUUUUUAAAUAUAUAUUAAGGUAACAAAGAUAAAAAGAGUUCUUGCAUUUAUAGAUAAAGACCGUUAUAAUGCAAAAAUUUCUACAAAUGGUUCGGUUUCCAUUAAUGGCAAGGUUAAGAGAAUUAACACAAUCGAAUUUGACAAA
Tma-2-1 AUGGUCCACUCGAAAUUGAUUAAAUCCAACUUGUUCUUUUAAAUAUCUAUUAAGGUAAUAAAGAUAAAAAGAGUUCUUGCAUUUAUAGAUAAAGACCGUUAUAAUGCAAAAAUUUCCACAAAUGGUUCGGUUUCCAUUAAUGGCAAGGUUAAGAGAUUAACACAAUCGAAUUGGACAAAA
Hpr-1-3 AAGGGGGUAAAAAUUAUGGGUAAUUUAGAAAUAAUAACCAGAGCCCUUGCUGGUUCAGCUCGCCGGGGAGAGUUGAUAGCUAAUAAUCUUGCCAAUGUAAGUACUCCGGGAUAUAAAAGACAAGAUAUUGACUUUAAAUCUGCUUUAAAAAAAGAAAUUUCUGCUAAAAAUUCUGUUAGU
Sli-1-1 UUCUGGGGUUUUGUGUUAUAGACGACACUGAUUUAUGAAUUAGACGCUGAUUAACGCUGAUGAAUAACUGGUGAGAAAAUAAUUCGGAGAUGGAAUCUUACGCGUAUUAGAUCCAGCACUGUUUGAUAAUAAGGUUAACUUUUUAGAAAAGACCAUUGUUAAUCUACGCCUAUCAGCAGA
Sgl-1-3 GCUAUGACUUUUAUUUAUUAUUAAUAAAAUCGAAUAAAUAAAAUAAAUACGAUUUAUUUUAUUUGUCUUUUUAUUAAUAUUCUGCCUUAGAUGUUUAAGAUAUCUUAGAUGAGUUUUACGGAAGAACAUUAUACUUUAAGGUGGUUAUAUGAUUAAGAUUAAAGCAUCACCUUUUACUUG
Dme-1-6 AGAGCCUCAUUUCAUAUUAAAAGGAGUGUUCGAUUGAUGAAAAAAAUUCUAGGAGUCCUAUUAACCCUUGCGAUGUCCUUAGCGCUCCCGUUGAGUGCCGCGGCCUCAACCACCCCAACCCAAACCCAACAGGUUCGCCUGCAAGGAAGCAACCGUUAUGAGACAGCGGUUAGUAUCGCU
Csa-1-3 UAAUAAAAAAGAAAGGCGGCACCCGCCCAACAAAAAAACGUGAGUUUGGCGGGUCUAUUUUCAUGCCUGAAUAAGCAAUAUCGUAACCCUUCAAGCUCACCAGUUUGGAGGGUUUUCUAUGCGUGCUCGAUAUGCCUUGAACUUCAGGCGACCGCUAUUAAGUAGCGGUCGAGCGUGAUG
Sgl-1-4 UAUUCCCUUGGUUCAAUAUGGGGGGUAUAAAGGAUGUUUAAACUUUUAUUGAUUUAUACGGCUUUAUUAAUCUAUCUGGGAAUGGGAGUUUACGCGUAUAUUAUCGGCAGUAAAUCCAAGCUCAACCUUCUAUUUGUAAGAAUGAGCCUAUUGUUUACGGGCGGCACAUUAGUGGAGCUG
Dal-1-1 UUUUUCUGGCAUAACCUAGUAAACAUAUAUAAAAAGAGUGCGUUGCUGGUUUCUAAAUGGUAUCCACAAGAGGGCAGGAUAUAAGACUCUAAUUAACAAUGGGAGGCAAUUAUGAACGACAAAAAGGUUAGAUUUUUAUUUUUGCGUUUACAGAAGCACUGCCCUAUGACCGCUCAGCAC
Ova-1-2 UUUGCUUUCUUAUAGGGAGGAAAUGAAAAAUGAAAAAAGGACUCUCACUGCUGCUGGCUAUUAUUUUAGUGCUGAGUUUAUCGGCGAUGCCUGCUGCGGCAAAAGGAAAUUCCAAUAGCGAUAAGUCGGCCACAGACGGCUACUAUUAUCAAGGAUGAUACAAAGAUUGAGAUAACUGCG
Dac-2-3 UCAUCUCAUUAAGGAGGUUUUUUAUUUUGGCCUUUAGUUUUGUUCUGUCCAGGUUUAUAAGAAAAAGUACUGCCGCAAAUAAUGAUAUUAGCAAUAUUUUAAGUUUAAAAGAACAAUUAACUAAGGUUGGCUUUAAUCCCAGUGAAGUUGAUUACAUGAUUAUGAUAAACAGUAAUGGUU
Toc-1-4 GGACAGUGUAGGUGGAGAUAUGGCGAUUUACAGUUAUCGUGCGCGCGACGCUUUUGGUCAACCGGUGGUCGGUACUGUAGAAGCGGAAAAUGAGGCGGCUGUCGUCCGGCUUUUAAGGGAUAAGGGUUUAUUUAUCGUGGAAGUUCGCCCCGGGCGGGAACGGUUUGCGAUAAAUUCAGG
Eha-1-1 AAAAUUUAUCCUCUUAUAGCAGGAAGACUCCGACCUCUAAGGUGGGAGAUGAAUUGCGUCUGCUACCUACUUGAUAGAGCAUCCUGAUUAUAGUAUAGUAUCUUUAGUCGGAUAAUAAAAAAUUGAGAUAAUAACGCACAUUUAGUAUUCUUACUAUAUUACCAUCUUGCGCUUGUGUUC
Dfo-2-1 AUUCCGAUAUCUUUUAUACUAUAUAGAUGUGUGAUUUAAAAAAUAUAGUAGGGACACUGGCAGAUUUUGGCAAGUGUCCUUUUUGUAUGCAAAAAUGGGUAACAAAACUAGCAGGGACAGGUUUUCUGUAUACAGAUAAAAGCAGGAUGAAGAAGGCAUGAGACGGAGAGAGGAUUUUUA
Cco-1-1 AUUCCGAUACCUUUUAUACUAUAUAGAUGUGUGAUUUUAGAGAAAUAUAGUAGGGACACUGACAGAUUUUGGCAAGUGUCCUUUUUGCAUGCAAAAAUGGGUAACAAAACUGGCAGGGACAGGUUCUCUGUAUACAAAUAAAAGCAGGAUGAAGAAGGCAUAAGACGAAGAGAGGACUUU
Lba-2-1 AUUCCGAUACCUUUUAUACUAUAUAAAUGUGUGAUUUUAGAGAAAUAUAGUAGGGACACUGGCAGAUUUUGGCAAGUGUCUUUUUUGCAUGCAAAAAUGGGUAACAAAACUAGCAGGGACAGGUUUUCUGUAUACAGAUAAAAGCAGGAUGAAGAAGGCAUAAGAUGGAGAGAGGAUUUU
Csp-5-1 ACAGAAGAGAUUCUGAUACCUUUUAUACUAUAUAGAUGUGUGAUUUUAAAGAAUAUAGUAGGGACACUGGCAGAUUUUGGCAAGUGUCCUUUUUGUAUGCAAAAAUGGGUAACAAAACUAGCAGGGACAGGUUUUCUGUAUACAGAUAAAAGCAAGAUGAAGAAGGCAUAAGACGGAGAG
Ame-1-3 UUUUAUUUUUUGUAAUGAUAGAGUAGUAAUGGUGACUAUAUAACGUAAGGCUUUUCAUCAAAUAUGAAAAGGGGGAUAACAAAUGGCUACAUUAGGGAUGGGGAUACUAGAAAAAAUAAAGGGUAGUGGCAACUUAAAGGAGUUAAAGCAGGGAUAUCACCAAUGGGUUGUGGAUUUUCC
Ame-1-4 UUUUGAAUAAAAUCUAUUGAAUUGAGGGGAGGCACCCCAUGCCAAAGUCAAAGCAUAAAGUGAAAAACCACAUUGUUAAUAAGUACAAAUUAGUAUACCUGCCAUUAUUCAUUGGGGUGUUGGCUAUUUUAACUGUCAGUGUGACGAGCUAUUAUAUCAGUAAAAAUUUACUGUUAGAUG
Ova-1-3 AUCAUUUAAAGAAACGAGGAUUAGCCCUGCUGAUGACGCUGAUUAUGGCGCUCAGUCUGCUUCCGGUCAACGCACUGGCCGAGGGUGGAGAGGGUUCGGACAGCGGCACGCAGGUCGAGGAGACCGUCUCCGACGCGCCGAGUGACGGCGAACAGGCCGACGCGCCGAGUGACGGCGAAC
Cha-1-1 CCUUUUUGCGUAACAAGAAAAGCUGCCGCCCCAGACGGGUUUUCAUACAGAGUUUUUUAAGGGGCCAUCCCUGACAUAUUUUUGCUGCUUGAUUCGUAAAUGGCGACCUGUAGGAAACGAGGAGGGAAAAUAUGAAAAAGGAAAACAGCUUCAGCCGGAAUCAUGUGAGAGCCGUGCUGC
Cpa-1-2 UUGGUUUUAUCAAUAUUUUUCUCUACAACCGUUGUACGAGGAGAAUCAACAGCAAUUGAUAAAAGUAAUCUUAGAAACGGCAUUAUUAGUAUUAAUUAUUCAUCUGAUUCCGGUGCCAAAACUAAGGUUGUAAUUACCAAAGAUGGCGUCAAAUACACAUAUAAUUUAAACAAUAAUGGU
Sgl-1-5 AAACCUGCUGAAAAGCAGCGACGCAAAGCUAAAGGGCCUGUAACAUGGCAGCCAGCUACCAAAGAUGGAGGUUUCAAAAAUGAAAAGAUUUUUUCAAAAGUUAACGGUUUUUAUAUUGAUCGCUGCCCUUUCAUUAAGUGUUUAUCCUCAAAACGUUUUUAGUUUAACAGCUUUCUCUUA
Dal-1-2 CGGAAGUGAUGCUGACAGCUGUGUUGUGAAACAAACUAUAGCAUACUAGGGGGAGCAUAUGGCUAAUUUGAAUUUUUCACUUAAUAACGUUACUAAGGGUAGAGCCGGUCUCCAAUUGAAGUUAACCAUCAGUAUAAUUGUUUUAACUUCUCUUAUUUCAGUAGGACAGGGAUUUGUUUU
Cno-1-1 UUGCUUUUACAAUGAUUUCAACAACUUCACUUGCCACUACAACUAGUGUAUCUGAAGUUAUAAAUAAAAAUAAAUUAGAUAAUGGAGUAAUAAGUGUUAAUUAUAACAAGGAUUCCAAAAUAAAAGUUAUGAUUAGUAAAGAUAAUAAAAAAUAUAGCUAUAAUUUAAAUAAUCAAUCAA
Cph-1-1 UCUCUUCCUGUUUUCUUUUUUAUUAUUAUUUAGCUCUGUGAAAGGACAAGCAAGUGUCAUCGUCGAGUUAGAUGAAAGCCAUUUGUCAGAAGGCUAUGUAUCAACAAGUAUUAAGGAAACGAAGACAACAGUAGCAUAUGUAAUUGUGAUUAGUAAAGAUAAGGUAUCUUACAAUUAUCC
Awo-1-4 UUUGACAUUUAGUAUGAUGCCAGUUAAUGCGGCAUAUCAUUAUAGCAAUGACAAUCCGAAUAAACAUGUUGUGGCAACAGAACCAGCAACAAAGACAGAAACAGUAACACAACCAGUAACACAACCAGUAACACAACCAGUAACAGUAGUACCGAAUAACAACGCGAUAAACGUAAAAGA
Cte-1-1 UUUUUUAUUUUCAUAUUCAAACAUUUGUUAUGCUAAGAAUAUAAGUUCCAAUAUAGAAUUUAUUAAUAAAAAUAUUUCAGCAGUUAAUAGCUUAUGUGCUUCUACUAAUACACAAAAUUGCAGACAAGCAUCAUCAAUACAGCAACUUAAACCAUUAUUAAAAACAGCCAUGGAAAAUAG
Dal-1-3 GUGCCUGAAAUUACAGGCGCCUGUUUGUUUAAAAUAACACUUGCUGAUGUGCGAUAAGCUUUCCGGCAAGAGUUAGUUUGUGUGACAGCAAGUUUCAUGAUUUUGCUAUAUAGUUGCUGCCUAUACCGGCAGAGGUGACUGAGGCGGAGUUAGAAGGACAGGCAAAAAAAAAUGAACGAA
Dac-1-11 AGAGAAGGUGAGGAGAAUAUAUUGAGAAAAUUACUACUUGGGUUAAUAGUAUUAUUGAGUAUAUUCGCAUUUCCAGGUGUGACAUUGGCAGAUACAAUGCAAACAGCGGCAAAUUUGACUGACCUUCAAAGCUUAAUCUAUCAGGAUAUGGUAGACAGAGAGACUCCUUUUGAAAUUAAG
Dde-1-3 UUUCAGUCCUAAUUUAGAAUAAGUCUUCGGUAAUAUGGUCAAGACCAUAAAGUAAAUGGUCAAGCUCUUCUAGUAGGAACAAAUUUUAUUAUGUGAGGAGGAACUAUUUUGAAACUCAAGGCACGCUUAUUCUCAAUGCUCUUAGCUACUAGCUUAAUUCCACUGUUAAUCUUUUCUGCC
Dha-1-2 UUUUUCAGCCAACUUUUAUCCUUGGUGAGCCGGUUUAGUAUAGUCAGAAACUCUAUGGAAAAGCAAGCUAUUCAAAUAAAAUAAUAAGAUAUUAUAGGGAGGAAUUCGUUUGAAACUCAAGACACGAUUAUUUUUGAUGUUCUUAGCUACUAGUUUAAUUCCACUGUUAAUCUUUUCUGC
Dha-2-2 UUUUUCAGCCAACUUUUAUCCUUGGUGAGCCGGUUUAGUAUAGUCAGAAACUCUAUGGAAAAGUAAGCUAUUCAAAUAAAAUAAUAAGAUAUUAUAGGGAGGAAUUCGUUUGAAACUCAAGACACGAUUAUUUUUGAUGUUCUUAGCUACUAGUUUAAUUCCACUGUUAAUCUUUUCUGC
Dor-1-4 AUUUUUAUUUUUCUAAGUUUAAUAAGGAAAGCCUGAGAAUACUAUAUUGGGGAGGGCAAUAGAAUGAAAUUCGUUCUUAUAUAUUUAGUUGCUUUGUCACUCGUCUUGCUUUUUAACUACGGAGCCCAUGCUAAAGAAAGAGAGCUGGGGGAAGAAAAGAGAGAAGGAGAAGAAAAAGAC
Dac-1-12 UAUUUUCCCAAAGGUCUACUAAAGAUUGGGAGGGAUCAAGAUGAAAUUCAUUCUUUUUUAUUUCUUCGCUUUGACUAUUCUAUUAUUAUUUAAUUAUGGUGCUCAUGCGAAGAAAAAAAUAGCCUGCGAAUUAUACGAAGGAAAAGACCAUGAGUUUCCCAAUGCCUUUAUCCCGAUGCC
Ddi-1-3 UGCACACGGGUUAAUCCGGGUUUAGAAUUGCUUCGAAAAGGAUUUUGAAAGGAAGAUAAAAUUGCGCCAGGUAAGUACUCAUCGACUUCAAGAAGGAGAUAUUCUGGGUCGUACCAUAUAUACCAAUGAUGGACGAGUUUUGUUAGGAAAAGGAAUGGCACUUUCUGCCUCAUAUAUUAA
Dde-1-4 UAAUUUUAUAUCCCUUUUUUAUAAAUUGAUCCCCUCUUUAUAAAUUUGAUCUAUGAAGAUAAGUUUGAAAGGAAGAACAAUUCAAUGCGUCAGUUAAGUAUAAACAGGCUUCAAGAAGGAGAUAUCCUGGGGCGAACCAUCUAUACCAAUGACGGUCGUGUACUCCUGGGAAGAGGAAUG
Dha-2-3 UAAUUUUAUACUGUUUUUAUAAUUUUUAUUAAGAUGAUUUUGAAAGGAAGAACGUUCAAUGCGUCAGUUAAGCAUAAACAGGCUUAAGGAAGGGGAUAUUCUAGGGCGAACAAUCUAUGCCAAUGAUGGCCGUGUACUCCUGGGGAAAGGGAUGGCUCUGACCAAGUCCUAUAUAGACCG
Dha-1-3 AAUUUUAUACUGUUUUUAUAAUUUUUAUUAAGAUGAUUUUGAAAGGAAGAACGUUCAAUGCGUCAGUUAAGCAUAAACAGGCUUAAGGAAGGGGAUAUUCUAGGGCGAACAAUCUAUGCCAAUGAUGGCCGUGUACUCCUGGGGAAAGGGAUGGCUCUGACCAAGUCCUAUAUAGACCGU
Dme-1-7 UUUUAUUUCUGAGGGAAUUUUGAGAUAGAAACGAUUUCGAGAUAGAAGCUUUAUAUGACAUGAAAGGAAGAUUUUUAGUGCGCCAGUUAAGUAUCAAUCGGUUAAAACAAGGAGAUGUGUUGGGGCGGACCAUCUACGCUAAUGAUGGUCGCGUUUUGCUGGGUAGGGGAAUUGCUUUUA
Dku-1-7 GUCUAUUGUUUUUUUGGCAGCCGCACAAAAAAAUUAAAGGGAGGGGAACUCCAUGAAAAAGUUUUGUGCGCUGGCGCUGGUCGUACUGUUAACACUUUUACUGGUUCCGGCGGCGGUGUCCGCUCAAACACCUGACGUUAUCCGGGUGGAAAGACAAGGAGCUGCGGGUAGCGUGCAGGU
Dgi-1-4 UAUGGAUGGGGUGUUUAUACAUAUAAUGAACGAGAUAAACAAAAAUAGCCUAAUGGAUUAUAUAUCGUUAAAUAACAUACUACAUAUAUCGAAAAGCACUGGAUUUGCCAAAGGUGGUUGAUCAGUUAAAAAUUUUCAGCGGGGUUCAAUUCGACCCUGAAAUAGUAAGUGUAGUGCUGG
Dru-1-3 UUACCAACGGUUAAGAAAUUACUUUUAACCAUGCCAAGAAACCUAAUUCUUCAUUCCAAGAGAGUUGGGUUGUUAGCCUAUAUACUUUCAAAACAAAUAGGACUUUCUAAAGAAGAGUCCAUAAACAUUGCUCUUGGCGGACUUUUACAUGACAUUGGAAAAUGCUUCAUUCAACCCAGU
Dal-1-4 AAGGAGGCCGAUAUGUACCAGUCCGAUGUUUAUCAGCUUAACAGCUUAUUGAAGCAGAUGCGUCAGGAAUGCAGGGAACUGCAGGAAGAAAUAACCGAAGGUAUUGAUUUGCUUCAGGAAAAAGAACGGAUUCGCCAAGGAAAGGCCGCAAUUGUCAAUCAAUUAAACGAAGACAUAAAA
Cpa-1-3 GAAAAACAAAGGAGAGUGGUAUAAAUGAAAAAGAAGAUUAUGAGAGGGAUUCUUGCUUUAAUCAUGGUUUGUGCGGUGGUGUUUACCGCAGCAAAUGCAACUAAUGUAAGUGCUGCAAGUGAAGAUACGCCGACUGCCAAGUACACUAACUGGGCAUUCAAUGAUGAUUUUACCAAGGUG
Dre-1-5 UUGCAUUUAAUAAUAAGUUUUAUAGUAGGGGAUUUGUUAUGAAAUUUACCCGUGGUUUUUUAGGUACCUGGUUAGUAAAUGAAGGUAUUAUUAGCCAGAAACAGUUGGAAGAUGCCCUGGAAUAUCAAAGACAGCACCCGGGGAAAACCGGUGUUCUGGGUAAAACCCUGGUACAGUUGG
Eha-2-3 AUCUGUUUUUUAUUUGCACAAAUUUGGGCGGACAACAUGCGCUUCCACUUAUUUGCAAACAAAGUGAACGGAUCAUUUUGCGAAAACAAAUACUGGGAGUUGAAUGAGUCAUGAAAAACAGAUUGGUAAAGGUAGUCGGCGUGGUUUGCGCCGUCGGGUUCUUUGCGGUGUUCGACUGCG
Ova-1-4 AUAGGGAUAAUUGUAAUUUUUUCAUGCCCUAGCCUUGUUUUUGUUUGCUUGAAGCAUUUAAAGGGGCAGGGUUAUGACCAGAUACCAAGAAAAUACACGGAGGUUGAAAUAAAGACGGCAAACUUCAUACCUCCAACUUAAAAUUCAUCAUAAAAAAGGCGGCAAUUUGUGUAAAACAAA
Dal-1-5 UAAAUUUUCUAACAUAAAUCUCCUCUUCACUAAACUGUGGCCUCACAGUUUUUUUUUGUGUGCAAAUCGUGCAAAUCGGGGACGGACCUUUUUUCGCAUUUAGUGUGCAAUUUCUUGCAAGGAGGCGUCUUCUCCAACGGUGUGGACAGAAAAACCUGUCCCUCUGUCCACGAAAAGUGA
Cca-1-1 CUUUUAUAAAAUUUAAUUCACAUCAUAUGAUAAACUUUCAAAAUUAAAGUAUAUAUCUUCUUUUCAAUUAUAUCCCAACUUUAUCAUCAUUUUUUUGUUUUUCAAAAUUAAUGCUCAUGUCUAUGAUGAAUAUCUGGCGAAUGUGGAUGGGUAUGUUCUAUAGCCUUAUGUGUAUGCAUA
Dme-2-6 GCUUUUUAUUAUAUAUAAAUUAGUCGAAUUUUAGUAUUUUUAAUCUAAAGGAGUCAAUUUAUGAACAUUAAAAGCAUUCAAACCAAGUUGCUACUACUUUUGCUUCCCCUUGUUAUAGUGGCUUUAGGCGUCCUAACUGGGGUCAGCUACCACCUUUCUAAGCAAUCCUUGACCAAGAGU
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Dal-1-6 UUUUUUUAUUCGGCAGGUCGAGGGCCCCUCCGGAAACGGGGGUAAAGGAAAUGAAAAAAGGUUUUUCCAAGUUUUUAGUGUACGUAGCAGUGGUGUUCUUGUUUGCCAGCAGCUCUUUUGCCAUGCAUCAACUCUCACCGUUUGGCGGUGAGCGGGAACCUGAGGCGGUAUUAGCCAGUG
Mth-1-5 CCGGUGCGGAGGCUUUUAUUAUUUGGUUCUGAUACACGACCUGCUAAGGAACCAUGCGGGACAAUGCCAGAUGACAGUCAUGAUUAAUUCGGCUUUAAUUACAGUGCAUGGCCAGCUUAGCCAAAUUAUAUUCGAGAAGGGAAGACGAUUAUGAAGCUUAAAAUCGCCGAUAGUAUUAGC
Chy-2-2 AACACUCACUUUAUUUUCUUUGACUGUAGGCACCUGGCGAGAAGUCAGGUGCUUUAAUUGUUUUGUAACAAGCUUUUUGAUAAAUGAAGAAAGGUCUGCGGGGAAUAGAAAAUAGAAAAUCCCUCUAUCCUCAUAACCCCUCGAACUCCUAAAAUACAUUUUGAGCCGACCAUCCUUUUG
Cob-1-2 CCAGGUGCCUUUGAGUUUUUAGAAGGUCUUUGUUUACGGGCGUUAUAGAAGUCUUAGCCUGUAAAAAAAGGAGGUGGAAGAUUAUGAAGCGGCGGGGAGUUAAGAAAAUUGUCUUAGUAGCUAUUGUGGUGUUAGUAUUUUCGUUAAUAACAACUUCUUUUGUGCUGGCUGAGAACGAAA
Cow-1-1 GCAGGUGCCUUUGAGUUUUUAGAAGGUCUUUGUUUACGGGCGUUAUAGAAGUCUUAGCCUGUAAAAAAAGGAGGUGGAAGAUUAUGAAGCCUCGGGGAUUUAAGAAAAUUGUCUUAGUAGCUAUUGUGGUGUUAGUAUUUUCGUUAAUAAUAACUUCUUUUGUGCUGGCUGAGAACGAAA
Cla-1-1 ACCAGGUGCUUUAAAUUUUUAUAUGGGUUGUAACAAGUCCUGCAUAUAGGACUUGUUAAAGAUAAGGAGGGGAAUUAUCAAUGAGAUAUCAAAAAAUUAAAAGGCUUUCUUUUGCAAUUGUUUUUGUGCUUGUUUUAUCGCUGAUGCUUGGAACAAUAGCCUUUGCUGAGAAUGAAAAUC
Ckr-1-1 ACCAGGUGCUUUAAAUUUUUAUAUGGGUUGUAACAAGUCCUGCAUAUAGGACUUGUUAAAGAUAAGGAGGUGAAUUAUCAAUGAGAUAUCAAAAAAUUAAAAGGCUUUCUUUUGCAAUUGUUUUUGUGCUUGUUUUAUCGCUGAUGCUUGGAACAAUAGCCUUUGCUGAGAAUGAAAAUC
Csa-2-1 UGGCGACCGCCAGAUGCUUUUAUUUUUAUAUCCAUUGUUGUUUUAGUAGCAAAGAAUUAAUGAACAAGUGGGAAGUACGGAGAGAGUUAAGAGGAAAUAGAAAAUUAUUGUUAGCGUUGUAUUUAACUAUAGUUAAGAGUUUAAGGAAGUGUGUGAAAUGUUGAGAACAAAUUGGGAGAC
Ath-1-1 GGCAACCGUCAGAUGCCUUUUUUAUAUCCAUUGUUAUUUGGGGUUUUAAAGGGUUAAUGAGUUAUUAAUGAAAAAUAAAAGCACAAAGGGAGUGAAUAGUAUGAUUAAAAUAAAUAGAAUUAUUUUUAAUCCAAAAAUACUAAAAACUAAUAUAAGAGGAAGCACCUUAAUUGUUGUAAU
Ckr-2-1 GGCAACCGUCAGAUGCCUUUUUUAUAUCCAUUGUUAUUUGGAGUUUUAAAGGGUUAAUGAGUUAUUAAUGAAAAAUAAAAGCACAAAGGGAGUGAAUAGUAUGAUUAUAAUAAAUAGAAUUACUUUUAAUCCAAAAAUACUAAAAACUAAUAUAAGAGGAAGCACCUUAAUUGUUGUAAU
Cob-1-3 GGCGACAGCCAGAUGCUUUUAUUUUUAUAUCCAUUGUUGUUUUAGUAGCAAAGAAUUAAUGAACAAGUGGGAAGUACGGAGAGAGUUAAGAGGGAAAAUUAUUGUUAGCGUUGUAUUUAACUAUAGUUAAGAGUUUAAGGAAGUGUGUGAAAUGUUGAGAACAAAUUGGAAGACCUUUAG
Ath-1-2 GCAAGGCGCCGUUUUUUUAGUACAUGUAAAAAAAUUAAAAAAAUAAAUAAUUAUGUAUAUUCUUCUGUAACACUGAAAAAGCUAUCCCCUAACCCCCUCUUUUAACAUACAUUACACUAGGCAUUGGCUGCCAUUGAUUGGCAGCCAAUGUUUAGCCUUGUAUGAACAACAAAAAAUUUA
Ckr-2-2 GCAAGGCGCCGUUUUUUUAGUACAUGUAAAAAAUUAAAAAAAAGAAAUAACUAUGUAUAUUCUUCUGUAACACUGAAAAAGCUAUCCCCUAACCCCCUCUUUUAACAUACAUUACACUAGGCAUUGGCUGCCAUUGAUUGGCAGCCAAUAUUUAACCUUGUAUGAACAACAAAAAAUUUA
Csa-2-2 CGUGACGCCGUUUUAUUUUUGGAAUGAAAUUAAAAAAUGGUUCAUAGGUAUAUGUUAAAGUAUAAAGAAGAUAGUAAUCUAAAAUUUAUAUAGAUUCUUCUGUAACGCUGAAAAAAGCUAUCCCCUAACCCCCUCUUUUUAAUAUAUUCUAUAUAUAAUAUAUUGGCUGCCGUGCAAAGG
Cob-1-4 CUGGCGCGACGCCGUUUUAUUUUUGGGAUGAAAUUAAAGAAUGGUUCAUAGGCAUAUGUUAAAGUAUAAAUAAAGAUAGUAAUCUAAAAUUUAGAUAGAUUCUUCUGUAACGCUGAAAGAAGCUAUCCCCUAACCCCCUCUUUACAAUAUAUACUUAUAUAUAUAUUGGCUGCCGUGCAG
Ath-1-3 AGAGAGGCACCUGGCAGUAAAGCCAGGUGCCUUUUGAUAUAUUAAUGAGCAAGAUUUUGCUUGCUCAACUUAAAGGAGGUGUAAAAAGUUAUGAAGCAUCAUGUUUUGAAGAAAUGGUCAAUUGCUGUACUUUUGGUAAUUACUUUAUCAUUAGGUUUGAGUAGCAUUGCUUUUGCACAA
Ckr-2-3 AGAGAGGCACCUGGCAGUAAAGGCAGGUGCCUUUUGAUAUAUUAAAAUGAGCAAGAUUUUGCUUGCUCAACUUAAAGGAGGUGUAAAAAGUUAUGAAGCAUCAUGUUUUAAAGAAAUGGUCAAUUGCUAUACUUUUGGUAAUUAUUUUAUCAUUAGGUUUGAGUAGCAUUGCUUUUGCAC
Csa-2-3 AGGCACCUGGCUAAAAUGUCAGGUGCCUUUUGAUAUAUUAAUGAGCAAGGCUUUGCUUGCUCAACUUAAAGGGGGUGUAAAAAGUUAUGAAGCUUCAUGUUUUGAAGAAAUGGUCAAUUGCUAUACUUUUGGUAUUUGUUUUAUCGUUGGGGUUGAGUAGCAUUGCUUUUGCACAAGAUG
Csa-2-4 AAAAAGUUUCAGUGAAAAUGGUGAUAUAGCUUCUUUGACGGAGUAUCAUGUAAAAAUUUUACUUUGUCGGCACCAAUUUGAUAUUGAAAGGCACCUGGCGAAACAAGUCAGGUGCCUUUUUAGUUAAUAAAAUUAAUGUCGGUAAUUCUACCUCUUGUGAAAAAACAAAAGAAGAGAGGG
Csp-4-4 UAUUUAUAAUAGGCACCUUUUUUAUUGAAAUGAUUUGGAAAUUGAUAUGUAUGUGGUAAUAAUAAAAUAUAUGAAAAAAGGAGGUGUAAUAGGCAUGAAGAAGUAUCAAAUGUCUGUGGACAAGGGUAAAAAGGAGAUGAAUAUAAGAGUAUGGGGAAUGUUUGAGGCCAGCGAUGCUAA
Csp-3-1 UUUUUAUAAAUUUGAAAGGGGAUUUAAUUAAUGAAAAGAGUUUUAAUAGUUGAUGACGCAGCAUUUAUGAGAGUAACACUUAAGACGAUGCUUGAAAGAAAUGGGUUUGAAGUAAUUGGUGAGGCAGAAAGCGGAAUAUCUGGAGUACAAAAAUACAUGGAAUUAAAUCCGGAUGUUGUA
Ame-1-5 GUUGUGUAUUAAGACAUCGGGCCCCUUUAAUAGAGGCCCAUUUUUUAUGAAGAGAUAAAGAUUUUUUAUUGAUAGUAAGUUCUCACUUACAUUCCGCAUAAAUAUUCUAAAAUCAUAAUAAAAAUUUGAAAUUAUUUAAAAAUAUCACAGUUGCAAAUUUCCUUUAAUUCAAAUAAAAGG
Ame-1-6 UCUUCUUUUUUAUAUGUUUUUUUAGGGUAUCAGCAAGUAAAACACUGUAAUCAUGAGGGAGAAGACAAUAUAAAGGGAGGUAUGUAUUACUUCGUGGUCUCAAAUGAGUAGUAGAUUUAUGGUUGAUGACACGUAUAGAGUUAUACACAUCUGAACGGGGAGGAACAUAAAAAUGAAAAG
Csp-3-2 UAUUAAUUAAUAGGCACUUUUUCUAUGUAUAGGAACUAUCUGAAGGGGAAGGAUUAAUAAAAGUUUGUUUUUUAUAAACUAAUGGAAAAUAGUUUUUUGAAAUUAGUGAUGUCAAUGCUUAUUGGAGUAUUAAUUGGUUAAAAGGUCACAAAAAAGAGAGUAGCACAUGCAUUUUUUAUU
Ame-1-7 ACAUUAAGACACCUGUCUCCUUUAUCUAGAGACGGGUGUCUUUUUGUGUGAAAAUCAGUGGAAGUAUGUAUAAAUUCAGUUUGUUGUUAGGAGAAAAUUUUUGUAGAAAAUUUAAUAUGAAGGUGAGUUAAGGUAUUGUAACAAAGAACCGAAAAGAGGGGAGGGAGGAUAAGGCUGGAU
Cbe-1-1 AAUAAUUAAUAGGUACCUUUUUAUUUUGAUACAAAAUCAUUGAAAUAUGUGUAUAUGGUAACAAUUUAAAUAAAGAAAGGUUAGGUGUAGUAAAUGAAAAAGUAUCAACUGUCUUUGGACAAAGCAAAAAAGGAGAUUAAUAUAAGGAUAUGGGGAAUGUUUGAACCAAACGAUGCCAAU
Ckl-1-2 AUAGUAAAUAAUGGGCACUUUUAAUUUUAUAAAAAUAAAAUUUAUAAAGUGCCAUUUUAGGGAGGACAUAAAUUGGGAGUAAAAUUAAGUUAUAUUGAUGUAUACCAUGGAUCAAAAGUUGUUUCAAAUGAUUUUUAUCUUGAAUACUUUAGAAAACAAGACAAGGAUAUUAAGCACCUA
Cbe-1-2 UUUGGUGCCUAUAAUUUUUAUAGACACUUUUUAUAUUGGGAAAAUAAUGUAGAAUCGGGUGAUAAUUAGUUUAUUUUAAAGGAUGAAGUUGCAGAAAAAUUUCUGGAUAUUAAGGGGGAUAAGCUUAUGGAUAUUAUGACUAUACUAAGUAUAUUAUUUGCAUUUGUUUGCAUCGUAGUA
Cbo-5-2 GAAUUCAUAGAUACUUUUUUAUUUGUAAGUAGCUAAAAAUAUUAGCAACUUAAAUAAAUGUAUCAUUGAAAUUCUAGAGAAAUAAAUUAAGAAUGCAAAAGAAAAAAUAAUAAUUAACUUUUAAGAAUACGUUUUAUAUAAAAAAUAUAUAUAAAUGAGCAACUUUUAGAGUGUAUUUAU
Cbo-2-3 UUCAUAGAUACUUUUUUAUUUUUAGUAGCUUAAAAUAUUAGCAACUUAAAAGAAAUGUAUUUAAAAUGAAUGUAUUAUUCAAAGAAUAUAGAAAUAAGUUAAGAAUGCAAAAGAAAAAAAGAAUAAUUAACUUUUUAGAAUACGUUUUACACACAAUAAAUUACAGUGAAAUAGUAAUUU
Cbo-4-2 UUCAUAGAUACUUUUUUAUUUUUAGUAGCUUAAAAUAUUAGCAACUUAAAAGAAAUGUAUUUAAAAUGAAUGUAUUAUUCAAAGAAUAUAGAAAUAAGUUAAGAAUGCAAAAGAAAAAAGAAUAAUUAACUUUUUAGAAUACGUUUUACACACAAUAAAUUACAGUGAAAUAGUAAUUUA
Csp-4-5 UUGUUGUAUUUUGGUGACUAUGAUUGCAUAGUCACCUUUAUUUCUUUUUUAGGCACUUAACUUGUAUAACACAUUAAUUUAAGUUGAAUUAAAAAAGGGGGAAUUAAAACAUUAUGAAUUCUGAAAAUAAACAUAUGGAUAUUAAUGAAGAAUCCAUUGUAAAAAACAAGAAAAGAGGAG
Csp-3-3 UAUAGGCACCUUUUUUGUUGAAAAUUUUCCUUAGUAAAAAGUGAGCUAUAUAAGCAGUGCAUGAUAAAAUGCAUAAAGGUUAGGAAGGAGUGUAACAUAUUUAGGUUAAAAGUUAACUUAAGUUGAUAAUGGUAAUUAAGUUAAAUUUUUAUUAUUUUAAAUUCAGAAAUCAGUUGUUUA
Cbe-1-3 CACAAUUAUGUAGACACCAUUUUUGUGCUCUUAAAACUUACAAUAAGAAAGCUAUUUUUAUUAUUUUUUCAUGUGCAAAGUAUUUGCUGCUAGAGAUUCGAAGUUUGAAUUAUAAAUAAUAUUAAAAGAUCAGAAGGGAGUGGAGAAGGAUAAUAAAAUAUAAUCAUAGUAAUUAGUAGC
Ckl-1-3 GUGCCUAUGAUAUAUAGGCACCUUUUAAUUUUUGUUCAGGAUGAUAAUUAUUAUUAAUAUAUUAUAAUAAUAGAUUUAAAUAAAUGAAAGGACAGGUGUAUUAAAUUAUGAAAAAACAUGAAAUUAAUUUGGACAAGGGAAAAAAAGAAUUGGGUGUAAAAGUAUGGGGUAUGUAUGAAG
Ame-1-8 GUUUAUGCAGGCACCUGGGUUUUUACAUAAAAAGUGGGUGUCUUUUUAUGUGGUUAAAUAAGAGUAAAGUAAGGAAUUUUAUUUAAAAUAAAAUAUGGGGGGGUUAUUAAGUGAAAAGUAUUAAAACAAAAUUGAUUGUCUAUUUUUCUGUAUUAAUUUUAUUUGUAUCUGGAAGUUUUG
Ame-1-9 UAUGUAUUGCGACACCUGGCCUUUUCCUAGAGGCCAGUUUUUUUGUGGAAAAAAGGAAGAAAGUAAAUCAGUUUUCAGCAUAGAAGCAUAGAAGCAUAGAAGCAUAGAAGCAUAGAAGCAUAGAAACAUAGAAACUAUAGAAAUGAAAAUCAUAGGAGGAAUAAAAAAAUAUGGCUAACA
Ame-1-10 UAUGUAUUGAGACACCUGGCCUCCCUUUAGAGAUCGGGUACUUUUUAAUGAAAAAAUAUAAUUGAGUCUAGUGAAGAUAAGGUCUUUAAAUUAUGAUGCACUCCAUUGGUAAAUUUAAUGGUAUAAGCAAUGCAGUGGAGAGAAUGGGCCUAGGUCCAGGUAUUUUUGAAAGUUUAAAAG
Csp-4-6 UAUAGGCACUAUUUUCUUUUUUAUGUAAAUUACUGUAAAACAAAAGUAUAUAGGAGUUUUUAUUAGAUUUAUAUUGAAAUUAGAUUGUUAUAUUAUUGUACUAGUAAUUAUACAGCAUAAAUUUUAGAAAUCCUGUAAGGAAAAGUGAGAGUCCAAAUUUCAUAUUUGGUUUCUCGAACU
Tit-1-2 GAUUACCCAUAGGUGCCUUAUUUAUUAUUCAACACAAAAACAAUUCUAAAGAAGAAGGAGGUGAAAUCCAUGAGAAAAAGAGUACUGUUAUUAGCUUUGGUGUUUGCGCUUUUAUUUACAAGUUCACAUGUUGUUGCAGCUGAAAAAUCCAAAGCUGUAGUUACAAAUCAAUCCGUUGUU
Tma-2-2 GGGGAUUACCCAUAGGUGCCUUAUUUAUUAUUCAACGCAAAAACAAUUCUAAAGAAGAAGGAGGUGAAAUCCAUGAGAAAAAGAGUACUGUUAUUAGCUUUGGUGUUUGCGCUUUUAUUUACAAGUUCACAUGUUGUUGCAGCUGAAAAAUCCGAAGCUGUAGUUACAAAUCAAUCCGUU
Car-1-1 UAAGGCACCUGCUAUUAGUAGGUGUCUUUUUAGUUAUUGAUAAAGCACAAAAGAAAAGAAGUGAAAUUGAGUAAAAUUAUAUAACAUUACAUGAGGGGGACUUUAAAUGAUUGAAAUACAUAAUCUAAUAAAAAAAGAAUUAAACUUAAAUGACUAUUUAAAUUAUAAUAUACGAAGAAU
Clj-1-1 UAUAUAUUAAUAGGUACAUUUUUAAUUUGUAAAAGUUUUCAAAUCUGUAUUAGAAAAAGCAAAUUUGAAAUGAAGUGACAUAGAUGUAUUAGUCUAUCCUUCUAUAUUAUCAAAAUAUAUAUCGUCAACAAUAUCAAUUUUAUUGUGUAAACAAUUAAAUUAACGAUAUUAGUAUGUUUU
Awo-1-5 UUUCUAUUAAACCGAGAAUUAUUAAAGCAAUAAACAAUCGAAGUAAGGCAAAAAAGUUUUAACAUAAUCGUCCAAUGAAAUUGUUGGUUAAGUAAGGUUAAAUUCAGUUGCAUAGUUCAAAAAUUUUAAUAUAUAAUGAAAUUGAAAAUACGAUAAGUCAGUAAAAUGAAUUAGGAAUAU
Tpo-1-10 UAUUUACAUAUUUUAUCAAGGAGGGUUUGCUCCAUGAAAAAGGGUAUCCGCUUUUGCGCGACUUUUUUGGUGGGAGCGUUUUUGUUAGCAGGUUGUUCCGUCAAAAGUAUGAACCCAUUUGCUGCCAAAUCACAGUCGUCGGUACAGAAAGACGAGGUCAAACAGCUUAGUGAGAAACCG
Dca-1-2 UUUUUCUUGUUUUUUAAAGUUUGUGUACCAAGAAUUAUGUGCCAAUAUUACGCAAGGGGUGAUGGAAGUAAUCAUUAGCAGGCUUAAAGGAGAAAAAAUUUACAGGUUAGUAUUUUUCCUGUUAAUUAUUGGAAUGAUUUCCUUUUCUUUAAUAACCUAUUUUACUUUUAAUAAAAAAUU
Dku-1-8 CUGGGUCCUUAAUUAUUAUGCUGGAGAAAUUGUUAUUCACCUCUCCAUAUUAGUUUACUUCAGAAGGAAAGAGAAAGUAUGAACGACCACAAAAUUAACUGGAAAGAAAACAUCGGUGUCUUCGCACAUUUAAGUAACCGUAAUUGCCGCAGAGCGGCAGAACAAAUGUGCGGGGGGGGG
Pth-1-5 GUCACUUGCCGAAGUUAUUCCUUUUGCGCUGGUGUGCGGCUUGAUCGGCAUUGCGGGGAUGGUCUGGCAGGCAAAGCUGCAGGGCAGGAAAAAAUAAGACAAGCCGCUUGAGGGGGUUUAGGGGCUUUUUGAAAAUUGAAAUAAAGAACGAGUUUUUAUGGGUACUGCUUUUUUCCCUGC
Chy-1-2 AUAUUAAUUUAAAGGGAGGGGAUGGAGAAAUGAAAAUAAAUAAAAUCCUGGAAACUGUUUCUGAUUAUCAAAAAUUAUUUACUGAAGACGCAACGUUUAUAGUUUCUGAUCUGGAAAAGUAUUUGUAUUAUCGUCCGGGGCGAAUUGAUUUUGGGUUUAAGCCGGGAGAUAAAAUAGUGG
Chy-1-3 AAUUUUAAAGGGGGUAUUUUAAUGAAGAAGAUAGCGGUUUUAGUUUUAACGGUAUUUUUACUUGGGAUUACUUUACCUGCGUUGGCCGAUACUGCUACCACCGUGCCAGCUAAUACCACUCCGGGGGUAAGUGAUACUGUUUAUGCCAACCAAACUCCAACCGUAAGUGACACUACCUAU
Chy-1-4 AGGUGGGGGGCACGGUGGUAAACUGGGAAUUAAAGUUAACCAACAAUAAUCUGGAGGCUUAUGUCAAAUAUUCUUUGCUGGAAGGGGAGAAAGGGGGGGAAGUUCCGGUAACGGAACAGGAUUUAAAAGAGUUUUUAAGCCAGAAAGGCAUUGUGUACGGGAUAAUUGAAGAAAACAUAC
Chy-1-5 GUUUUAGUAUUUUCCAAAGUUCAAUGAGGAAAAGUUCGAAAUAUCUUUUGAAAGUAAGAACUAUGUUGUACAAUAAAAAAAUAAUGGCGAUAGAGGUGGAAAUAUGCGUCGCAUUCCCGUGGAGUAUCUUAUUCCCGGUCUUAAAGUUGGUUAUCCGGUAAUGGACGGGCAGGGGCGGAU
Chy-1-6 GGGAGAAUUGCUUGGCCCGAAAAGCCAAUAUCUUUGAAAAAAGUUUUCAUGCAUCAAGUCGCGCCUUAUUAUUAACCGACUGGGAAGGAAAUUUAAUUGCAGCAAACCAGCAGUUUUACCAAUUGUUUCAACAAGAAAAAAUAGAUUUUGCAAAUUUUAAUAUUUUUCGCAUGUUUCCAA
Chy-1-7 AAAGCAAAGAUAUCUUGCUGAAUUUUUUUUUGGAAAAAGUUAAAAUAAAAUCGAGAAGGUAAAGGAAUUUAGCUAAUUUUGUCAAAUAUAUUAUAGAAAGUUAUGAAAAAAGGGGAGAAGCGCAUGGACCUUUUUGGAGGGGUUACCUACAACCUUUUGAAACUGGGGAUUGAUGCUGCA
Dal-1-7 GGGAAAGGAGGAUUUCAUUGAACAGCUUAUGGACGGAUAAUGCAACGGUAUCCCUGCAAAAAGGGCUGGAUGCUGCCGGGGAGCGUAACCGGGUGAUGGCCCAUAAUGUGGCCAAUGUAAAUACUCCCAUGUUUAAACGACAGGAUGUUUCUUUUGAAAAGCAGCUGCGACAGGCGCUUG
Cpa-2-1 GGGCUGUCGCUUUUUAUGUUUUUUUCAAAACCACCAUGAGAAAAGGAGGAAAGUAAUGCCUAAAAAAAUAGUAGUUUUUAGCCUGGCAGAAGAACUUUAUGGACUAGAUAUCUUCGAUGUACAUGAAGUUGUCAAAGAUGUAUCUAUCACAAAAAUACCUGAAACGCCCGAAUUUAUAGA
Tte-1-1 GGGCUGUCGCUUUUUAUGUUUUUUUCAAAACCACCAUGAGAAAAGGAGGAAAGUAAUGCCUAAAAAAAUAGUAGUUUUUAGCCUGGCAGAAGAACUUUAUGGACUAGAUAUCUUCGAUGUACAUGAAGUUGUCAAAGAUGUGUCUAUCACAAAAAUACCUGAAACGCCCGAAUUUAUAGA
Tit-1-3 AAAGUGGUGUUUUAUAUGACUAAUAAGGAAAAAAUUUAUAAUAUCAUUUUAGAAAAGAGUAAAGAGUUUAACCUUCAAGGCUUUCUGAUAAGUAGAAAAGGUGGGGUUACUACAGAAGAAGUAGCGCAACUCUUAAAAAUAGCUCGACCCAAUGUAUCUUUUAUUUUAAAUCGUCUUGUA
Tma-2-3 AAAGUGGUGUUUUAUAUGACUAAUAAGGAAAAAAUUUAUAAUAUCAUUUUAGAAAAAAGUAAAGAGUUUAACCUUCAAGACUUUCUGAUAAGUAGAAAAGGUGGGGUUACUACAGAAGAAGUAGCGCAACUCUUAAAAAUAGCUCGACCCAAUGUAUCUUUUAUUUUAAAUCGUCUUGUA
Tps-1-1 GGAAGUGAUGUUUUAUAUGACUAAUAAAGAAAAAAUUUACAAUUUCAUUAUAGAAAAGAGUAAGGAAUUUAAUCUUCAGGAUUUUUUGAUAAAUAGAAAAGGUGGGGUCACUACAGAAGAAAUAGCGCAAUUGCUAAAAAUAGCUCGACCCAAUGUGUCUUUUAUUUUAAAUCAUCUUGU
Tet-1-1 GGGAGUGAUGUUUUAUAUGACUAAUAAAGAAAAAAUUUACAAUUUCAUUAUAGAAAAGAGUAAGGAAUUUAAUCUUCAGGAUUUUUUGAUAAAUAGAAAAGGUGGGGUCACUACAGAAGAAAUAGCGCAAUUGCUAAAAAUAGCUCGACCCAAUGUGUCUUUUAUUUUAAAUCAUCUUGU
Tsi-1-1 GGAAGUGGUGUUUUAUAUGACUAAUAAGGAAAAAAUUUAUAAUAUUAUUGUAGAAAAAAGUAAAGAAUUUGAUAUUCAAAAAUUUUUGAUAAGUAGAAAAGGUGGAAUCACUACAGAAGAAGUAGCACAAUUGCUAAAAAUGGCUCGACCAAAUGUGUCUUUUAUUUUAAAUCAUCUUGU
Tet-2-1 GGUGGUGUUUUAUAUGACUAAUAAGGAAAAAAUUUAUAAUAUUAUUGUAGAAAAAAGUAAAGAAUUUGAUAUUCAAAAUUUUUUGAUAAGUAGAAAAGGUGGAAUCACUACAGAAGAAGUAGCACAAUUGCUAAAAAUGGCUCGACCAAAUGUGUCUUUUAUUUUAAAUCAUCUUGUAAG
Twi-1-1 GGAAGUGGUGUUUUAUAUGACUAAUAAGGAAAAAAUUUAUAAUAUUAUUGUAGAAAAAAGUAAAGAAUUUGAUAUUCAAAAUUUUUUGAUAAGUAGAAAAGGUGGAAUCACUACAGAAGAAGUAGCACAAUUGCUAAAAAUGGCUCGACCAAAUGUGUCUUUUAUUUUAAAUCAUCUUGU
Pth-1-6 AAAUUUUUGGGAUAGAAUGGGGUGUUUUUGUUGUUAUGUAUAAGACGGGUGUUUGCAAUAGGUGCAUAAAACUAUUAGUUAUUUUUAGUAGAACAAAUGUUCGACGGGGGGGGGGGGGGUAUUAGUUAGUAAAACUACCAUUAAUAUCCAUAAUUACAAUAAUUUAUCUUCUCCUUAUAU
Dal-1-8 GCCAAGCCCGAGUAAUAAUAGCAAUAUAACAAGAUUAAUGGUAACGGGAACACACUUAAAAUAGGAGUGGGGUAAUGAAAAUUUCAUUAACAACUGCUUACCAGUCAGACCGCGCACUGGAAAUUAUCUUUUCUUCUUUGCGCUGGUUUUUUUUGAUAUUGUCAGCAGUUGUCUUCUUCU
Dal-1-9 CCCUGGUAAUUCACUGGGGGGGGAAUAAUUAUGAAAAUGCAUUCCGCAAAAAUUUGUGUACUGUUGACCUUUUUAUUUAUUUUCUUUACUGCCACCAUCACUGAGGCAGCCACACACAGGCUGUAUGGCUCUAACCGUUAUGAAACGGCCGUUGAGAUAUCCCGCAGCGGCUGGGAUGCC
Sli-1-2 GUCAGCAUGGCAGGCGGUCCUGGUUUUUUGUUUGGGGAGGGGUAGCAGUGUUAGCCAGCAAGCGGGUUCUUGCCGUAGCAUUGGCGUUAAUGUUUUCUUUAGGCACUGCGUAUGGAUAUGUCGGUAAGGCGUGGGCCGAAUACAGUGUCAGUUUCGCCUCACCCUCAAUAACUAUUACCG
Tsa-1-1 UGUAAAUCAGUUGUAAUUAAAGAGAAGGUGGUGCAUCAAAAUUAUAUGAAUAUCAUUGUAAAGUUUAACGAAAUUUUAAAUAUUGUUUAAGAUGGAGUUGAAAGUAUGAAAUGGGCAUUUAUGAUUCAGUAAUGGGACUGCAUGACAGAAAAUAUGUUGAAAAAAGGCUAAGUGAACAAA
Txy-1-1 UUAUAAAUCGAUGAAAUUAGAGUAGAAAAGAUGAUGCAAUAAAAUUAAAUAUUAUUUAUGAGACAAGCGGUGUAAUGUCAAGUAGUAUUUUUUGGAACCUUGAAAAAUAAAGGUCUCAAAAGCUCUAAAAAAGGCAACACUUAAUAAACCUACCAUAAAUUGGAUAAUAAUGGAAGGAAC
Dca-1-3 UGCCAAUUAUUGGGGUGAAUAAAUGCCGGUAUUUACAUACAAAGGUAGAAGCAGUGAAGGUAAACUAGUUUCAGGUGCCAUGGAGGCAAGUUCCCCAAGCGAAGUUGCCGGUACUCUACGACUUCAAGGUGUUUAUGUUACGGAUAUUUUAGAGACCAAGCAAAAGACAGUUAGAGAAAA
Ddi-1-4 GAGAAAAUAAUGUAGGAGGGUACGAGAUGGUCAAAAAGAUUAAACUCAAAUGUCCGAAUUGCGGACGUCGAAUUGCUGAUUACAGCGGAAAUGCUGAGGCGUUAGCCUUGGUGGCUGAAACGAGUGAGGCCGAAAGCGAUGUUCUCAGCUUGAAAUGCCACCUGUGCAAAUCUCAGGUUU
Dgi-1-5 GAGAAAAUAAUGCAGGAGGUAUGAGAUGGUAAAAAAAAUAAAGCUCAAAUGUCCGAAUUGCGGACGCCGAAUUGCUGAUUACAGCGGAAAUGCUGAGGCGUUGGCCUUGGUGGCUGAAACGAGUGAGGCCGAAAGCGAUGUUCUCAGCUUGAAAUGCCACCUGUGUAAAUCACAGGUUUC
Dku-1-9 UUUCCCCUGGAGGGAUGUGAUAACCGUGUCAGACCUUUUUACCUAUACUUCUCUCGGAACCCUGACCGGGGCGGUCACGGCCACCGUUCUCGUGGUGGAGUUCCUGAAGGAGCUAGGACCGUUAAAGCACCUGCCCACCCGCUGGCUGGCGCUGGCGGUGGCGGAGGGAAUAGUGGUGGU
Dsp-1-8 CAAAAAAAUUAUUUGUAAUUGAAGUUUCCUAACUAUUUCUCAACCAUUGGCUUGCUAUACUCUAAUUACAGGUUGCAACCUGAUACAAAUAAAUGUAACAAUUGAAAGGAGCAAACAACAUGUUAUUUACAAAACACAAAAAGAUUAUCGUAAGUCUUGCAGUAGCAGUAAUGUCUUUGG
Hmo-1-1 UUGCCAAGGCGGAUAAUUUUCGGCAAAAUACGACACCCAUGUGAAUCUUGGCACUGUUAAAAGCAUCGGGAGGGCUGACACAUGAAAAAAUCUAUUGAGAGGUUGGAGUAGCUGAAUUUGCGUGCUAUCAAGGCAUCUGCAGCGCAAGAAUUAUUUCUCUCGGUUGGAAUAUGCACCUUC
Sgl-1-6 GAGCUUUCAUGCGGGACGGUUUACCGUCGCGGCCCGAUGUUGCCCCCCUGACAUCCGGGAUGCGUGGUCAAAUAGGAUGUUUUUCAAAAUAGCUACCGCUGAAUUGAUUGAUUUGGUCUGGCGGCAGAGCUACUGCGGCGGGGCGGCCAUGCACAUUCAUCCGUUACGCCAUAAGCUGCG
Csa-1-4 UCAUAAGCAGUUUUAGCUGAAUUAUUUGAAGUACAGACCUCUUUCGCUGUGCGCCAUAGCGAAAGGGGUAACCACAUGAGCAUUCCAAACUUCCAUCCUUUUCGGGGGUGGAAAUAGAGACGGCGCACGACAAAUUCAUAUAGGUAAAUAUAAAAAGACAGCAUUUUGCUUUUACAGGCA
Csa-1-5 UCAUAAGCAGUUUUAGCUGAAUUAUUUGAAGUACAAUCCCCUUUCGCUAUGCGUAAUAGCAAAAGGGGUACCCAUAUGAGCAUUCCAAACUUCCAUCCUUUUCAGGGGUGGAAAUAAAGACGGCACACGACAAAUUUAUAUAAACAAAUACAAAAAGACAGCAUUUUGCUUUUGAUGUGA
Dha-2-4 GCCAUCUUUUUACGGCUUUUGACGGAUCAUUUGGAUAUCGGGAUACCGGCUUUCGCUCCGCACUGAGGCGAAAGGGGCAUCCCUAUGGGUAAUAACAGCCGCCCUCCCGCGUGGAGGUGGAAAUAAAGACGGCGCAAUCCGUACAUACCACUUUCUACAUAAACAACUUUAUAGAUAUCA
Sgl-1-7 CUCACUUUUUGUCCCCCUUUGACGGUUUUUGAUGGAUUAUUUGGAUAUCGGGAUACCGACUUUCGCUUUUUUCAGACGACCGCUUUUUGUGUGAACUGGCUGUUGUAAAGCUCGAAAUAAAACCCUUUCCGCGCAAGCAAUUCCUGAUGAUUUCCCUGCUCGAUGAUGGCUCCGUGAUUC
Toc-1-5 UUGUUUUCGGAUAUAGACUCGGAAAGGGGGGCACUUUUUUGGUAUGGGGAUGAAACCAAAGCUUAGGGAAUUAAUAUAUAGGGCAAAAGACGGCGAUGAGGAGGCCCUUGUCCAGCUAGUUGAAAGGUUUGUGCCCAUAGUUAAAAAAUACACGCGCAGGGUGGGUAACGGAGAAAUGUA
Csp-2-1 AUUUGUGGCUUUUGACGGAUGAUUUUGGGGUAUCAGAUGCAAAGGUUUUGCCACGCUCCUGGUGAAAGAGGUACCCUUAUGACUAUUCCCUGCUUCUAUCCUUUUUGGAGGUCGAAAUAAAGACGGAGCACUUCGUACAUAUGCCCCUCCACCACCUACUCAAUAUAAUUUUAAGCCAGU
Dsp-1-9 UUUUAUCCUGAGCAUAGUGGAGUUUGCUAAUAUUUAUUUGUUUUCUAAUAAUGCGUUUAUUGUUGCAGUAAUGAUUUUCAGCUCACGCUCAUCACAUAAAUGUUUUAUUAAGAGGAACAGGAUCAUGAGUACUACAGGGGUGGAUAUAACUCAUACCAUGUAGAACAUUUCGCUCCAAAU
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Dsp-1-10 UUAGACGUAACGAGGGAAUUCCAUAAAUUUGAUGCCAGUAAUACAAUGACAUAUUUCAAUAAAAUAUGACCGUUAUAGCCUUAUUUUUCAUUUCAUGUGAGUGAGGUGCUGGCAAAUGGCAAAUGGAAUUUUGAUAAUAAUAGAAAGGCUAGAGUAGCUGAACUAAAAAGAUAUAAAGGC
Sgl-1-8 AUCUGUCUGUCGGUUUUUGACGGAUAAACAGGAUAUCGGGAUACCGGCUUUCGCCAUGCUCCGGCGAGAGGGGUAUCCUAUGGGGUUUUAUACUUAUAAGAGGUGGCAAUAGAGCAGACAGAGCUCGUACAUAUUACCCACCACCCAAACAAUCUCAUAUUGUAAUUUUGAAAAAGUCAG
Pth-1-7 UUUUGCCUCUGUGGAGGUGACAAAACUUGCAAAGAAAACCGAAACUCCGAGAACUGAUUGCUCUAGCGAAGAGUGGUAAUGAAGAAUCUAUGACCCAGGUUGUUAAACGCUUCAUUCCAAUCGUCAAGAAAUACAGCCGUCAGCUAGGAUACGAGAAGGCUUGCUCCGAUUUGGUGACUU
Tma-2-4 UUUUGUCUCUGUGGAGGUGACAAAACUUGCAAAGAAAACCGAAACUCCGAGAACUGAUUGCUCUAGCGAAGAGUGGUAAUGAAGAAGCUAUGACCCAGGUUGUUAAACGCUUCAUUCCAAUCGUCAAGAAAUACAGCCGUCAGCUAGGAUACGAGGAGGCCUGCUUCGAUUUGAUGACUU
Csa-1-6 UUUUAACGGAUGCUUUAGACUUCGUGAUACCGACUUUCGCUAUGGCUAUGGCGAGAGAGGUAUCCACAUGAAAAUAUUCCGCUUUUAUCCCUUUUCGAGGUGUAAAUAAAGAAAGAACAUCUUAUAUAAAUUCCUAUUCAAACUUAUCAUUUAAUCAUGUAAAUCUAAAAAAGUCAGUAU
Csa-1-7 UUUUGCGGUUUUUAACGGAUGCUUUGGACUUCGUGAUACCGGCUUUCGCUAUGGCUAUGGCGAGAGAGGUAUCCAUAUGAAGAUAUUCCGCUUUUAUCCCUUUUCGAGGUGUAAAUAGAGCAAGAACAUUCGAUACAUACUCCUAUUCAAACCUGCAAUUUAAUAGUGUAUACCUAAAAA
Dha-1-4 UUUGCGCAAUUUUACAACUAUUAUCGGUUGUGUUGGGUGGGUGGGCGCUAUGAGAGAUGGCGAAAAAACUCAAUGUGAGGAUUUGAUAGAUAAUCUCCUAUGCGGUAGCCUGAAAUAUAAACCAGCCAUCCUUAACCGAAAACUGAAAUACACCGCCAUGCUUUUCCACGAUAUGAGCGA
Dha-1-5 GCUUUUAACGGAUGCUUCAGGUAUCAGGAUACCGGCUUUCGCUGUGCUAUAGCGAGAGAGGUAUCCGCAUGAAGAUAUUUAGGUUUUGUCCCUUUCCGAGGUGUAAAUAGAGACAGAGCAACUGGUACAUACCCUCCUUCACCUCUACAAUUUAAUUAUGCAAGGUUAAAAAAGUCAGCA
Ova-1-5 UUUUGCCGUUUCUAUGGCUUUCUGCGGGCCAAACAGAGCAGCGGAAUUUGUGUUAUGCCGAGUGAUUGAAAGGACUCGCCAUGAAGCUAUCUAUAAGUUGCGCCCGGAGGCGAAAAUAAAGACGAAGAUAUCAAAAGAAACGAUAUACCACGCAUAAUUAAAUGUGAUUGCAAGACAGCA
Dha-2-5 ACAACAUUGAUUAAUGCUUCUCAGGUCUGCCUUUUGCUGACAUUUGUACUUGGCGAAAGGGGGCCUCAGGAUUCGUUGCCGCGCUUACCGUUAUCAAUUCAUCAGGAGGUCGAAAUAAAGACAGAGCACUUUGUCUAUACGGCCUCCCAUCAAUUCAAUACCGCCGAAAACCAGCACUUC
Dyo-1-4 AACAUUGAUUAAUGCUUCUCAGGUCUGCCUUUUGCUGACAUUUGUACUUGGCGAACGGGGGCCUCAGGAUUCAUUGCCGCGCUUACCGUUAUCAAUUCAUCAGGAGGUCGAAAUAAAGACAGAGCACUUUGUCUAUACGGCCUUCCAUCAAUUCAAUACCGCCGAAAACCAGCACUUCGC
Dha-2-6 UCCGCAACGUUUGAACAAUGUUUCUUAGGCCCGGCUUUUGCCGCCUUUUGUUCUUGGUGAAAGGGGGCCUUUGUAUUCGUUGUCUCGGCUUGUGUUACCAACCUCACAACAGGAUAUCAGAAUAAAGAAAGAGCACUUCGUGUAUUCGGCCUCUCAUUAAUUCAAUAUUGCCUAAAACCA
Toc-1-6 UUUGGUUUCAAUGUUGUUUAUUGCAUAAUUAAAAUGGACAGAGUUGCAAAAUAAAAUCCCCACUUUUGCAACUCAAAAAUCCCCAAAUUUGCAAAGGUCAUUGCAGGCACCCCUAAAAACCUUUACCCUUGUAGUUAGGGAAAUCUUAACUGCAAGGGAGGAUUGGAGGAUGCUCACAAU
Dre-1-6 UUAUCAAAAGGCCCUUAAAGGCACAUUAGUAUCCGACAAAGGUGAGCAACGUACUAGAUUACAGAAGAUAGAAGAGUUAAAACAAAAAAUAGUUGGCGAGGGGUAUCAGCCCUCCGAGGCUGAGCACUUUUUAAAAAUGGCCGCAGGUUCACGCAAAAUCGAAAAUCUAGAUAACCAGGA
Rob-1-1 AAUCUGAAUUAACAUAUGCGGCCGUUUAAUUUAAUUAAACGGUUUUUUUGUGUGUUAAAAUAUGAAUAACUCUGAUGUUCCGGCGACUGGAUUGCUGUGAACAAUAUUGUAUUUCAUACGUCGAUAUCUGAAAGGUGUGAUAAUAUGAAAAGAAAAAUGAAAAUCAAAGAAUUCCUUACG
Ccl-1-2 CUUUAUGUAUACAACCUGAAUUAUUUAUAGCAAUGAUUUCGAGCCAUUAUGACUAUGAUUUGCCGGAAAAGUGUUUACAAGUUUGCCAAUAAAUCCUGAAAGGAAGUGGUGAGUUUGUUACCGGCUAAAGUUGUAAUGGCUGAUGAUGAACAUGGAGUAAUGCUGAUACUCUGCUCAAUU
Ccl-1-3 UUCCUUUUAUUUUACUUGAUACAUAUUGAUUUUUUAGAUUUGAUAUCGUGUAUUUGAAUGUAGAUAAGUGGGGCGGUGCAAAGGAUGUCGAGCUACCAAUGUCUUCAAAAUUGCAGUUACGGAUAACAAAAAAGGAUAUCAGGCAUCAUUUAGUUUCUAAUAAAGCUUUAACUGUUGCUG
Csp-2-2 UAGAGAAUAUAUGUAGGAGGGUACGAAAUGGUGAGAAAGAUUAAGCUCAAAUGUCCAAACUGUGGCCACAGGGUAGCAGAUUACAGUGGCCAAUUCUGAAGCACUUGCACUGAUAGCUGAAACGAAUGAGUCGGAAAGUAAUGUUGUAAACGUAAAAUGCCGCUUGUGCAAGUCGCAGGU
Dac-2-4 UGAUUAAUAUAAUUCGUGAAGGGGAUGGUUGAUUUUAGUUAUUGUUUGUUGUCUACCAAUGCUUGAAUUGUUGCAGUUGCAAUCUUUAGCUCCCGCUCAUUGCAAAGAUAUAAUAAUCGCACAAGAUGUUCAACCUCGGUAUCAAUAUUUUGAUUUUCGGGAUAAAAGAUUGUAUCCGCU
Cph-1-2 AAAGUUCGCAAAGUGAGCAUUUUCCUGUUUAUAGAAAUUGCUUUACCGAUUAUUAAUAAAUAUUUGUAAUGGAAAAGGACUUGCUUGGAGAAAUAUAUGCUAGACAAAAUAAAAAUAAAGAUAAUUUUAAUCAUGGGAGUAGUAUUAUCAAUUACCAUAAUUGCUAAUUAUACAAUUAGU
Sgl-1-9 UUUUUUAUUUUUGAAAACAUUUCUUCAAAUCAUCUUUAUUUUCAUUGCGGGAAGGGGAAAAUCUUGUGCGACACUUGAGAAAGCUUUUGAGGACCGCUUUAUUCACACUUAUGUUAAUAUUGUUCAUGGCAGAGCCGGCCUUUACCUAUGCCGCCGGCAAUGAAUGCCGUUUGGCCGGUC
Dal-1-10 GAGAUUUCGGGGGGCGCUUAUGAAACUGCGGAGAUUGUUGUUCAAUGAUGGGCAGACAAGUAUUAAAGGCAAAUUGUAUCGGCCUAUUUUAUUAUUAUUAAUCUUUUUUGGGGUAAUCUUUAUUUCCGUGAUUAAUAUUAAUAUGAAACGGGUGGCAAAUCAGGAGGCGUACCGGCUUAG
Dru-1-4 UAGGUUGUAAACAAAUGGAUUGGGCUAAUUGUUUCAGUUGCGAAUGCAUUAAAUGCCAAAUCAUGAGUUGUUUUAAAUGUCCUAUUGAAAAUUGUGUCAACCUGAAUCAAAGAAAUUGCUUGGAUGCGGAUAAUGAAUCUCUGUUAAGAGAACUGGCGGAAGCUUAUAAUACCUUAUCCU
Dsp-1-11 UUAUGCAAACAAAUAAGUAAAUUGAACUUUUAAGAGAGUAAAGUAGUAUCAUUCACAAUGUUUAGGGGGGAAUUAAUUUGUCUAUGAAUCCCAGUUCAAAUUCCCUGGAACUGUUCGAGAUCUUAUUCAGACAGUACUAUAGCAAGCUAUACCAAAUAGCUUAUUCAAUAACUAGAGAUA
Dme-2-7 GGAAUUGUGGUUUUGAUAACUUAUUUGGAACCUUUAUCGACGGCAAUAUUCCAAGUUGGAGAGCUUUCUUCGCUUGAUUUGUUUGAUAAACAAGGAAUACUUUUGUUAUCUAAAGGCAAGCCUAUCACAGCGAAUAUUCUAGAACUUCUCCGGAAACGCAAGCUUUACACCUUAAAAUAU
Dor-1-5 GUGCAUAAUCAGGAAAGUACUCAUAUUCACAAAAAGGUUUUAAAGAUUAUUGAAGGAGGUUAAUUAGGAUGGUUUUCAGGGAUAUGAAAUUAAGAAACAGAAUCAUGAUUUCUACCGGCUUUGUGGUCAUAGUUUCCUUUGUUAUUGUUAUUUUUCUUGUCGGGAUAAAAGCGCAGACAA
Dor-1-6 CUAGGAGGGAAUUUGGUUUUGAUAACAUAUUUGGAACCUUUAUCAAUAACUUUUGGUGUUGACGAGCUUUCCUCACUGGAUCUGUUCGAUAAACAAGGAGUACUUUUGUUAUCAAAAGGUAAGCCCAUCACACCAUUCAUUCAUGAGCUUCUGAAAAGGCGCGAAGUAUAUACUUUAAAA
Cth-4-3 UAUAUUUCCUUAUACCUACUUUUUUUUUAGCAUUUUAUCCUGUCAAGAGUCUUGAUAAAAUCCAGCUUGGUGUAGUUUUUUUCAAGUCUUUCUUUCAUAUACCGUUGUGAAACUUUGCCAAGUUCGUCCAACACACUCUCCGAUACCUCAAAACUGAACAAAUUGCUCAUUUUACUGUGC
Cth-1-3 UAUAUUUCCUUAUACCUACUUUUUUUUAGCAUUUUAUCCUGUCAAGAGUCUUGAUAAAAUCCAGCUUGGUGUAGUUUUUUUCAAGUCUUUCUUUCAUAUACCGUUGUGAAACUUUGCCAAGUUCGUCCAACACACUCUCCGAUACCUCAAAACUGAACAAAUUGCUCAUUUUACUGUGCA
Cth-2-3 CAGGUAUAUUUCCUUAUACCUACUUUUUUUUUAGCAUUUUAUCCUGUCAAGAGUCUUGAUAAAAUCCAGCUUGGUGUAGUUUUUUUCAAGUCUUUCUUUCAUAUACCGUUGUGAAACUUUGCCAAGUUCGUCCAACACACUCUCCGAUACCUCAAAACUGAACAAAUUGCUCAUUUUACU
Cth-3-3 CAGGUAUAUUUCCUUAUACCUACUUUUUUUUAGCAUUUUAUCCUGUCAAGAGUCUUGAUAAAAUCCAGCUUGGUGUAGUUUUUUUCAAGUCUUUCUUUCAUAUACCGUUGUGAAACUUUGCCAAGUUCGUCCAACACACUCUCCGAUACCUCAAAACUGAACAAAUUGCUCAUUUUACUG
Ccl-1-4 UCUCUUUAAUUUACCUAUGCGAGAGACUAAUGCAAAGGAAAUAGGUCAUUAAUAUUUCCUUAUACCAUAUUUUUUAUAUUAAGAGCAGAGUUUUUCUGCCUGUAUUUUUAUGUAAAUUUAUAAUUUAUUUAAGUGCCUUUAAAAAGUUCAAUUUGUUAUAUUCUUUAUCCAGCCUAUCCU
Ace-1-2 GAAUAUUUCCUUAUACCAAUUUUUUUUACAUUGUUAAAAAACGUUUAAAGAGUUUUAUAACUCUUUUUUUAUUUCGCCUCUUUCGAACGAAGUGAAAGAGGCAAAAACUUUGGGACUCGAUGUCCCGGAGUUUUUAUUGCCUGUAAUAGAGUAUUACUUUCAAGAAUUUAGUGUCUUUAA
Ccl-1-5 UAAAUAUUUCCUUAUACCUAUUAUUUUUUAUGUAUACAAUAAGAUUUAAAAAUAAAAAAUCAGAGGGCAUUAGCUCUCUGAUUUUACUUUUAAUUUAUUACAUUCCGUUUCACUCGGACAGCCUGAACAACAGCAGCAAGAACCUUUAUUUUUAUAUUUUUUAUAUGUGUUAUAUCCAGC
Ace-1-3 CUAAAUAUUUCCUUAUACCAAUUUUAUUUUAGCCGGAGUAUAUGGUAACUAAAAAAAUUACAGCAAUAAUAAAGUCCCCUGCAAAAGAGGACUUUUUAUUUUGUCAAAAUACUAUUGUUUAUUAUCUAUCCUUUACUACAUCGUAAACCUUCUUGGAAAUCUCUGCAAUAACGUUACACG
Ace-1-4 AUUAAUUUCCUUAUACCGCUUUUUUUAUGAAAAUUAUGAAUAUUCUUAAUAAAAAAACGAGUCGUGUAUUUAUGAUACAACUCGUUUUUUUUGAGUAAUUUGCGAAGCAAAUGUCCAAAAAUCGAGUAGGGCUAAAUUCGUCCGAGACUUUGAUUACGCCUAUUUUUCAUCAUUUCUAUU
Ccl-1-6 UAAUUUCCUUAUACCGCUUUUUUUAUUUACUGAUAUUUAAAUACUUUUAAAAUAUAAAGGCCUUCCUGUUUUCCUAUUAACAGGCAAGGCCUUAUCUAUUGCGAUAAUUGCUGUAUUAAUAAUCAGUUUGUCAAAUUAUGCUUGAAAGCAUAAAUAGCCGCUUGUGUUCUAUCGGAUACG
Pth-1-8 AAAAAUUAAAUUCGCGAGGUGUAAAAAAUGAAAUUAAAAGUUGGGGCAAAAAUGUUGGCGGGGUUUUUGAUUGUUCUUGCUUUUCUUCUUGCGGUUGGAGUCACAUCAGCUUUGUUUAUGAGAUCCAUAGCUAAAGAUGUUGAAACAAUCAACACCAUUAAAAAGGAGCUGGGAUUUCAA
Lba-1-4 UUUGUUUACAAUACAUUGUAAGCGAAAAUGCUUGAUAAAAAAGUAUAACGCUAAAAAAAUAUCAGGUAUUGUGUCAAUACAGAAUUGUGUCUAAUGACAAAUUAAAAUAAAAAGGCAGAGAAAGCAACAUUGGGUAUUUAUAAAUAUAGGCAUAUUAAACCAAGAGGGGAGAAAUGAAUA
Fpr-1-1 CCAAAGUACAAAACGCAGAGCGUUGUACCAGCCAUUUGGCCGGUGCGGCGCUCUUUUUGCUUUGUGCGGGCAUGGUUAUAUUUUGGGAGUAAUUCAUAAAAGGAGGAUUUUUAUGAAAAAGCGUUUCGUCAGCUUGUUGGUUGUAGUAUGUAUGCUACUUACACUAUUUCCGGUGUCAGC
Csp-4-7 UUUUAAUUUGUGAUGACACUAAAUUUAUGAGGGUCACCCUAAAGAAUUCUUUAGAAAAGGAAGGCUAUCAAGUAGUUGAUGAGGCAGAAAAUGGGGAAAUGUUAAUUGAAAAAUACAAGCAGUUAAAUCCUGAUUUAAUAAUUGUAGAUAUUACAAUGCCCGUAAUGGAUGGUAUUAGCG
Cbe-1-4 AAAUUUUAAUUUGUGAUGAUGCUAGAUUUAUGAGAGUUACUUUAAAGAAUUCCUUAGAAAAAGAGGGAUAUCAAGUAGUUGACGAGGCAGAAAAUGGAGAAGUGUUGAUUGAAAAAUAUAAGCAAUUAAAUCCUGAUUUAAUACUAAUGGAUAUUACAAUGCCUGUAAUGGAUGGAAUUA
Ece-1-5 GUAUCUAUUUACAGGUUUGUACACAACAAAAAGGAGCGUACAGGAUGAAAAACAAAAUCGUAAAGGCACUUGUUUUAGCUUCAAUCGUAUCAAUGACAGCUACAGGAGCAGCGGGACUGACGUUUGCGGAGGAUACCACGGGGAAAACCACGGAGAAUAGCGUCGAUACUUCUACAACAG
Rsp-1-1 UUUAUUUUAAAGAAAGGUUGAGAAUAUCAUGUCAGAGCAUAGGUGUAUGCUUAACAAAAUGAAUAAGAUUGAAAUAUAUGUCGCAAAUGAAGAUACGGAUAUUAAUCCUUCAGUUCAGGAAGCUAUUGAAUAUGUACUGAAACAGAAUGAUCCGGUGGGAACAGUCGCCGGUUAUUAUGA
Esp-1-1 AUUUCAUAGACGUAACAAUAAUGAUUUUAUCAGGAAAGAAUGAGAAAAAUAAAAGUAUGAAAAAGGCAAAACGAUGACUGGCAACAGUGGGAAAGAAGAACGGAGGCUCCGGCCCGGCACAUUGGAAAAUAAAAAAUAUGGAAAAUAGUAUGAUAAGUGAAAAGCCCUGCGCAGGACCGG
Dfo-1-1 ACUUAUCCACAGAAGAUGAAAGGAAAAGGAAAGUUAUGAAAUUGAAAAAAAUAUUAGGUGUAUCUGUUGUAACUGUGCUGUUAUGUCUUACGGGCUGUACGAAUAAGAAUGCGACGAGUGAACAUGAAGCAGUCACUAUUCUGGCACCUUAUAUAGAGUGUGAUCGAUUAGCUGAUCUGG
Rob-1-2 UUUCGCAGAUGUAACAAUAAUGAUUUUAUCAGGAAAGAAUGAGGAAAAUAAAAGUAUGAAAAAGGCAAAACGUUGUCUGACAGCAGUGGUGUCAGGUGUACUUGUAGCAUCUGCUGUCUUGUCUGGAUGUGGACAGUCAAAGAAAGAAGUAUCUAAAAAUGAUGAUCAUCUUACCGUUUA
Eha-1-2 CACUUGAAUAAGUAAUACAGAAGCUGUUUGGAAAAAUAUUGUGAAAAAUAGCGGGGAGGUUAUUGAUAAUUAAUGAAUGUAAAAUUAAAAUCUGGAAGUAAGCAAGCAAUUGUAGCCUAGAGGAGGGGAGAAAGAUGAAGAAGUGCAAAUUAGUACAGAAUAUAAUGAAUUUCAAAUUUU
Ast-1-1 GGUAAGAAAAAUGAUUAGCAAGAAUGACAAAUGUUUAAAAAGUAAAAAAAGUAUUGCGUUACUUCUGAUUUUAUUAUUAAUAGGUUUUGCUGUUGUAUUUCCUAAUUUUAUGGGUAACAGCAAAGUAAGUGAAAAUGUAUCUAUUGAAGAUAAUAAAACACCAUUAGCAUCAGGAGAAAA
Dfo-1-2 GUUGAUACGAAACUAUUAGUAAAGAUAAUUCAUGAAUUAGUGGAAAACAAUUUCACAAGGGAGAGCAUAUUGAAAAAAGAAAAAAUGGAACAGCUUCCGAAUAUCAAUGUUGAAUUUGUAGUAGGCAAUAAUGACCUGGAUUUCUACAAGUUUCUUAAGGAAAACGGUGGAUUGCCGGAU
Hhy-1-3 AUGUCUAUAUAAUUUUUUAACAAGGGGACAGGAGAUGAAAUUAUGAAAACAAAAAAAAUAUUAUCAAGCAUUAUAAUAACUUUUCUAUUUUUAUUAUUCUUUUCAAUGUUGAUUAGUGCAACAGAAACUAACAACAAUGAUUUUUAUAAGGGAGAAUUCUUUGUUGGUUUUGCAGAAUUA
Ame-1-11 AGGUUUUUUAUUUGGAAAAAAAUGAGAGGGAGAUAAAGUAUUUAGUAAAAUUAAGACAAUUGUGAGGCAUUAAUAAGAGAGACUAAAAGGGGGAUUAAAAUGAAAAGCAUCAAAAGUAAAUUGGUAAUCGUUUUUUCUAUCAUUAUUUUAAUAUCAUCUAUGGCAAUCGGAUUUAUUUCU
Dru-1-5 UUUUUAAUUCAUUUAAAAAAGGAGGACGAAGGAUGGACCGUCAAGAAAUUCGUGAAGCCUUUCAAAGGGAGCUGGAUGUGAUUUUGGACAUUUAUGAACAACUGGAUAAAACCACCGAUCCCCAGGUAAAGGCACAGUUGGAGAGAAGGAAGAGGGAGUUGAUCCAAUUACAAAUUGAGU
Dru-1-6 CAUACUAUGGGAUUUCCCGCUCAAAAUAAAAAGAGAGUGCCAUAAACAUAAGUAAAAAGCGGCAUUCUCUUCUUUUUCAUUUUUCCUUUCCAAAAUAGAAUUUGACAGCUUAUCACCCUGUUUUCCCUUAACCUUAAGCCUUAGAUUUCUCCGUUCCGUCUGCCGGAAGCAAACUCGCCG
Ace-1-5 AUUGCCCCUUCUAAAUGAGUAUUUGUUAGUAUAGGAAAUUUGAAGGGAGAGAAUGUUUAUGAAAAAUGCAAAAAGAAUUUUUGCAGCACUAGCCAUUUUUGUUUUUCUUUUCACUUUUGGAUUCAUUUUUAUCUCACCAUCUCCAAGUAAUGCUUCAAUUCCAACUCCUUGGCUUCAUGU
Dsp-1-12 CUUUGGAUUGGCAACCGGGUUAGAAAGGAAGAAUAGAUAAUGCGGAUUUUGGUUGCGGAUGAUUCCUCGUUUAUGCGGAAGAUAAUUCAGGCCGUGUUGGAAAGAGCGGGGCAUCAAGUUGUCGGUGAGGCUUCAGACGGCCAAGAAGCUGUUAGCCGAUACCAGGAAUUAAAACCUGAU
Dac-1-13 UCAAAUUACAUGAUGAAAGGACUAUGGUAAUGCGCUGUGUCAGUGUUUCCAACCUAAAACCGGGCGAUGUUCUGGAAGAAUCUGUUCUUGACAACAAAGGCCGGCCCUUGCUUACAAAAGGAAAUAUAUUAACCCAAAGACACAUUGAGUAUUUGCGCAAAUACAGAAUAGAAUCUGUGU
Mth-1-6 GCAGGAGGAGGGUUCUUAUGAGGUUUAAACUAUUUAAAAAAAAGGGACUGCAGGUAGAAGGGCCGGACCCCCGGGCUCAAAAGAAGGCCCGGGCCGGAGGGAAGACGGGCGGUUUCUUCAGCCGCUUGAGCCUGGGGGUCAGGCUGGCGACCGGGUUCUGCCUGGUCAUCGCCAUUUUUG
Aca-1-5 UUUUGUACUGCAUAUUUUCUAUGCAGUUUGACUUACGUUGCAUUUUUUAAGAUAAAAUCGACUCCGGCAGGAUACCGCCGGAGUUUUUUAUUUUAGUAUCAUGACAACAUAUCAAAUAAGGGGGAGAUUACUAUGAAACGCUUGAAAAAGCCUGCUGCGUGGCUGACCGCAAUAUUUCUU
Asp-1-5 UGGAUUUUGUACUGCAUAUUUUCUAUGCAGUUUGACUUACGUUGCAUUUUUUAAGAUAAAAUCGACUCCGGCAGGAUACCGCCGGAGUUUUUUAUUUUAGUAUCAUGACAACAUAUCAAAUAAGGGGGAGAUUACUAUGAAACGCUUGAAAAAGCCUGCUGCGUGGCUAACCGCAAUAUU
Sac-1-2 CGUUUCAACUAUUCUCUCAACACGGGAGGAUGCGGUUGAAUGCCUAUUCUCAAAUACAUUGCCACGGCUUUGCUCAUCCCUCUGGUCGCGGCGGUAAGUGCCCCGGUCGACGUCGGCCAAACCACGGCGUCCGAUGCCCCAUCAUCCAGUAUCACCGUACCCGUAUCACGGUCCGAUUAU
Dsp-1-13 ACAAGAGCAGGCCCUAGAUCCAGAAUGGAUUGAGUUGAUUUCUCUCGCUAAAAUGAUGGGUUUUACAAUUGAGGAACUCCGUAUAUUUAUAACAAGUAAAAACUUGCAGAAUAACUAAGAAAGAACGACAAUUUAGGUCGUUCUUUCUUAGUUAUAAUCUUUUGCACAUAAAUCAAAAUA
Ere-1-2 UUUAUUGAAGUAUGAGGUGACAAACUAUAAACAGUCAAGAGAAUUUUGAAAUUUUUUUGAAUUGUAAAAAGGGGUAACUUUAAUAAGCCAUCUGAAUACAUCGUAUUUCAGAUGGGAGAAAUUAGUAUUAAUCCACUAGAGAUUAACGAAGUUCCUGAGCAUUAAAGUCGAUAUCUUGGC
env-1 CACCAACAGGUGAAUUGGUAGAAGCGACAUUAGAAAAUCUUGAAUAUUAUGGAUAUAUAAGAAUUUUAAACUAAGUAGAUGGAAGGAAAAAAAUGAAUAAAAGUCAAAUGUUAAAGAUUCUUCAAGAGGAAGGAAUUAUAAUAAAAGAAGAAACUAAUGGGUAUACAGAAAUUAUGCAGG
env-3 UAAAGGGAGGAAAAAUGAGAAAUAUUACUUUUGCAAUUUACAAGGGAAUCGAAUACUCUGCUGGAAUUAAAAAAGAUGGUAGAAUUGUUUUGCGGUCAGAGGAUGAUGCUAGUAAAAAAGAGGGGUUUGUAGAAAAAGAGAUUGGAAAUAAUAGAAUAUAUAUAAAGUAUGUUCAAAAAG
env-5 AAAAGGAGAUUAUAGUAGAUUGGCUUCAUAUAAAGGAGAAGCAGCAGUUGAAGGAUGGGGGAAAGGAGGAGCAAUACAGUAUGAACUUUCGUUAACGGUAGAACAAUUAGAAAGAUUAGGAUUAUUAAGAGAAAUAAACUAGUAUGGAGGUUAGAAGAUGAAAAUAAAGGAUGCAAGAAA
env-6 GUUUGUCUAAUCUGAGUAUGUAAAUCCAAGGAUUCGGGACCGUGGGGCGGAUGAGCUGAGCGUUCGGGAGGUACAGAGGAAAAUGAAGCAUGAUAAAAACCAGUUUGUUGUCAAUGUAUUUACAAAUGGGGCUGAUCCGGAAUGGGAAAGACGGGAUACACAAGAGACUGACAUGGAUUA
env-13 AGAGUGUGAUUGAGGGGUAUACCACAAUAAAAAAUAUAGCUGAACAGUGGGGGAUGACACCAAGAUGGAUUCAAACUCUUUGUUCAAACGGAAAAAUACCCGGAGCCGUAAAAUUUGGUCGGGAUUGGGCAAUACCAAAAGAUGCGAUGAAACCAACUGAUGGUCGAGUGACAACUGGAG
env-14 AAUAACUGAAAAGCCUGAGUAGUUUUCCAUCAUUUUUCAAUCGACACGAUUUGAAAGGAUGAAGGAAAAUGAAGAAAGCAAUCAUCACCGUAUUAGCAGUAUUAACAAUCAUCGUAACAGCAAUGGCACCCGCAGCAAAGAUGGAUGCAAAGGCAGCAGCAGACCAGACUUCUACCAUGA
env-15 AAUAACUGAAAAGCCUGAGUAGUUUUCCAUCAUUUUUCAAUCGACACGAUUUGAAAGGAUGAAGGAAAAUGAAGAAAGCAAUCAUCACCGUAUUAGCAGUAUUAACAAUCAUCGUAACAGCAAUGGCACCCGCAGCAAAGAUGGAUGCAAAGGCAGCAGCAGACCAGACUUCUACCAUGA
env-17 CACAAUUAUGUAGACACCAUUUUUGCGCUCUUAAAACUUACAAUAAGAAAGCUAUUUUUAUUAUUUUUUCAAGUGCAAAGUAUUUGCUGCUAGAGAUUCGAAGUUUGAAUUAUAAAUAAUAUUAAAAGAUCAGAAGGGAGUGGAGAAGGCUAAUAAAAUAUAAUCAUAGUAAUUAGUAGC
env-18 AAAUUUUAAUUUGUGAUGAUGCUAGAUUUAUGAGAGUUACUUUAAAGAAUUCCUU.............................................................................................................................
env-19 AUCUCAUAGACGUAACAAUAAAUGAUUUUAUCAGGAAAGAAUGAGGAAAAUGAGAGUAUGAAAAAGGCUAAAUAUUGUCUGAUGGCAUUGGUGUCAGGUGUACUUGUAGCAUCUGCUGUCUUGUCUGGAUGUGGACAGUCAAAGAAAGAAGUAUCUAAAAAUGAUGAUCAUCUUACAGUU
env-20 UCUCAUAGACGUAACAAUAAAUGAUUUUAUCAGGAAAGAAUGAGGAAAAUGAGCGUAUGAAAAAGGCUAAAUAUUGUCUGAUGGCAUUGGUGUCAGGUGUACUUGUAGCAUCUGCUGUCUUGUCUGGAUGUGGACAGUCAAAGAAAGAAGUAUC..........................
env-21 AUCUCAUAGACGUAACAAUAAAUGAUUUUAUCAGGAAAGAAUGAGGAAAAUGAGCGUAUGAAAAAGGCUAAAUAUUGUCUGAUGGCAUUGGUGUCAGGUGUACUUGUAGCAUCUGCUGUCUUGUCUGGAUGUGGACAGUCAAAGAAAGAAGUAUCUAAAAAUGAUGAUCAUCUUACAGUU
env-22 AUCUCAUAGACGUAACAAUAAAUGAUUUUAUCAGGAAAGAAUGAGGAAAAUGAGCGUAUGAAAAAGGCUAAAUAUUGUCUGAUGGCAUUGGUGUCAGGUGUACUUGUAGCAUCUGCUGUCUUGUCUGGAUGUGGACAGUCAAAGAAAGAAGUAUC.........................
env-24 AUCUCAUAGACGUAACAAUAAAUGAUUUUAUCAGGAAAGAAUGAGGAAAAUGAGCGUAUGAAAAAGGCUAAAUAUUGUCUGAUGGCAUUGGUGUCAGGUGUACUUGUAGCAUCUGCUGUCUUGUCUGGAUG.................................................
env-26 AUCUCAUAGACGUAACAAUAAAUGAUUUUAUCAGGAAAGAAUGAGGAAAAUGAGCGUAUGAAAAAGGCUAAAUAUUGUCUGAUGGCAUUGGUGUCAGGUGUACUUGUAGCAUCUGCUGUCUUGUCUGGAUGUGGACAGUCAAAGAAAGAAGUAUCUAAAAAUGAUGAUCAUCUUACAGUU
env-27 UUUAUUGAAGUAUGAGGUGAAAAGAUAUGAAUGAAAAAUUUGAUUUUCUGCCACUUGGGAGCAUUGUAGUAGUAAGCGGUGGCAUAAAAAAAUUUGUGAUUGUUGCAAGAGCACUGCAGGUAAAUAUAAAUGGCUGUAAACAGUUCUUUGAUUAUGCUGCCUGCCCAUAUCCUGAGGGAA
env-29 UUUAUUGAAGUAUGAGGUGACAAACUAUAAACAGUCAAGAGAAUUUUGAAAUUUUUUUGAAUUGUAAAAAGGGGUAACUUUAAUAAGCCAUCUGAAUACAUCGUAUUUCAGAUGGGAGAAA...........................................................

....................................................................................................................................................................................
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alignment positions 704 · · · 799

Bca-1-1 GGGCGAGAUGACCUUCACCUGCACCCUGUGUGAGGAGAAGGACGUGCGCGUGGUUGAGGCCCUGGGCCACAGCUACGAGAACGGCGUCUGCACCGU
Bca-1-2 UUGCCGCCGACGAGUGGGAAGUCACCCUGUCGACCAAGGUCAAUGACAUCAAGAUUGAACAGCAGCCCCUUGAGGUUACCUUUGUCCUGGACGUGU
Tpo-1-1 GACCUGAUGACAUUGGAGCGGGACCUGGGAGUCAGAUUGACCAGACCGGGUAGAGGGAAUAAAGAAACCGGCCGGUAUAAAAUAGAAGAUACGUUC
Dac-1-1 ACCAAAGGAGAUGCAGUUAUUAUUGAACUGGAGACGAACGCUUUGGAUUUUAUGGGUGACCAACUUUCUAGUCACGGCCGGUAUGAGUUUGGUGAU
Ece-1-1 AAUCACAGGAUUUAGUGGAUUUAUUUAUAACAACCUUGGCACGGGAUAUAGAAAAUAUUACUAGUGUGAAGGACGCAUAUAACAGAAUAGAUACGG
Ece-1-2 UGGAUGAGGACGUUCAGUCCAUUGGAGGCGCGGUGGCCUCACUUGUAAGGAAACAGUUGACCCAGGAGGAUCAGAGCACGGUUACUGUCAGAACGA
Ece-1-3 GAGAGGAGAAAAUGUAUGAGUAACGUUUAUCGCAUCAACCUGGAAAAGAUGGAAGAGAUUGCAACAAGGAUUAAUUAUCAAACGAGGGAGUUAGAA
Cas-1-1 CCGAAUGGGGAAGCUUUAUCCCGAAGCUUCGGGAUAAUAUGGGGAGACAGGAAAAUUCACCGAGGGCAGAGAAAAAGCCUCAUUAUUACAUACGUU
Cba-1-1 GCAGGAUAUCACUUCCCGGAGUGACAGGGGCCGUGCUCUGUAUGGCAUUCAUUCCCAUCAUCCUCAUUAAUCUUGUGCUGAUUGCCAGCAGCUACA
Hpr-1-1 UAUAACUGCUAAAGAAUUAAAAGAGGCUUUAAAUAAAUUAGAUAAUACAGAUAAAAAAAUUGGUGAAGUUUUAGUUGAAUUAGGAUAUGUUAAAGA
Csp-6-1 CAGUUGUUUCGUGUACCUGCUUCGUAUAUCUGUCUGCUUUUUAUCUGAUCUUCGUAUCCGCUUCCGUGCUCUAGCGGCUGAUUUCUACCGUAGGGA
CDe-1-1 CCGUCCGGCAGCGGGUGAUCGCGCACAACAUCGCCAACCUGAACACCCCCGGUUUCAAGCGCUCCCGGGUCGAUUUCCAGGCAUUCAUGCAGGCGG
Hpr-1-2 AUUAAGUGAAUUAAAUUAUGAACUCAGAUAUUUUAAUAGAGCUAAAAAAGUACUCCAAGUUUUAAAAAAUAGUUCUCAGUCUGAAUUUCCUGAUUU
Ere-1-1 AUGAAAUUGAGGAAAUAUAUGAUAAAAAAACAUAUGCUGUUUAUGAAGGAUAUAAGUUUAUAGUAGUUGAUGAAACGGAAAAACAAAUUUUAAUAU
Sgl-1-1 GGUUGCGGCAGCGUAAUGCUGAAUGUGCUUCCGGUUUGGGUUGAGAAAACCAUUCUCACGAUUUUAUUCGUAGAUGUCGCCAUGGCGUUACCCCUU
Cci-1-1 UAUAGAGUUUUGCCGGGAGGUAUUCCGAAUCCGGCAGAAGAUGCAGCAAAACAUCUCCCCAAAGGAGGAAUAGAAAUGAGCAAACAAAAGAAAUGU
Csp-4-1 GAAUUAAGCGAACGUGUAAUAGUUGUUUUUAAAAAUCAAGCUGAUAAAAAUAUAGUUACAAGGGCCAGAGGAAGUGUAAGACGAGAGUAUAAACAU
Cha-2-1 GGGUGGCGGGAUAUCGACCUACCAUCGUGUUAUCCGGUUCCAUGGAGCCGGCGUUUUAUCCGGGGGACGUGAUUCUGAUUAAGGACACGGAGAACC
Bpr-1-1 GAAAGCUUACUACACAUCCUUCUCAGAGGGAUUACACGCAGCAGCCAUCCUCUUAGAGGAUGAAUUGUCAAACGAGUUUACUGGUGACUGGUACUU
Tpo-1-2 CUAACAGCUUUUUGCUCAUUGGUCUUGAAUCGCUGACCGGCGGAAAAAAGGCCUAUAUUAACUUUACAGAGAAUCUGUUAAAGACCGGCCUGCCGA
Dyo-1-1 AGUAUUAUUAACCCUGGCGGCAAUGUCCCUGGUUAGCUACAAAUAUUCGGAAACUGUACUAAAAAGCGAGAUCCAAAAUAAAAUGACCGCUCAACU
Cce-1-1 UCUUGAGCUUACUACCCCUAGCGAUGUAAAGCUUACUUGGAGCUCAGUUUAUGGUGCCACUGGCUAUACUAUAUAUGGGAUUAUUGAUGGUCAGCU
Tpo-1-3 AAUUGCCCCGAUCCAAUAUUUAUUGUCUGCAAUAGGGAGGGAGAGAAAAAUGAAGGUAAAGCUAGUGGCGAAAAUUUUACUGGGUUUUGCAGUAGU
Ame-1-1 UAGAAAAACUAAAUACUGAAUAAAUAAUGAGACCACCACUAAUCAGAUUUAAAUAAUUGAAGCUUUCCUUCAAAAAUACUGUGGCAAAUAGUACUG
Cst-1-1 AGUUGAUGAGGAACAAAACGAAGAACAACCGGAGAAUAAUUUAGAGCCUGAGAAUGAAGAAGAAGUAAUAGAAGAAGAACCUUUUGAAGAAGAGGA
Cst-1-2 AGAUGGAGGGACACAAGCACCAUCACAAGAUGAAGGAACACAAACGCCAUCACAAGAUGAAGGAACACAAACGCCAUCGCAUGAUGAAGGAACACA
Aar-1-1 AACAUGGAUAAUAUUACAGGUAAUCAGAGUAUAUCAGUUUUAACCAAAGCAUUAGAUGGUCUCCAACAGCGCCAAGAAGCUAUUUCAAAUAAUAUU
Cbo-1-1 AAACGCCGAAGAAGAAUAUAAGAGUGGCUGUAUUGAAAGCUUUGAUUAUAAUGAAUAUUUUAGGUAUCCUGAUAACCAUGUCGGAGAGCGUUUAUG
Eba-1-1 UUUAUCAAUAGAACUGGUGAUAUUUGUCAAUGAUCCAGAUAUUUUUAGUGAAAUAACAGAUAGUGACAAAUAUAUGGCAAUAGUAGAGAGCCUAAA
Tac-1-1 ACUAAGCUGGCAGCUUUCUUUGUCCUUAUGUCAAUUAUUCCUCUUAUAUGCAUGGGUGCUGUAGUUACAUAUAUAUUUAGGGAUGCAAUCACAAGC
Tpo-1-4 GCCGGGGCUGCAUAUCAUUUUGCAAUUUCCUGUUUUAGUUAUGUUAGUAACCUGUUUUUAUAAGCUAAAUAUCACAUAUGCUAUUCUGGCAUCUUC
Cbo-1-2 AGUAUAAAAAUUGGAGAAACAAGAUGGAAAAAUGAAUGAGAUAGACACUAUCUGUCAUACUGAAAAUGUAUAAUGUUUUAUAGGACGGAGGUGUCU
Lba-1-1 ................................................................................................
Lba-1-2 AUGCAAGACUUCUGGCAGACAUCAACAACUUAAGAGCAGAGCAGGGACUUCCCGCACUGACCCUUGACAGUGAAUUAAACAGCUAUGCAGCAGUAA
Cce-1-2 UAAUAUUAAUACUGCCUUAGUGGUGGCAAUAAUUGCUCAGUUGGCAGAGAUAAUUUCUUCUGAUUACCCUUAUUGGGGUUUUAUAUUUGUUCUGGA
Tpo-1-5 GUGCCUCCGGGGCGGGAGGCACUACCAAUUCGCUGUAAAAUAUACUAUAAUAUCAUUAGAGGAUUUAACAAAGGAAGCUCCUUAAAAAAGGAAGCA
Ova-1-1 AAUAGAACAACAAUUGUGAGAUACUUGAACAAAGUGUAACGAUCUUAAAAAUAUAAUGGGGUGUUACAAUGUUGAUUGAAUAUUUCAAGCAAUAUA
Dme-2-1 AAACAGAUGGGUAUCGGAGAAGCCUUCAGAGCUAAUUUUCUCGGUCACGCUCCGAGCUGGUACAAAACAAUAAUUCUUGCUUUUCUGGUGUUAAAC
Dyo-1-2 UCAACUGGCAACCCGGCAGAAUGCUACAGUAAGCGACUGACCUGUGACUAUUCGCAAUGUUGUUAAGCAACAAUAAAAUUUCUAAUUUGGAGGAGU
Dsp-1-1 AUUCAUCACAUUGAUUGGAACACCUUAGGGCUAUUGGUUGGGAUGAUGAUCAUUGUUGAUCUGACUCGAAGAUCAGGCGUCUUUACCUUUCUAGCC
Dme-2-2 AUCGUGUAGUAUUUAGUCUUGCGAACUGUGGAGCGAUACGCAAGUUCAGCAGUGUUAUUAAUGCAAAAAGUGGUAAUUCGAUAGAAUGCUACAAAA
Dac-1-2 UCACACAAGAUAAAGCUGUCAAACAUAUUGAUUGGAAUACUUUAGGGUUAUUAAUCGGGAUGAUGCUCAUCGUUGAUCUUACCCGCAGAUCAGGUA
Dme-1-1 UUCACUUUUUUGUCAAUGAUAUUUUUAUGGUCUUCUUUUUCGCUAUGGCGACAGUGGAAAUCACCCAAAGUCUAUUACCCGGUGGGGACUUAAAUC
Ddi-1-1 CUAAUUUGGCCCCGGAGAAUUACCACCAUUUUGUGCACAAUGAAAUUAUCGGGAAAAUAUCCCUUCAUUUCUUUGUUAAUGAUAUCUUUAUGGUGU
Dha-1-1 UUUUCGAUUCCAUUAAUUCUAGGUGUCCUUAUCGCACUUGUUUGGGCUAAUUUAGCGCCGGAAAACUACCAUCAUUUUGUCCACAAUGAAAUUAUC
Dde-1-1 GGCUAAUUUAGCGCCGGAGAAUUACCAUCAUUUUGUGCACAAUGAAAUUAUGGGAGACCUAUCCCUUCAUUUCUUUGUUAACGAUAUUUUUAUGGU
Aar-1-2 GGAGUAUGAAGCAACUAAGCAGGAUCUACAGGAAAUCAGAGAUGAAACAGCAGAGACAAUUCAGAAAGUAGACCAGCUUAGGCUAAAAAACCAGCG
Sth-1-1 CUUCCCAUCGCGGUCGGACUCCCUCAGCUCAACGGAGGGUUGCACACAUGGAGAACCCACUGAGCCAAGCGGAAAUCGAUGCCCUUGUAAUGAGUA
Dme-2-3 UUGUACGAUCAAUUCGAUCGGACGAUUAUGCUUCAGGUACAGACUGCCCACAGCCUAGUACAGGAUGUUUAUAAUAGUCAGCAAAAGGGAGAACUG
Tma-1-1 AGGAACGCCUGGCCAACGACCUGGCCAACGUCAACACGCCGGGCUACAAGGCCAGCCGGAACGUCACCGAGGCCUUCCCCGAGCUGUUCGUCGCCC
Dsp-1-2 GCGAGAAGAAGUUGUUCAGGGACAUUCUUUAGAAGAAAUUAGACAAGAUUGGGCGUUCAAACUCAAGCUUUCACCAGAAGAUAUUACGCUUGAAGU
Dor-1-1 GUAUCGAGAUACGUUGUACGAACAAUUUGACAGAACUGUAAAACUAGAGGUACAGACUGCUUACAGUUUAGUUGAAGAUAUUUACAAUAGUCAGCA
Eli-1-1 CUUUGGUAGAAUUGAUUGUAGUAUUGGUUAUUUUGGCGAUUUUGGCAGCGUUCACGAUUCCUGCGAUGUUGGGGUUUGUUGAUGAUGCUAGAGGGA
Osp-1-1 UGAGAACGCUGCUAAAGUAAGAGCAAAUGAAAUCGUAAGCAGUUUUUCCCACACAAGACCGGACGGAAGACCUUGGUAUACUGCUGAUGAUAAGGU
Mth-1-1 GAGGACCAUCGCCCACAAUAUCGCCAAUGUCAAUACUCCCGGCUUUAAGCGCUACCAGGUCUCCUUUGAGGACCAGCUCAGCCGGGCCCUGGGGCU
Dac-1-3 UGCCACUACAGGGAUUGAAGCAUUAUCAUUGGCUAAAACCCAGUCACCAGAUCUCAUAAUAUCAGAUAUUAAAAUGCCAGGCAUCAAUGGAUUAGA
Dor-1-2 ACGAUGCUGACUAUUUUGCCUUUAGUUUUGUUGACGUUAAUUAUGAUAUCGGUGAUUAGCUACAAAUUCUCCGAAACCUUGUUGAAAAAUGAGAUU
Dku-1-1 AAAUCUUCCGUCAGCUUUACGGAGGAACUGCGGCGGGCGCUGGGGGAGGAUGUCCUGCCGCUGGUUACCAGUGACCCCAGGCAUAUCGGGGCUCCG
Awo-1-1 UUGAUCAGCUAAGGUUAAUGCAAGAGCGUGAUUGGUUAACCGGUUGCUUGAGUAGAAAUAAAUUUAAAAAAGAAUGUGAAAAAAUUCUCGAAAAAA
Asp-1-1 AAGUACAUCCAAAAAAGUUAAAACAAAGACAUAUAAAUUAAAGAAAAAAGUAAAACGCAAAAAAGUCACAACCAAAAAAACGAAAAAACUUCUAAA
Eli-1-2 ACUUGAAACGCUCAUCACCAUCUCCGAAGCACUGGAGGUUCCUGUCAGCGCACUUCUUACCGAUUUCCCCGUCGAAUCCUUUACCAGCCGGAUUCA
Pth-1-1 GGCCGGAAUCCGGUUGGAAUGGCUGUAACUCAUCCCCGCCAUAUGGGAAAGGCCCCUCUCCUGAGCGAGCUUCAGCCGGUGGAAAAAAUAAAUAAC
Dac-1-4 UUAUUUAUUACAAAAACUAUUUACUGAUUCGACACAUUUAGAUUAGUUUUUCUACAUAUUUAUGUUAAUGUGUAAAUUAUAGUGGCUAUGUCAAUU
Toc-1-1 GCAUUAAGCUUUUGCGGGGGCGUUAUUAAAUCAAAACUUGAAUUUACUGGAGGGAAUGAGCUGUGUAUAAAGACGUUCGUAUCGAAGAAGUAGCCG
CDe-1-2 CGGGCGGUACGGCCCCGGCAGAGGAUUCUCCGCUGACCGACGGAGGUAACCACGGACUGGUGUGGAUCGAAGGAGGUCGGGUACAGGUUCGGAACC
Cpa-1-1 AUUAUAGUUUAUAUAAUUGCAGCACAAAACCUUGAGGGCUCUGCCCUCAAACUCCCGAGGUUUAUUUGCUUAAGGCUUACCGGUAAAAAGGAAAAC
Csp-4-2 UAAUAAUGUAAAAGUUUUAUAUCUUCAAAUAGACUACAGUAUAAAGUCUGAUGUUUAUAGAAGUUUCAUAAAAAAAGCUUCAUUAAAAGGAAUUAG
Cob-1-1 CAAAGCAGCCAUCUCAAACGGCUAUAUCCAGCAAUAACACAGGUUUUGGUACAUGGCUUUGGAACCCUUGGUUAAUUGUAAGCAGCAAAGAUGAGA
Chy-2-1 UCUUCGACAAACCAUUUUAUGCCGUUGUAUUCUAUUAUUUCUGUUGGCUGAUUUAUGUCAACUGGAAGUUCUGGAUUUUUUGCUGUUGAGAGAAUG
Dac-1-5 CAAUUUGACAGGCAGAUUAAGCUGGAGGUGCAAACGGCCUAUAGCCUGGUUCAGGAAGAGUAUAAUAAGCAACAAAAAGGAGAAUUAACACCGGAA
Lba-1-3 UACUUUUAAAUAACUGAAAAGCCUGAGUAGUUUUCCAUCAUUUUCAAUCGACACGAUUUGAAAGGAUGAAGGAAAAUGAAGAAAGCAAUCAUCACC
Hhy-1-1 GGAUAAAAGACUAUAAUAACUCAGGUUCAUUCAGCGCUAAAGAUAAUAGAUCUGAUAAAGAAAAAGAAUUAAUUAAAUUACAAAAAGAAAACAAGC
Hhy-1-2 AAAAAAUUUGAAGAACUAACCGGUUUAAAAAGAACUGAGAUAGUUGGUAAAAAAGUAACAAAUGUUUUAGAAAACAUUAUUAAAGAUGAUUUUGAC
Dre-1-1 AGAUACUGGAUUUGACUUUAUCCAGCAAAUCAAGGACUUACAUAGUGGAUUAAUUAUUGUUUAUACGGACCAAGUUACCAAGGAUGAUUUAAUGGA
Aca-1-1 UCUGACUGGAUCAGACGGAUAUCCGUCUGGAGACGGCAGUACAAAGGAGCAGCCGCUGCAUGAUAUCAAUGCGGCAUUUCGGGCUGCAGCAGACGG
Asp-1-2 UUGUCCAAUUAUUAUGUGGGACAUAUACAAAUAUAUUGAGGGGGAACAAAGUUGAAUUUAACAGGAUUUAGAAGGAUCACAGCUUGUUUCCUUGCC
Cbu-1-1 GGAUAUUACUAUGCCAGAAAUGGAUGGAAUAGCUGCACUUAAUAAAAUCAUUGAAAUUGACUCGGAAGCUAAAAUUAUAAUGUGUUCAGCAAUGGG
Aca-1-2 GGUCUAAGAUCUGAUUACAGAUUAUGACAGCCGAUUGCCGUAUGAUGGGGAUCAUGUGAUUUGAAAAACAGAUUAGGGAACUGCUUUUUCACCGGU
Asp-1-3 GGUCUAAGAUCUGAUUACAGAUUAUGACAGCCGGUUGCCGUAUGAUGGGGAUCAUGUGAUUUGAAAAACAGAUUAGGGAACUGCUUUUUCACCGGU
Aca-1-3 UAGUGACACAAAGCCAAGGGUCUAAGAUCUCUAAGAGAUUACGAUAGCCGGUUGCCGCAUGAGGAAAGCUCAUGUGUUAUGAAAUAAGCAGAGUGC
Dme-1-2 GUUUGGUUGGCUAUUUUGGGAUUAACGAUAUGCAAACAAUUAAUACCGAUGGGAGUUUGAUAUACACCGAUAACCUGAAGCCCAUAGUUACUUUGA
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Dme-1-3 CUAAAGCGAUUUCAGAACAACUGAAUAACGGCACAGCUAAUGAUGUCAUUUUGACUUCAGGGAAUAACUUUCCCGAUGCUCUAUCCGCUAGUGUAU
Ece-1-4 CUACAAACGAUUCAAACGCAAAGACCGGUUCUUCAUCCGCGAUCAGCGGGUCCGGUCAGAUACCCUUUCAGAAUGUAUUUCAAACUGCAGUAGAAC
Tpo-1-6 UGAAGAAAGCUAUGGCUGCAAAUGGCAGGUUACAAGGAUUGACCUCAGACCCCAGGCAUAUACCCAUCGGCGGUAAAAAACCAAUAGAAAUUAAUC
Nth-1-1 AAAUGGAAUGGUAUUAGCUAGACCCGUAUACAGUAGCAAUGGAACCAGACUGUUACAAGAAGGGGCUACCUUAAAAGAGAAAUACAUACCUAAAAU
Dre-1-2 AUCAACCAAAAGGUGAAAGAAGGAGAGAUGGUUGCAAGCCUUAUUAUCCGUGAGGAAAUUCAACAUUUUCUAGAUUCCAAGGGGGAAAUAGUUAAG
Eli-1-3 GCCCAAAUAACAGAGAAUAAUACCGUGACAGAAAAUCAGGAAGUGGACAAAACAGCGGAAAGUGUGGAGGAGGCAUCUUCUGAGGCAGUUGAGUCU
Pth-1-2 GACCAGAUCGAAGACCCCUCAAAACUGGAAGCCUGGCUCUGCCGCACGGCGUCCAACACGGCCCGGGACAUCAUGCGCCACCGUUACAGGAGCGCG
Dgi-1-1 CAUUAGGGGCUUUACUUCAUGAUAUCGGUAAAAGCUGCAUUGAUGAAAAAAUACUGUAUAAACCUACAAAACUAUCGGACAAAGAAUUUUCUAUAA
Tsu-1-1 GGCUCUGGAGGCGGCGCUGGCCGGUCGCGGGCCGGCGGGAGGCCAGGCCGCGGGGUGGGCAGCCGGGGCCGCCGGCACCGCCGGGACCGGAGGGGC
Tma-1-2 CCCAGAACGUGGCCAACGCCGACACGCCGGGUUACAAGCGGUACGACGUGGACUUCGCCCGCGCCCUGGAGGAGCGGCUCGGUCCGCCCGCGACCG
Bpr-1-2 CUCCUUUGUUUUGGAGAGAUUGGUUUAACGAUAAACCAAUAAUAUAUAGUUUUACUUUUUCUAUUAUAUAAGGAAAUAGAUAUGGCAGAUAUAAAU
Csy-1-1 AUUAUAGAACAAGCAUGGAUACCAUUGAGAGAAUUGAAGAAUUAAAACGUGAGAUAGUGAAACAAAAAUUACUUAUAGAGAGUGAAGAGGCAAAAA
Sgl-1-2 CUGCUGAUCGUAUCGUUUCCUGAAUCGAUCCUGGUGGCGAUCCUGGGGUUUCUCAUGGUAGGGCUCAAACCUCGGUGGCGCGAUUUACUGAUGAUU
Ccl-1-1 GUUUCAACCUGGUAUGAUGUAAACUUAGUUAAUGGUACAUAUAAUGAAGAAAUAUGGCUUAUCGACGGUAAAGGUAAAUAUAAGAUUUCUGUUGUU
Dni-1-1 CCGUCUGUACUUUUUACGGCUAUACCAGGGAAGAAAUCUUAAACAUGCAUAUUCAGGACAUCAACAUGCUGCCCAAGGAAGAAGUAGAAAGACGGC
Ame-1-2 UAGCUUAACGGAAAGUAGAAUCGAGACGCAGAUGAGAACAUUAGAAGUACUGGUAGAGAUACCAGAUUUCCAAAGUAUGGAUUGGGAAGUACAACA
Awo-1-2 GGUCGGUGUUGAUAAUACCUGGAAUGCCGUUAAUACCAAAAAUGAAAUCGUGGUAGCCGUUUUGGAUACCGGUUUGGAUGUUAAUUUGUCUGAUCU
Aca-1-4 AACAGAGGCUUCUUUAGCAACUGAGGAAACAGCUGCAAUGGCCACAGAAUCUGUCACAACAGAGCAAAAGGCCGCAACAGAGAGUAAUACAGAAGC
Dac-2-1 AUAUGUUGGCAGUUAACUAUUCGACAAUACGUAAUAAAUUAAAAGAAUAUUGUGAUCGUGUUACCGAUGAGCGGGAAACAGUAAUUGUUACCCGGA
Dca-1-1 CCCCUGGCUAAAACGUAAGCCGGGGGUUAAUGCUUUAGGUGACACACCUUUUCUUUGUAUACUGGUCGGGUACUACCUACAAAUUAUUUAUCCAAU
Dni-1-2 ................................................................................................
Dac-1-6 AACGGUCAUUGAACCCGAAUCUUGGUGGCAACCUUGAUGUGAAAGCCUAAAGGAAAGUACUUAUUUCAAUCAACGUCAAAAGCGUCGGAAUAACUU
Sac-1-1 CUGGCGGAUGCCAUAAUGGGGUUUGGGGCGGUCUGGGCCUUUAGCGCGAGUCCGACCACCAAUGCCCCCGCCCUUCUGACAUUAGUGCCGUUAGAA
Cas-1-2 UGUGGGGAUUGCGCUCUGUGUGGUGUUCGUUCCGCUGCUGCUGAUCAACGUGACGCUGAUCGUGAAGUCUUAUACCAGUCCCGACAAGGUGCCUGA
Awo-1-3 UAUGAAUCACCUUGAGGCGCAGGUGAUGAUAUAGAGCUUGAAUAAUAAAAAAGAAAAAGGAGCAAACAAAUGGAAUUAUUUAACCGAAUUAAGAAA
Dre-1-3 CAGAGCAAAUAUUACAUAGUAAGAGAAGAGUUAUAAGAAAGGUGGGUAGCCAUCUGUACGGUGUACCAUACAUCGGCAUGGGUUCUCCUAUCUUUG
Dgi-1-2 UAUAUUUGCCACGGCGGUUUUUUUGAUUACCUAUGCCUUUAUCGUUUCCGAAAAGAUUCACCGGACUGUGGCUGCAUUUUGCGGUGCGGCGCUAGU
Dku-1-2 GAUUCACCGUACCGUGGCUGCCUUUUGCGGUGCGGCGAUAGUCAUACUGGCCGGUAUCAUUACCCCGGAACUGGCCGUCCAUUACAUCGAUUGGAA
Mth-1-2 UUUAUGCCGGGGCUUUGCUCCAUGAUGUCGGCAAGAUUACUAUAACCAAUGCGCUGCUUAUGAAAAAAGGUCCUUUAACCCGGGAGGAAUGGCUGG
Tpo-1-7 CUUUGCCCCGCAGGAGUCUGGGAUGGCCUUCGGCGGCGGGAUGAUGGGCGGUAUAUUGUUGGGCCUGCUCUACGGUCUAUUGAUUGCAGUGGUGAA
Nth-1-2 UAAUGGUAGUUAUUAUUGCAGUAGCUUUAAAUUUUUUAAAUGAUUACAUAAUUGAAGAUGUAAUAGACACAACAGUUAAUGCAAAAUUACAAGGAG
Nth-1-3 GACUAACAAUGCAGAGAGUGAGAUGGAAUCAGUGGUUGAUGGUUUAACAUCUGCCAGUCAAAACAAUGUAAUGUUAAUGGAUAUUAUGGAAGAUCA
Nth-1-4 GGGUGAACAUUUGUAUGCCUUUUUAAUAAAUGGAAAUUUGAGACUUAAUGAUCCUAAAGCUAAUAUUUAUAUGCUAGACAACGAUGAUCAGAUUUG
Dku-1-3 ACGCUCCCCACCCUUGUACCCGCCACCAUCAUUCCUAAUAAGAAACUGUCCUUAUGAGUUUUUACUACCGUUUCCAUGAUAGAGGUGUUUCCAUGA
Dku-1-4 UCAAUAUUAAAUCUCCCCUUAUUACGUUCCCCCCCCUUAUCUCCCUCCCUGUUUGUUCCUUCUUGUCUUACCACCGCAUUGGCAUAACCACCCCCA
Dku-1-5 GCCUGAAAAGGAACAGAAUUGUAUAUACCUGGCCGGGCUACUCCACGACAUAGGGAAGCUGGGCAUAUCCAGUUCUAUCCUGCAUAAGCCGGGUAA
Csp-4-3 ACUAUUAUAGAGAAUAUUUAUACGACCCCAGUAUUUGUCAAUAUCUAUGGAAAAUAAGGGGGUAAAAUAAUGAAAAGCUCAAGAUAUAAGCUUAUG
Cst-1-3 AGCUCAAAGCUUCCCUUUAAUUUACGACAACGGAAGCUACACUAUAAAAAUAAUGCAAAACACAUCAGGGAAUAGCUAUAAAUCAGUAUACACUCA
Tpo-1-8 GAACGAAUUGCUCAUCUUUGCAAUUACCGGUUUUUAUUUCCUGAUUUUAUUUCCUGAUUCGGCCACUGCUUUCAAUGACCUGCUGCCUGUUCUUGG
Tph-1-1 GUUGCCAGCGGUGUGUCCUGCGACGGCAUCCUCCAAACGGAGGGAAAAUCGGACCUUCAGCAGGUCUGGUUCUGUCUGCGGGGCCCUGAGGGGGAA
CDe-1-3 GCUACAGGCAGGAUGAAAUCAUUCUUGCGGCACUCUUGCACGAUCUUGGUAAACUGCAUUGGCCUGAAGAGUUCUUUUCCAAGCCCCGCUACCUGC
Dme-1-4 AAAUUCGUAGUAAAUACCUGCAAGCUUCGGAAGAAGGAGACUACUGUGUUCUUCUUGGUGGGGUUUACACGGUAGGAUUUUUGCAUUCUUAUGCUC
Csa-1-1 UCUCUUUAAGAGAAAUGAAUCCAUGUGAAAUAAUAAACCACCCGCUAUGCGGGUGCGAGUCAGUAAGUUAUACAAAAAAUCACCUUUCCGAUUAUA
Dsp-1-3 CAGGAUUCCAGAACUGAUAACUAAAAUACCGGAUAUGCCUUUAUACGUAGAAGGGUUGAUCGAUAUAAGAGGCAAGGUGAUUCCAAUCAUUGACUU
Dac-1-7 GUAUUCGAUUUAAGAGGUAAAGUGGUCCCAAUCAUCGAUUUGAAAAUGAGGUUUGGGUUUACACAUACAGAAAGAAGUACCGAUAGCCGUCUUCUC
Dsp-1-4 UAGGCGUUGAAAUGUAUAAAGAAUUCCGCCCGGAUGUUGUUACUAUGGAUGUUACCAUGCCGGAAAUGACGGGUGUUGAGGCUCUCAAGAAAAUUA
Dac-1-8 UUUGUUUGGGUAAAAACAUCGGACUCAUUUUCCUUAGACAUUUUUAAAGUUGGCAACAAGCUAAACGAGGAUACCACGACAAUGCAAGCAAUACGA
Dsp-1-5 UAAUCCCGAUCAUUGACUUAAAAAUUAAGUUUGGUUUUGAGCAAACCGAACGAAGUGUUGAUAGCCGUCUUCUAAUACUGGAUUUAGAGAAUUCUU
Dac-1-9 AGAUCUAUUUGAUAAAGCCGGUGUAUUAUUACUUCAUAAAGGACAGCCAGUGACAGAAGGUAUAGGAGAUCUUUUAAGGAAGAGAAAAGUUUAUAU
Dsp-1-6 CGACCUAGAGAAAUCGCAUGCACCUCAAAAAACGCAUAAAUUUUCCAACUCAGAAUAUCAGGAUAUUAUAGGUUAUAUACGAGAAAUAUUUGAGGA
Dsp-1-7 AAUCCGAAUCAAAUUACAGCUAGGUUUUUUCGUUGUUGUACUUUUAACUCUGCUUGUAGGGGUCGUUGGUUACUACGGCGUUUAUAGGAUUAAUUU
Dme-2-4 UGUCGAAAUGGCUAAGAAUGCUGCUUAUGAAACUGCUACACACACUGCAUAUGAAUAUGCUAAUCAAGUAACGAAUGAGUUAAAUGUUCCUAUGGA
Pth-1-3 AGACGAUGUCUCCCGGGUUAUAGCCAAAAGGGCCGGAAUACCCUUUGUCUCGCUGGAAAACUACAGCAUCGACGCCGCCGCCGUUUCGACGGUACC
Dme-1-5 CAGGAAUAUGAUGCUAUGAUGAAGGCACAAGUUGAAACAGCUACGAGUUUAGUACAAAAUGUUUAUAAUGAACAGCAAAAGGGGUUACUGACAGAG
Dru-1-1 CCUUAAAAAGAAACUGGUAUUUACCUUUGGUCUUUUGCUCCUGAUCAUUACCGUCUCAGGUAUUUUAAGCAACAUUAAUUUAGGAACCGUCAGUGA
Chy-1-1 GAGUUACUUUACCACGACGAUCCAAGCUUACGAAAUUUGGCGAUUGAAGCUUUAGUGCAGUUAGAUGCCAAAGCUUUUCCCGAGGUAAGUAAACUA
Toc-1-2 AAGGGGUAAUAAACUUAAGGGGGAGAAUCAUUCCCGUGAUAGACCUCAAAAAGAGGUUCGGCCUUGCCGACGGUGAAAUAACAAGAGACUCCAGGA
Pth-1-4 UGCAGGACUGCUCCAUGAUGUCGGCAAAAUCAAAAUUGAGAAGGAAAUAAUCAACAAGCCGGGUAAAUUAACCCGCGAUGAAUGGAAUAUCGUCAA
Mth-1-3 UUCCGCCGGCCGGUAUCCCGCCGCGACCUGGCCCUCUUCUGUCGUCAACUGGCGACUAUGCUGGGGGCCGGCCUGCCGAUUAUGUCCGCCCUGCGU
Toc-1-3 AAAGCGGCACCGGAAAGGAACUUUUCGCUCAGGCUAUACACAAUGCUUCCAGGAGAAAGGAUGGUCCUUUCGUACCUGUGAAUUUUGCCGCAUUAC
Dru-1-2 UACCGGCCGGCUGAAAAUAACCGUUGGCGGGAAAAAGGUAAAAUUGAAGGAACUGGCCACCUUUGCACGGCAGCUUUCCACCCUGUUAAACGCGGG
Dac-2-2 GGUACUGAUGACAAUCAUGGUAGGUAUCACUUACUAUCAGUUGGGACAGUUGGUUGACCAAUCUGAAGCUUUAUCUCAGCAUAGAAUUCCGAUGAC
Dre-1-4 AAGAAUGUAAGAAAUAAUAAAUUUAUGAAAGGGAGUUAAUAAUGAAUUCACAAAAGCUACAGGUGUUAAGCGAAGUGUUAGAGACGAUUAAAGAUA
Cth-2-1 AUUCCUUUUCAGAAGGAAUGUCCAGAGUGGUUAAAAACGGCAAGUAUGGAUUCAUGGAUCAAACAGGUAACGUUGCCAUCAACCUGGAAUACGAUU
Cth-4-1 UUCCUUUUCAGAAGGAAUGUCCAGAGUGGUUAAAAACGGCAAGUAUGGAUUCAUGGAUCAAACAGGUAACGUUGCCAUCAACCUGGAAUACGAUUA
Ckl-1-1 GCGGACAUCUAUCUCCUACAUACAGCUAUAAUCGGUAACUUGUCAAAAAAAGGCUAUGCUGCGCAUGGGCGCAGAGCGGUCACAAACACGAACUAA
Csa-1-2 GCGGACAUCUAUCUCCUACAUACAGCUAUAAUCGGUAACUUGUCAAAAAAAGGCUAUGCUGCGCAUGGGCGCAGAGCGGUCACAAACACGAACUAA
Ddi-1-2 AAUUCGGACGACAUUAAAGAGUCCGUAAUUUGCUAUUGGCAAAUUGCGGGCUUUUUCUGUUCUCUAAAUAAAAAAUCGAACUCAAUAGGCUGCCGC
Ral-1-1 UGAGAUGAACGGUUAUGGAUUUGAUUUUUAUUUUUCAGGUACAGAGUCGGAUUACGAACUAAUAAAAUCUUCAUUUAGAAAAGCAGGGGUAACAGA
Ral-1-2 GAUUUAUCGCUUUUACAGCAGCUGUUUACCUGACAUUUACUGCCUGCGGAACAACAGAAGGUAAUCAGACCAAGGAAAAACCGACUAGUGCCGAAA
Ral-1-3 CGCGAUACGAUUUGUAUCACAGGAUAUAGUGGUUAUGAUGCAGAAAUAAUAAUACCUGAUAAAAUAGAUGGUAAAAAAGUUACUAGCUUAGGGGAA
Eha-2-1 GAAUAGGGGGUGGGGAAACUUUACGAAAGUGCGCGGGUGAGCCGCGGUACGAUCUGCUUCUUACGGGAUACCACACCCUCCAUCAGGAAGCUGCAG
Eha-2-2 UUGCGCUGGCUUUUGCACCGUUUGGCGUGUUGGAAAACAGCCAGUUCUUCCGUCCCAUUACAAAAGGUCGAAUGGCGUUUUCCGCGCGAUUGUUAC
Dgi-1-3 AUUUUUAGCUGAAUUAAUUGCUUCCGGUUAAUAACCAGUUUAAAGAAACAUUUAGUGCCUGAGCAAUGGCAAUAACCUCAUAAUCAGCGACAAACC
Dyo-1-3 AAAUGUCUGGCUUUUUAUCAAAAGAAGAUAUCUAUGACAAGAAUGGGGUAUUGCUGCUGAGCAAAGGUCAUAAAAUAACGCGUGAAGUUGCCAAAA
Cdi-1-1 GUGUGUAGAUGGAAUAUGGGCAGAAGUUGAGAGUAAUUAUGACAAAGGUUGGUUACUUUAUAAAUAUUUAGAAAGAUUAAGUAAUGCUAAAAACAA
Cdi-17-1 AUGUGUAGAUGGAAUAUGGGCAGAAGUUGAGAGUAAUUAUGACAAAGGCUGGUUACUUUAUAAAUAUUUAGAAAGAUUAAGUAAUGCUAAAAACAA
Cdi-15-1 AUGUGUAGAUGGAAUAUGGGCAGAAGUUGAGAGUAAUUAUGACAAAGGCUGGUUACUUUAUAAAUAUUUAGAAAGAUUAAGUAAUGCUAAAAACAA
Cdi-2-1 GUGUGUAGAUGGAAUAUGGGCAGAAGUUGAGAGUAAUUAUGACAAAGGCUGGUUACUUUAUAAAUAUUUAGAAAGAUUAAGUAAUGCUAAAAACAA
Cdi-18-1 UGUGUAGAUGGAAUAUGGGCAGAAGUUGAGAGUAAUUAUGACAAAGGCUGGUUACUUUAUAAAUAUUUAGAAAGAUUAAGUAAUGCUAAAAAUGAU
Cbu-1-2 AGCGAAAAAACUUAUGUUAUUUUAUAAUUAAAUGUAGAACGCUAGAGAAUCAUGAAUAUAUUUAAAAGGGGAAAUAGGGAGGAUUUAUGAAAAUAC
Cbu-1-3 UCAAAAAUCGCAUUCUAUAUAUUAAUUUUUUAUAGAUGAUAUUAGUGACUUUUAAAGGUGAAUUCGUUUGGAUUUUAAAUUAAAAGUAACAAAUGU
Cbo-2-1 AAAUAAAAUUUCUAAUAGGAGGAAAAUAUAUGAGAUUAAAGAAAAAUUACGAACUAAGGACAAGGGUUGUAACAUCUGUUUUAUGUAUAAUGAUGU
Cdi-1-2 AGUUUUUCCAACUGGAAAUUACGAUAAAAACGAAGCUAAUGCUAUGGUAAAUAGAUUAGCUAAUAUAGAUGGAAAGUAUUUAAAUGCAUUAAAGCA
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Cdi-17-2 AGUUUUUCCAACUGGAAAUUAUGAUAAAAACGAAGCUAAUGCUAUGGUAAAUAGAUUAGCUAAUAUAGAUGGAAAGUAUUUAAAUGCAUUAAAUCA
Cdi-18-2 AGUUUUUCCAACUGGAAAUUACGAUAAAAAUGAAGCUAAUGCUAUGGUAAAUAGACUAGCUAAUAUAGAUGGAAAGUAUUUAAAUGUAUUAAAUCA
Cdi-15-2 AGUUUUUCCAACUGGAAAUUACAAUAAAAACGAAGCUAAUGCUAUGGUAAAUAGAUUAGCUAAUAUAGAUGGAAAGUAUUUAAAUGUAUUAAAGCA
Cbo-5-1 AAACAUAUUGCAAUGUGAAAUUUUUCAUGAAAUAUUUAAUUGUUUUCAAAAAAAAUAGUUAAAAUCAAUUAGAUAUAUAGUAUAAUAGAGUAUGGA
Cbo-2-2 AACAUAGUAUAGUGUAAGAUUUUUAAAAAACAUUUAAUUGUUUUCAAAAAAAAUAAUUAAAAACAAUUAGAUAUAUAGUAUAAUAGAAUAUGGAUU
Cpe-5-1 GCAUCAAUGAUAAUGUCAAAUGCAAGUCCUAUUUUGAAUGUUUAUGCUAGUGAGGUAAUAAAGGAAAAGAUAAGUUCUAUAGAAGAAAGCGUAAUA
Cpe-1-1 GCAUCAAUGAUAAUGUCAAAUGCAAGUCCUAUUUUGAAUGUUUAUGCUAGUGAGGUAAUAAAGGAAAAGAUAAGUUCUAUAGAAGAAAGCGUAAUA
Cpe-7-1 UUAUUGCAUCAAUGAUAAUAUCAAAUGCAAGUCCUAUUUUGAAUGUUUAUGCUAGUGAUGUAAUAAAGGAAAAAAUAACUUCUAUAGAGGAAAGUG
Cpe-2-1 UGCAUCAAUGAUAAUGUCAAAUGCAAGUCCUAUUUUGAAUGUUUAUGCUAGUGAGGUAAUAAAGGAAAAGAUAAGUUCUAUAGAAGAAAGCGUAAU
Cpe-4-1 GCAUCAAUGAUAAUGUCAAAUGCAAGUCCUAUUUUGAAUGUUUAUGCUAGUGAGGUAAUAAAGGAAAAGAUAAGUUCUAUAGAAGAAAGCGUAAUA
Cpe-3-1 UGCAUCAAUGAUAAUGUCAAAUGCAAGUCCUAUUUUGAAUGUUUAUGCUAGUGAGGUAAUAAAGGAAAAGAUAAGUUCUAUAGAAGAAAGCGUAAU
Cpe-6-1 UGCAUCAAUGAUAAUAUCAAAUGCAAGUCCUAUUUUGAAUGUUUAUGCUAGUGAGGUAAUAAAGGAAAAGAUAAGUUCUAUAGAAGAAAGCGUAAU
Cbu-2-4 UUGAUAAUAUAAGAGAAAUUUAGAGAAGUUAAUUAUAUGAAGAAAAUUAAAAUUUCUAAAAUUAGAGAGAAUAAUUAUGGGUUAAAAUGAUUUAUA
Cdi-1-3 AAUCAGUUACAGAAAAGUUAAGGGGGAGUCUUGAAGUAGAUUUAAAUUUUUCACUGCCAAUAAAAAAUAGCGAGUCAGAAAGUAUGACUAAUAUGC
Cdi-17-3 AAUCAGUUACAGAAAAGUUAAGGGGGAAUCUUGAAGUAGAUUUAAAUUUUUCACUGCCAAUAAAAAAUAGCGAGUCAGAAAGUAUGACUAAUAUGC
Cdi-15-3 AAUCAGUUACAGAAAAGUUAAGGGGGAAUCUUGAAGUAGAUUUAAAUUUUUCACUGCCAAUAAAAAAUAGCGAGUCAGAAAGUAUGACUAAUAUGC
Cdi-10-3 AAUCAGUUACAGAAAAGUUAAGGGGGAGUCUUGAAGUAGAUUUAAAUUUUUCACUGCCAAUAAAAAAUAGCGAGUCAGAAAGUAUGACUAAUAUGC
Csp-1-1 GUAAAGGUUUUAGCAGAUGAGCUAUCAAGAAAUCAAGUUUCUAUAACAGAAAAUACAUCUGUUAAUGAAUUGACUCAAGCUAGUAUAAGUAAAUUU
Cpe-8-1 ACACUAAAGACAAUUCUAAGGUAGAAGUUAGUCAUAAUGAUGAAUCACAUCAAGCAAGAGUAAGUAAGUUUGAUUUAUAUAAUAGUGAUAAAUUAG
Cpe-3-2 AAUUAAACACUAAAAACAAUUCUAAGGUAGAAGUUAGUCAUGAUGAUGAAUCACAUCAAGCAAGGGUAAGUAAGUUUGAUUUAUAUAAUAGUGAUA
Cpe-2-2 AAUUAAACACUAAAAACAAUUCUAAGGUAGAAGUUAGUCAUGAUGAUGAAUCACAUCAAGCAAGGGUAAGUAAGUUUGAUUUAUAUAAUAGUGAUA
Cpe-9-1 AAUUAAACACUAAAAACAAUUCUAAGGUAGAAGUUAGUCAUGAUGAUGAAUCACAUCAAGCAAGGGUAAGUAAGUUUGAUUUAUAUAAUAGUGAUA
Cpe-1-2 AAUUAAACACUAAAAACAAUUCUAAGGUAGAAGUUAGUCAUGAUGAUGAAUCACAUCAAGCAAGGGUAAGUAAGUUUGAUUUAUAUAAUAGUGAUA
Cpe-4-2 AAUUAAACACUAAAAACAAUUCUAAGGUAGAAGUUAGUCAUGAUGAUGAAUCACAUCAAGCAAGGGUAAGUAAGUUUGAUUUAUAUAAUAGUGAUA
Cpe-5-2 AAUUAAACACUAAAAACAAUUCUAAGGUAGAAGUUAGUCAUGAUGAUGAAUCACAUCAAGCAAGGGUAAGUAAGUUUGAUUUAUAUAAUAGUGAUA
Cdi-1-4 UAUUUUCAUGGGACUUCAUUAAAAAAAUAUUAGUUUUCUUACUAAAUUGAUACAUUAUUGUAUUAAUGUAAUGGAAAUGCGAUUAAUUUAAAUAAA
Cdi-1-5 UUGAUUUUUACAUCAAGCUCAAAGUCACUCCUGCCAGAGUGGCUUUUUACUUUUCUGGAAAUAAUAUAUGUAAUAAAGCUAGCUGUUAAACUAGCU
Cdi-1-6 UUGAUUUUCACAUCAAGCUCAAAGUCACUCCUGCCAGAGUGGCUUUUUACUUUUCUGGAAAUAAUAUAUGUAAUAAAGCUAGCUGUUAAACUAGCU
Cdi-10-4 UUAAUAUAAAGCUCUAAUUUAAUAGCUUUAUUUUUAGCAAAAUACCCAAAUUUACAUUCCAUAUAGUUAAUAUAAAACCGGUUCCCUCCGAAGUUC
Cdi-1-7 UUAAUAUAAAACUAUACUUUAAUACGUCAAAUUAGACUUGACCUAAACAAAUUUACAUUCCAUAUAGUUAAUAUAAAACUUUUUCUGAUGUUCCUA
Cdi-1-8 AAUUAAAUAGAAAUUGUUUUCUAGAGAACCCUUUUUAGUUUUAUCUACAUUUAAAAAUGUUAUUAUAUUAAAAAACUAAUCUCCCCUAUAUGCAAA
Cdi-17-4 AAUUAAAUAGAAAUUGUUUUCUAGAGAACCCUUUUUAGUUUUAUCUACAUUUAAAAAUGUUAUUACAUUAAAAAACUACUCUCUCCUAUAUGCAAA
Cdi-8-5 ................................................................................................
Cdi-10-5 AAUUAAAUAGAAAUUGUUUUCUAGAGAACCCUUUUUAGUUUUAUCUACAUUUAAAAAUGUUAUUAUAUUAAAAAACUAAUCUCCCCUAUAUGCAAA
Cdi-11-5 AAUUAAAUAGAUUUGGUUUUCUAGAGAACCCUUUUUAGUUUUAUCUACUUUAAAUAGCCUUAUGUUAGAAAGCUAAUUAAGAUAGAUUUCUAGUAU
Cdi-1-9 AAUUAAAUAGAUUUGGUUUUCUAGAGAACCCUUUUUAGUUUUAUCUACUUUAAAUAGCCUUAUGUUAGAAAGCUAAUUAAGAUAGAUUUCUAGUAU
Cdi-17-5 AAUUAAAUAGAUUUGGUUUUCUAGAGAACCCUUUUUAGUUUUAUCUACUUUAAAUAGUCUUAUGUUAGAAAGCUAAUUAAGAUAGAUUUCUAGUAU
Cdi-1-10 UUAAAGAAAUUUUAUUUUCUAGAAAACCCUUUUUAGUUUUAUCUACGUUUUAUAAUUCAUUAAAGAACUAAUUAAAAUAAGCUUCAUUAUAUAUUU
Cdi-17-6 UUAAAGAAAUUUUAUUUUCUAGAAAACCCUUUUUAGUUUUAUCUACGUUUUAUAAUUCAUUAAAGAACUAAUUAAAAUAAGCUUCAUUAUCUAUUU
Cdi-8-6 UUAAAGAAAUUUUAUUUUCUAGAAAACCCUUUUUAGUUUUAUCUACGUUUUAUAAUUCAUUAAAGAACUAAUCAAAAUAAGCUUCAUUAUAUAUUU
Cdi-18-3 UUAAAGAAAUUUUAUUUUCUAGAAAACCCUUUUUAGUUUUAUCUACGUUUUAUAAUUCAUUAAAAAACUAAUUAAAAUAAGCUUCAUUAUCUAUUU
Cdi-15-6 UUAAAGAAAUUUUAUUUUCUAGAAAACCCUUUUUAGUUUUAUCUACGUUUUAUAAUUCAUUAAAGAACUAAUCAAAAUAAGCUUCAUUAUAUAUUU
Cdi-10-7 UUAAAGAAAUUUUAUUUUCUAGAAAACCCUUUUUAGUUUUAUCUACGUUUUAUAAUUCAUUAAAGAACUAAUUAAAAUAAGCUUCAUUAUAUAUUU
Cdi-4-6 UUAAAGAAAUUUUAUUUUCUAGAAAACCCUUUUUAGUUUUAUCUACGUUUUAUAAUUCAUUAAAGAACUAAUCAAAAUAAGCUUCAUUAUAUAUUU
Cdi-18-4 AAUUAGACAGAUUUUUUUCUAGAAAACCCUUUUUAGUUUUAUCUACAUUUACAUUAAUAUAUUGGUAAUAUAAAAUGUUUAAAUUUAUUUUCAUAU
Cdi-15-7 AAUUAGACAGAUUUUCUUCUAGAAAACCCUUUUUAGUUUUAUCUACAUUUACAUUAAUAUAUUGGUAAUAUAAAAUGUUUAAAUUUAUUUUCAUAU
Cdi-1-11 AAUUAGACAGAUUUUUUUCUAGAAAACCCUUUUUAGUUUUAUCUACAUUUACAUUAAUAUAUUGGUAAUAUAAAAUGUUUAAAUUUAUUUUCAUAU
Cdi-17-7 AAUUAGACAGAUUUUUUCUAGAAAACCCUUUUUAGUUUUAUCUACAUUUACAUUAAUAUAUUGGUAAUAUAAAAUGUUUAAAUUUAUUUUCAUAUU
Cdi-8-7 AAUUAGACAGAUUUUCUUCUAGAAAACCCUUUUUAGUUUUAUCUACAUUUACAUUAAUAUAUUGGUAAUAUAAAAUGUUUAAAUUUAUUUUCAUAU
Cdi-18-5 UACAAUUAAAUAGAGUUGGUUUUCUAGAGAACCCUUUUUAGUUUUAUCUACUUUAAAUAGUCUUAUGUUAGAAAACUAAUUAAAAUAGAUUUCUAG
Cdi-10-9 AGUAUAAUUAGAUAGACAUUGAUUUCUAGAGAACCCUUUUUAGUUUUAUCUACUUUUAAAUAAUGAUAUGAUAAAAAAUUAAUUAAAAUAGAUUUA
Cdi-2-9 ................................................................................................
Cdi-17-8 AGUAUAAUUAGAUAGACAUUGAUUUCUAGAGAACCCUUUUUAGUUUUAUCUACAUUUAUAUUAAUAUAUAGCAAUGUAAAACGCUUAAAUGUAUUU
Cdi-2-10 AGUAUAAUUAGAUAGACAUUGAUUUCUAGAGAACCCUUUUUAGCUUUAUCUACAUUUAUAUUAAUAUAUAGCAAUGUAAAACAUUUAAAUAUAUUU
Cdi-1-12 AGUAUAAUUAGAUAGACAUUGAUUUCUAGAAAACCCUUUUUAGUUUUAUCUACAUUUAUAUUAAUAUAUAGCAAUGUAAAACGUUUAAAUAUAUUU
Cdi-15-8 AGUAUAAUUAGAUAGACAUUGAUUUCUAGAGAACCCUUUUUAGUUUUAUCUACAUUUAUAUUAAUAUAUAGCAAUGUAAAACGCUUAAAUAUAUUU
Cdi-2-11 ................................................................................................
Cdi-10-11 UUUUUUAUAUUUUCAUGGGACUUCAUUGAAAAAAUAUUAGUUUUCUUACUAAAAUGAUACAUUAUUGUAUUAAUGUAAUGGAAAUGCGAUUAAUUU
Cdi-17-9 UAAUACAAUAAUGUAUCAUUUUAGUAAGAAAACUAAUAUUUUUUCAAUGAAGUCCCAUGAAAAUAUAAAAAAAUUUUAAUAUGUAUUUAAAUAUUU
Cdi-12-9 ................................................................................................
Cdi-15-9 UUUUAUAUUUUUAUUAGGAUUUACGAAAAUAAUAUUAGUUUUCUUACCAAAGUGAUACAUUAUUAUAUUAAUGUAAUAGAAAUGUAAUUAAUUUGG
Cdi-16-9 UAAUAUAAUAAUGUAUCACUUUGGUAAGAAAACUAAUAUUAUUUUCGUAAAUCCUAAUAAAAAUAUAAAAAUAUUUUAAUAUAAAUUUAAAUAUUU
Cdi-2-12 UUUUUAUACUUUUGUAUAGAUUUAUGAAGAUAAUAUUAGUUUUCUUAAUAAAUUGAUACAUUAUUAUAUUAAUGUAAUGGAAAUGUGAUUAAUUUU
Cdi-18-6 UUCAGUAUAACUAAUAAUAUUUCACACAAUCUUAAUACACUUCAAAACGACAUAUAUUUUAUAUUGCCCUUGUAUUUUAUUUCAUUUCACUGUUAA
Ace-1-1 AUUGUCAUCACUAUUUGUCUGAAUUCCGUACAAGCUUUUGGUGACACUCAAACCCAUUUAAUUGUCUCUAAUGGUGUAGUACUCGAAACGCUUCCU
Cth-2-2 UCGGUUUGGUAUUCCAAACCAUGACGGCUGAGUUACCGAAAAAGGGAGGAAUUGAUUUAUGAAAAAAAUAGUAAGCAGUAUUACUAUGCUCAUCUU
Cth-1-2 UCGGUUUGGUAUUCCAAACCAUGACGGCUGAGUUACCGAAAAAGGGAGGAAUUGAUUUAUGAAAAAAAUAGUAAGCAGUAUUACUAUGCUCAUCUU
Dac-1-10 GAAAACAAACACUUGAUGCUAGGCGGUACGAAAAGGUUAAAUUAUUUAAAUGUGGAAGCAAUGAUAUUGCACUUCUAAGAGUCCCUAUAGCUGCUG
Tpo-1-9 AACCUAAAAAACAAAUUUGAAAACGUGAGCAAUGCGUUGAAAUGAUAACGGCACGGCAUUCAAUGACCCUACUUGGCCUCAAGUAGGGUCUAUUCC
Cas-1-3 CGGACAAUACAGGGGUUGCGGAUACAGGAAGCUUUGACGGCUAUGAGGCUGCUGCGGGCGGUUCGGCGGAAGCGGGCGGCGCGGGAAACGAAGCGG
Hor-1-1 AUGUUGGACAAACCAGAAUAACAAGUAAUGUAAACUGGAAUCUAAACUUAAGUAUUGUAGAAAAGUCAGGAUAUGAUGUCUAUGUAAAACCAUCGG
Mth-1-4 UUACUUUAUGACCCCGGGCUCUUUGCGCCGGAAGCCCCCGUCACCUAUAGGAAUAAAUCUGGUUGCAGCUGACGGGAGGCGUUAUGACGGCCGUAU
Dku-1-6 AAUGCGCAAAGAAAGAACCGGACCGUCCUUGUGUGGAGUGCCAGUAUUUUGUCCAGCUAAGCCCCCUUCGCCGGGUGCCUUCGCCGCCUGUCCAGG
Dme-2-5 GUUUCUACUACUUAUGUAUCUCAAGCAACGAGUUAUUUUGUUUUAACAAUCUUCUUUGCUUUAUACGGUUCCCUUUUAUUUUACGUUAAGACUAUU
Dor-1-3 UUAUUCUAUGCAAUGGGAUAUUUAAAAGUGUUGGUACUCAAUGCAGGUCAUGUGACUGCUUAUCAUUCAACAAUUUAUGUAGCUCAGGCAAUGAGU
Dde-1-2 AAUAUUAGAAGAAUUGCGAAAUAUGCUCUUUAAUAGUGAUAGGGAAAUGGUGGUUUCUAUAUAAAGUUUUGAUAUGAGUUGUGAAGAUGAUCAAGU
Tit-1-1 AAUAUCUUCAUAAAAGAAACCGGAUCACACAGCGUCGGCAGUCACGUCCAUGAAUCUGCUAUUUCGAAGAAUACAUCCCACAGAAAGAAUAGUUGU
Tma-2-1 AUAUCUUCAUAAAAGAAACUGGAUCACACAGCGUCGGCAGUCACGUCCAUGAAUCUGCUAUUUCGAAGAAUACAUCCGACAGAAAGAAUAGUUGUC
Hpr-1-3 UUAAAAACAACUAGAAAAAAUCAUUUACCAUUUAGUAAACAAUAUAGAUCUUUAAAUGGAAAUGAAAAUAACAGAAGUUACAGAAAUGAUGAUAAU
Sli-1-1 CGAACAAAGGGGAGGGGAGUGCAGUUGGGGACGGGUUUGUUGGUUUUUUUGCUGGGCCUGUCGGUCGGGAGUUUUCUCAACGUCUGCAUCGAACGC
Sgl-1-3 CAAAAUCGGAGAUCAGGUAGCUGUUGAUAUAUUCAAUCAAUAUGGUUUGCUCAUUGUAGCAAAAAAUACCAUAAUCAAUGAAUAUAUCCUGAAAAA
Dme-1-6 AAUGAACUCGCCAAACAACAUAACAUUGAUUUUUCCAAGGGUGAAAAGUUCCAAAACGUUGUUUUAGCCUCGGGCAACAAUUUCCCAGAUGCUUUA
Csa-1-3 AAGCAGACAGCUUUGUAUACGCUGCUUUAAUUGGCAAACUGUUUAAAAAAAGUCUACACUGCUCAUGGGAGUAUUGCGAACAAAAACAUGAACCAU
Sgl-1-4 UUUUUGCUGAAUGUGAGUGAGCCCCAAAUAUAUUAUUUUCUGGUUCGGGUUGGAGAGUUAACCUGGCUGAAUUAUCCCGGACUGCUUUUGAGCAUG
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Dal-1-1 AGUUUACGGGUAGCGGAAAUUGCACAGCAGUUAGCAACUACUGAUAGAGAAAGGGCGUUGUUUCAUACUUGUGGACUGCUUCAUGAUAUAGGGAAA
Ova-1-2 AACAAUGUGACAGCUAUGGUGAACGGGUCCCCGGUUGAAAUGAGCCUUCCGGCUGUUAAAAACUGCGGCAGGACCUAUUUGGCACUUCGCUUUUUU
Dac-2-3 GUGCUCUUAUUGAUCUCGAUUCAAAAAGCAUUAAAACAAUUGAAGAUCUUUUAAAAGAACAAUUGCGCUUUUCUUGUAAAUGCCUGGAGCUUGCCA
Toc-1-4 ACGACUUUUACGCCGCGUUGGAAAACAGGAUCUUGCGGUUUUCUGCCGGCAACUGGCCACCAUGCUCGGAGCGGGACUUCCGAUCGUCCCGGCUCU
Eha-1-1 AAGUAUCACAGGUGGGUUUUCGAGGAAAAGGAAGUGGCAUGGUGGCAAACAGAGCAUAUAAAUUCAGAAUAUACCCGAAUGAUGAACAGAAGAUUU
Dfo-2-1 UAAAAUGAAAAAUUAUGAAGACAAAAUAUAUUCAUUAGGUGAGACUGUAACGGGGCAGACACAGGACAUGUCACAGGCCGUACAGAAAACACUGGA
Cco-1-1 UAUAAGAUGAAAAAUUAUGAAGACAAAAUAUAUUCAUUAGGUGAGACUGUAACGGGGCAGACACAGACCAUGUCACAGGCCGUACAGAAAACACUG
Lba-2-1 UAUAAAAUGAAAAAUUAUGAAGACAAAAUAUAUUCUUUAGGUGAGACUGUAACGGGGCAGACACAGGCCAUGUCACAGGCCGUACAGAAAACACUG
Csp-5-1 AGGAUUUUUAUAAAAUGAAAAAUUAUGAAGACAAAAUAUAUUCCUUAGGUGAGACUGUAACGAGGCAGACACAGGCCAUGUCACAGGCCGUACAGA
Ame-1-3 AAUAGCCUCUGCUGUUUGUGAUGUCAAGGGCUUGAUUAUAGAAGCAAAUGAGUCCUUCUGUCAUCUAUUAGAAGACAUAGCGCCUAAUGUGCAAGG
Ame-1-4 AAAUGAAACAAGGCGGAAUCAAUUUGGCUAAUUUAACCACUAGAAAAAUUAAUAAUGAGAUUAGCUCUAUGAAGAUAAUUAAUGAUUUACUAGAAG
Ova-1-3 AGGCCGACGCGCCGAGCGACGGCGAACAGGCCGACGUACCGAGCGACGGCGAGCAGGCCGACGUACCGAGCGACGGCGAGCAGGCCGACGCGCCGA
Cha-1-1 UGCUUGUCGUGCUAGUUCUGGCUUUCAUCUAUCUGUUUCUGUACGAUUUUUCGAGGCGUGUCGACCAUUUGAUGACGGACAUGACGACAGAACAUC
Cpa-1-2 GUUUACCCAUUGACAUUGGGGGAUGGGGAUUAUGAUGUUUCCGUUUGGGAGAACAUAGAAGGAAAUUCUUAUCAGCUGAUAGAAGACGAUACGAUU
Sgl-1-5 UUCGUUCGAAUCCGGGCAGACUGAUGGAUGGAGUGGAAGCGCUAUUCUUCAGGAGAAUGUCGGAAGCUGUACACUACAGACUGACACAGCUAAAGC
Dal-1-2 AAGCAAUAUAGAAGCAUUUGACUUUCCGGAACGGAUUAUACAAUUAGUAUCAAUUGCAGCGUCUGUCAUUUUCAGUGCGUUUGGAGCUUAUUUAAU
Cno-1-1 UACAAAUACCACUUCAAUUAGGAAAUGGAAAAUACAAUGUAUUCAUAUUAGAAAAUAUUCAAGGAAAUAAGUAUAAAGUAUUAAGCAAACAGAAUA
Cph-1-1 UGUUGUAGACGGAGGAAAAUAUCCUUUCACUUUAGGCAAUGGAACCUAUCAAAUUAUGAUAGGUGAAAAAGUAGAAGGUAAUAAAUAUGUAGCUAC
Awo-1-4 UUAUAACGCAAAAGGCGAUGGGAAAACAGAUGAUACAUCAGCAAUCCAAAAUGCCUUAAAUAAAAGUGAUUCAGUUUAUAUUCCAGAUGGAACGUA
Cte-1-1 AGAAGUUAAUAUAGUGAUAAAAUAUACUGGUAUGGAUUGUUAUAACAAAAGAAAUGUAGAUAUAAAUAAAAUAAAAGAUAUUACAGAAAAACUAUU
Dal-1-3 UGGGUAUAUAUGAUUGCCAUGGCCAUAGCUGUAGCGAUGAUCCUGGUUGACAGGGAGAGUGGCUGUGGAUAGGCGUUGGUUAUUACUCUGGGGACA
Dac-1-11 UAUACGGGAGAUGUCCAAACAUUAGAAAACGGGAACCUAAUGUCUACGAUGAAUAAAGCGUCUACUCAAGAUGAUUAUCUUGCUCUUUCUUUCUCA
Dde-1-3 GUAUCCAUACCCUCUUUUAUCUCAAGCUCCCAACAGAGUUCCUAUCAGCUAAGCCAGGACAAAAUAGCAAUUGCCAAAGCUGAAAUAAACGGGAUG
Dha-1-2 CGUAUCCAUACCCUCUUUUAUCUCAGACUCCCAACAGAGUACCUAUCAGCUAAGCGAGGAUAAAAUAGCAAUUGCUGAAGCUGAAAUAAACGGGAU
Dha-2-2 CGUAUCCAUACCCUCUUUUAUCUCAGACUCCCAACAGAGUACCUAUCAGCUAAGCGAGGAUAAAAUAGCAAUUGCUGAAGCUGAAAUAAACGGGAU
Dor-1-4 AAAUUGCUUUUUAAGGAGUUCCCUAAUCAAACAAGCUUUGCUUGUGGAAGUAAGCCUUAAUAAGACGCUAAAUUGGCGUCUUUUUUGCUGUGGUGG
Dac-1-12 UUUAGGUAAGUAAAAAGUGUUUCACUGCUUCCGGAUAAAAAAUCCCUGAACAGGUUUUAUGCAAACCGCCCUCAGGGAUUUUCAUUUUGCCUAUUU
Ddi-1-3 UCGUUUAAAUAAACUUGGCAUCAGCAUUGUCUACAUUGACGAUGAAGUAAGUAAAGAUAUCGUGAUCGAAGAUGUCAUUUCCGAAGAGCAUCGUCG
Dde-1-4 UCUCUGACCAAGUCUUAUAUAGAACGUUUGAAAACCCUUGGUAUCAGCAUUCUCUAUAUUGACGACGAGGAAAGUAAGGAUAUCGUGGUGGAGGAU
Dha-2-3 UUUAAAAACCCUUGGCAUCAACAUUCUCUAUAUUGACGAUGAGGUAAGCAAGGAUAUCAUCGUAGAGGAUAUUAUCUCUGAAGAGCACCGGCGGGA
Dha-1-3 UUAAAAACCCUUGGCAUCAACAUUCUCUAUAUUGACGAUGAGGUAAGCAAGGAUAUCAUCGUAGAGGAUAUUAUCUCUGAAGAGCACCGGCGGGAG
Dme-1-7 CUCCUUCCUACAUUGAGCGCUUAAGAGACCUGGGGAUAAACAUUGUCUAUGUAGAUGAUGAGGAAACAAAGGAUAUCGUCCUUGAGGAUGUGAUUA
Dku-1-7 AUCCGGUCCGGCACGGUCGGGGGAACUGCCCGCCGUGGUGGCACCGUCGCGGGCGACGCAGCCACCGGCAGGAGUAGCACCGGAUGGUGAGGAGAC
Dgi-1-4 AUACCAUGCUGUUUGAUAUAUUUUCGGCAUUAAAUGUCACUGAUACAGAUGCUAUAUAUUAUUAACAGGUAUUAAUGGAUUGAACGAUGUCUUUGC
Dru-1-3 AUUCUUUACAAAAAGGGCAGACUGACCGAAAAAGAAUUUAUUGAGGUCAAGAAGCACUGUGACUACGGAGUGAAUGUCAUUAAUCAGUAUUACCAA
Dal-1-4 GAUGCGGCGGGCAGGCAAAAAGGAUAUUGGGAACCAUAUAAAAAAGAAAAGAUGGAGCGGCGCCUGGAGCGUUUUGCCGCCAUGCUUCCCGCUUAA
Cpa-1-3 ACAAUUGACGGUAAAGUAUAUAAUAAUUGUGUUGUCUUGACGAGAUCGGGAACGGAAUUAAGUGUCGUAAAUUUAUGGGCUUCAUACUUAACCAAC
Dre-1-5 GGUUUUGUUCAGAGGACGAUAUAGCCAGAAUCAUUGCCAAGCAGGCGGGGGUUCCCUUUGUGUCACUGGAAAACCAUACCAUAGACCCUGCAGCUA
Eha-2-3 GGCUGGCGUUGGAAGCGGCGGCGUCCGCCGUUUCCACGGCGAGCCUCUCGUCGGUCGCCAUUCAGGAAGACGGCCCGCAGUCCGUGUCCGGCGGCA
Ova-1-4 UUGCCGCCUUUUUUUAUUCGACACCAAAAUUCAAACUACGACCAAAAUUAUUGUUGUUCGAGUUUUGGUCCAUUGUAAUCCGGAGCCGGUAUGCGG
Dal-1-5 GACAAAAUCACCUGUCCCCUUUGUCUCACCUUGUUCGGGGUGGUCAAAAAUCGACAUGUUUGUGGUAUAAUAGUUAUGUUUACUUGUAUGAGGAAA
Cca-1-1 UGUGAAUGAUAUCCAUUUAUGAUAACCUGAUCAGGAGUAUGUUCAUGAUUAUGAUGACCAUCAUUAUGAUCAUGCCUAUGUUCAUGCUGUAUAGCC
Dme-2-6 GUCGAUCAAACAGCCAGGUCGGUAGGAACUGAUUAUAGCUAUCGCGUCAAAGCCGACAUUGAACUGAUGAUUUCUCGGCUUAUAGAUUUGGCUAAU
Dal-1-6 CAGACGAAUCGUACAAGCCUGAGGAGCAGGCAGCACCAGUACCAACGGCACCAACUGCGGCAACCGAACUGCCACCAUCACAGCAAAUAACAACAG
Mth-1-5 AGCCGGUUACUAGCGCUGUUCCUUAUUUUAUCCUUGAUACCAGCCAUUAUUAUCAGCCUGGUUAACUUUUAUUUCAGUAAGGCCCAAUUUACAGCU
Chy-2-2 GUCGGCUCUUUUUUUAUGGUUUUGUCGCUAUCUUCUCCAGCCUUUCCUUCACACUUUUCAAAUCCCUGUAAAAAUCCUCUCUUUUGCCCGGGUCUC
Cob-1-2 AUCCUAUGCUAUUCAAUGGUAGUUUUACAGUUACAAAUGAAGGAGGAAAAUUCCAGGUAGGUUUUGUGGAGAUUGAUUUCAAGAAAAAUUCUCUAC
Cow-1-1 AUCCUGUGCUAUUCAAUGGUAGUUUUACAGUUACAAACGAAGGAGGAAAAUUCCAGGUAGGUUUUGUGGAGAUUGAUUUCAAGAAAAAUUCUCUAC
Cla-1-1 CAGUCUUGUUCAGUGGCAGCUUUACAGUUACAAAUGAAGGGGGAAAAUUCCAGGUAGGUUUUGUGGAAAUUGAUUUUAAGAAAGGUUCACUACCUG
Ckr-1-1 CAGUCUUGUUCAGUGGCAGCUUUACAGUUACAAAUGAAGGGGGAAAAUUCCAGGUAGGUUUUGUGGAAAUUGAUUUUAAGAAAGGUUCACUACCUG
Csa-2-1 CUUUAGUAAAAAAGUAUUCAAAAUAAAUUUGAGUGGAAGUGCUUUAAUUAUUGUGAUAAUAAUAAUUGCUAUUUUAAGCACAGUCUUACUGGGGGC
Ath-1-1 AAUAAUAAUUGCCAUUUUGAGCACGGUAUUACUGGGGACGAUGUCGGCUGUGUUAGCAUCGCUGAACCAGAGCACAUCUAUAUAUCAGAAAUCUGC
Ckr-2-1 AAUAGUGAUUGCUAUUUUGAGCACGGUAUUACUGGGGACGAUGUCGGCUGUGUUAGCAUCGCUGAACCAGAGCACAUCUAUAUAUCAGAAAUCUGC
Cob-1-3 UAAAAAAGUAUUCAAAAUAAAUUUGAGUGGAAGUGCUUUAAUUAUUGUGAUAAUAAUAAUUGCUAUUUUAAGCACAGUCUUACUGGGAGCGAUGUC
Ath-1-2 UUAUCACUUCCUAAUUUAAUCAAUAAAAUAUAACAAUUAUUUUCAAGUCGAAUAAAUUUAUGUGGUUUCCACUUAACAACUUAAUAUCAUGUUGUA
Ckr-2-2 UUAUCACUUCCUAAUUUAAUCAAUAAAAUAUAACAAUUAUUUUCACGUCGAAUAAAUUUAUUUGGUUUCCACUUAACAACUUAAUAUCAUGUUGUA
Csa-2-2 CAGCCAAUAUAUUAACUUUGUUUAGUUUCUGAAAAAAAGUUUAUGCCACCUCAUAAAGCUAUUCAAUAAAAUAUUAGCAAUCUUUUCUACAGCGAA
Cob-1-4 AGGCAGCCAAUAUUAACUUUGUUUAGCUACUGAAAAAAGUUUCUACCACAUCAUAAAGCUAUUCAAAAGAAUAUAACUAUCUUUUCUUAACCGGAU
Ath-1-3 GAUGAAACUCCUAUUCAAUUUAGUGGUAGUUUUACUGUAACAAAUGAAGGAGGAAAAUUUCAGGUAGGCUUUGUAGAAAUUGAUUUUAAGAAAGAC
Ckr-2-3 AAGAUGAAACUCCUAUUCAAUUUAGUGGUAGUUUUACUGUAACAAAUGAAGGAGGAAAAUUCCAGGUAGGCUUUGUAGAAAUUGAUUUUAAGAAAG
Csa-2-3 AAACUCCUAUUCAAUUUAGUGGUAGUUUUACUGUAACAAAUGAAGGAGGAAAAUUCCAGGUAGGCUUUGUAGAAAUUGAUUUUAAGAAAGACUCGC
Csa-2-4 AUCUGAAAUUCUUAUGUUAUUAGACAAACCUAAAAUUAAUCAAAAAAUCCCAGAAGAGCUUUGGAAGUUUAAAGAAGAGUUUAAUAUAAGCUUUCU
Csp-4-4 UAGUUUUAUUGAAGAUUUCAAAAAGGAAUUAUCUUCUAUACAAACUUCAGAAUUUAUCUUGGCUUUUGAUGCAAAAGAUUUAAAUGUUUCAAAGCC
Csp-3-1 ACUAUGGAUAUUACAAUGCCUGAAAUGGAUGGAAUAACAGCUUUAAGAGAAAUUAAAAAAGUUGACCCAAGAGCAAAGGUAGUUAUGAUCUCAGCA
Ame-1-5 AUUUAAUUUGCAUAAAUCAAUAAUUAGUGAAAAAUAAAUAUACAUUCAGCGGAAUGUGAGUUUUAAAAUACGAUAACAAAUUUGUAAAAAAAAAGG
Ame-1-6 CAUAAAAACAAAACUCAUUAUCUAUUUUUGUACGUUAAUUCUUUUUACCACUUUAAUCAUCAGUUUCUUAGCAUAUAAUAGCGGGUUAAAUGGGAU
Csp-3-2 UGUAUUAAUUAAAAAUGUAUAUUUAUAAAAAGUAAUGUAAAGUGAGGGAAAAGUUAUGGGAGUAAGAUUAAGUUGUAUUGAUGUCUGUCAUGGUUC
Ame-1-7 UAAAUUUAGCCUAUAUCCAAUUUAAAUGUCGUUAGGAACAAUAAAGCAUCACCAAUACGGAAAAGGGCACAUUGUAGGCGUUUUAGGAUGUAAAGU
Cbe-1-1 AGUUUUGUUGAAGAUUUUAGAAAAGAACUAUCUCCUAUACAAACUUCAGAAUAUGUAUUGAAUUUUGACGCAAGAGAGUUAAACGUUUCAAGACAA
Ckl-1-2 CUUACAGAUGUAAUGGGAAGAGAUAAAAGAUAUAUGCUAGAUGAUGGUGAGUCGGCCUUUCAACUAACUAUAGAGGCAGGAAAAUCCGUGUUAAAA
Cbe-1-2 GGUUUUGUUAUUGAGGGGGGUAAACCAAUUGCAUUGCUUCAGCCUACUGCAGCGUUAAUAGUUAUUGGAGGGACCAUUGGAGCUAUAGGAAUUUCA
Cbo-5-2 AGAGUUUUUUUAUUGUUAAAGAAGAAAAUCAUAUUAAGGGGAGGGAUAAAAUAAUUAUUGAUUUAUUAAUAGUUAUUGAUAUUUAUGAAGAAAAUA
Cbo-2-3 AUAGAGUUGAUUUAUAUUACUUAAAGAAGAAAAAAUUAAUUUAAGAGAGGAGAAAAUAAUUAUUAAUUUAUUUAAUAAUUAUUAAUAAUCAUGAAG
Cbo-4-2 UAGAGUUGAUUUAUAUUACUUAAAGAAGAAAAAAUUAAUUUAAGAGAGGAGAAAAUAAUUAUUAAUUUAUUUAAUAAUUAUUAAUAAUCAUGAAGA
Csp-4-5 AUAUCUUAUAUUAUUCAAUUAGUCAAGUAGCUGCUCUGUUGGAUGAGGAUGAAAGAAAUAUUCUAUAUUACACUAAUGUUUUCGAUAAUAUUUUAA
Csp-3-3 AUAGUUUGUGUAACCUAGCGAUAUUUCAAUAUUUUAAAAAUUGCAGUGCACAUUAACGGGGAAGGGAGAAGAUUAUCUUUGCAAUUUUGGUAAUCA
Cbe-1-3 AAAACUAAAAUAAUUUGGACAAACAGUUCCACUUAAUGUUGCUUAUAAAAUCGCGUUGAAAGUUUGACUAUGAAGGAGGCGAAAAGAUUAUUUUUU
Ckl-1-3 AGAAAGAUGCUAAAAGCUUCAUAGAGGAAUUCCAAAAAACAGCAUCUGCUAUACAACCUUCGGAGUAUACAUUAUCUUUUGAUUGCAAAGAAUUAA
Ame-1-8 CCAUUGUUUCUUUAACUACAGCUGGAGAUGCAGUUACACAAGAAGUAGACAAAGCUCUGGGAUUAUUAGCAGAAGAAGGGAGCCGGAUGAUAAACG
Ame-1-9 CAAAGAAUAAGGGCAGAAGGUACUCAAUCAAGUUAAGAUUAAUCGUUUUACCAUUAAUCGUUAUAUUUAUUGCUAUUUUAGGUAUUGGGGUUAGAU
Ame-1-10 AAUCAGUGGAUGCAACUAAUGAUGAAAUGCUGAGGAUUGAAACUUAAGAUCCAUGGUCAGAUGAGAAAAAAGUACUCAGCACUAUAAGUUGUCCAU
Csp-4-6 UUCUCUAUGAGCUUCAACCUCAAUUGCCAAUUGUAAAUUGUACAUUGUAAAUUGCAACACAUAAUAUUGCUAAUAUUUUUAAAUUUCAUUCGAAUU
Tit-1-2 GCAGCUGAAGAACCUGUAAUUUAUAAAGAUACCAUAACGGUUACCCAGGACGGCGGUAGAUAUCAGAUAGGUUUUAUAGAAGUUGAAUUUAAGAAG
Tma-2-2 GUUGCAGCUGAAGAACCUGUAAUUUAUAAAGAUACCAUAACGGUUACCCAGGACGGCGGUAGAUAUCAGAUAGGUUUUAUAGAAGUUGAAUUUAAG
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Car-1-1 AGCUGUAUUAUUAAACUGUGAUAUUAUUGGAAUAGUAUUGUUUGAUGAUGAUAAUAAUUUUGCUAUAUUAAAAAAAUGCUGUAAUUAAAAAAAGUG
Clj-1-1 GUUUAUCUCAGUUUGCACUUAAAAAUAUAAAAAAAUUAAUAUAUUUAGGGGGACAUAAAAUGAACACUAAAGAAGAGAGCUUUCAGAUAACUUUUA
Awo-1-5 AUCAGUCCUUAAGGAUUGUUAUAGAUAAAUAGAGCAUAAUCAAAGCUCCGGUUUUAGCCUGGUUUUAUAAACAGGGCAAAAACUGAAAUUUAAGAA
Tpo-1-10 GCAAAAGACGAUCAGGAAAAGGUUGAUAUUGACCGGGUUGUUGUGCAGAUGGUUAAUGAAACCCGGGCGGGGUUUUUCGAUAAAGCUAUAUCAAUA
Dca-1-2 UAAUGAAUACGUUUUAAAGUCUAAAACUGAACACUUAAUAACGAUAGGUAAAUUAAUUGCAGAACAGAUAGAUGGAGAUGUUUAUGAAAAUCCUGC
Dku-1-8 GGGGGGUAUUAUCUUCUAGUGAUGGCAACAUAAUCCACCCGCAUAAAAUAAACUUCUUUCCUCCCUCCCCUGAUUGUCCACAAAACAAGGGACCUC
Pth-1-5 UUCUUGCCGCAUUAAUUAUUUUUAACGCGAGCGGCCCUUUACGGGUUGCGCUGGGUUUGCCGUUCGUUCUUUUUUUUCCCGGCUACACCCUUAUUG
Chy-1-2 AAGGAACAUUAAUGGAGAGAGCGAUGAAGCAAAACAAAAAAAUUGUUGCCAGGGUUGAAAAAGAACAAAGCAAAUUUGGAUUUCCAUAUAUUGCAA
Chy-1-3 ACUACCCCAUCGGUAACGGAUCAAACUUAUCAACCUGUACCGGCUCCAGCAGACAACCCGUUGCCUUUUGAUUUAAACCUUUUAAACAGCUUGUCU
Chy-1-4 CUGAAGUUUUGGCUAAUCCCGACCAGUUUAUGCUAAUUGCCCGGGGUAAGGAACCACUACCGCCGGUGCCCGAUGAAAUAAUUACUUAUUUUACAG
Chy-1-5 UUUAAUUAAUGCCGGGACUAUUUUAACUUCUGUCAUGAUUAAUCGGCUCAAAAAAUUGAAAUAUAGCUGGCUUUACAUUUACGAUGGCAAGGAUGA
Chy-1-6 CACUUAAAGCCACCAAGCAUUCUCUAACUCCAAAAAAAGGAGUAAUUUUACAGACUUCGAAAAACUUAAUUGUCAAAGUAGAUAUUGAUUGCAAUC
Chy-1-7 ACAAUCCGCCAGCAGGCGAUUGCCCAUAACAUUGCCAACGUCAAUACUCCAGGAUACCGGAAGGAAGUAGUGGUGUUUGAGGAAAAGGUUCAGGAA
Dal-1-7 CCGCGCCAAGCAGGCUGCCGCUGGCCACCACGCAUGAAAGGCAUGUGGGGGGACAGAAGAGCCUGCAGGAUGUAGGGCAUAAGGUAAGUACGGACC
Cpa-2-1 AGGAAUAAUAAAUUUAAGAGGGAAAAUCAUACCAGUAAUAGACCUUAAAAAGCGUUUUGGAAUUGGGAAAAAGGAAAAAAGCAAAGACAGCAGAAU
Tte-1-1 AGGAAUAAUAAAUUUAAGAGGAAAAAUCAUACCAGUAAUAGACCUUAAAAAGCGUUUUGGAAUUGGGAAAAGGGGAAAAAGCAAAGACAGCAGAAU
Tit-1-3 AAAGAAGGGAAAAUAGUUAAAAUUAUUUCAAAACCUGUAUAUUAUAUUGAAAAAAAUAGAUUAGCUUAUUUUUUAGAAGAAAACGUUAAGGAAGAA
Tma-2-3 AAAGAAGGGAAAAUAGUUAAAAUUAUUUCAAAACCUGUAUAUUAUAUUGAAAAAAAUAGAUUAGCUUAUUUUUUAGAAGAAAACGUUAAGGAAGAA
Tps-1-1 AAGAGAAGGGAAAAUAGUUAAAAUUAUUUCAAAACCUGUGUAUUAUAUUGAAAAAAAUAGAUUAGCUCAUUUUUUAGGGAAUAAGGUUAAGGAAGA
Tet-1-1 AAGAGAAGGGAAAAUAGUUAAAAUUAUUUCAAAACCUGUGUAUUAUAUUGAAAAAAAUAGAUUAGCUCAUUUUUUAGGGAAUAAGGUUAAGGAAGA
Tsi-1-1 AAGAGAAGGGAAAAUAGUUAAAAUUAUUUCAAAACCUGUGUAUUAUAUUGAAAAAAAUAGAUUGGCUUAUUUUUUAGGGAAUAAGGUUAAGGAAGA
Tet-2-1 AGAAGGGAAAAUAGUUAAAAUUAUUUCAAAACCUGUGUAUUAUAUUGAAAAAAAUAGAUUAGCUUAUUUUUUAGGGAAUAAGGUUAAGGAAGAAAU
Twi-1-1 AAGAGAAGGGAAAAUAGUUAAAAUUAUUUCAAAACCUGUGUAUUAUAUUGAAAAAAAUAGAUUAGCUUAUUUUUUAGGGAAUAAGGUUAAGGAAGA
Pth-1-6 UGACCUUCUUGAAUGCUACGAAAUCCACGCGCCACCUCUGUGAUAUUCCUGCCAUUUAUGUUUCCUCCGUUUAUAAUCCCGUCAUGAUAAUUCCCG
Dal-1-8 CUCAAUAUGUUGCAAACCCUGACCCUUUGAGACUUAAUCUAUUUAUAAUGUUAGUAGUUUUCGGUUGUUUAUAUAUGGGAGUUUCAGAUUAUUAUU
Dal-1-9 GCUCACACGGUUUUAAUUGCCCGCGGGGAUGAUUUUCCUGAUGCUCUGGCCGGCACUCCACUGGCCUACCAACACGAUGCUCCGAUCCUGCUGACC
Sli-1-2 CGCCUUCUAGAAACAACGCUGAAUGUUCUGGAAAACUGCUUAUUGAAGGGACAUCUACCCUUACUCAGGUGUGGAUAUGCUUGCGCGGGCCGGAAA
Tsa-1-1 AUGCAUAGGGACAUUAAAAGUUUUGUAUGAUUUGCUUUGUAAACUUUGUUUAAAUAUUUUUUUGGAGGGAAUUUGGUUUGAAUGAAUUGUUAGAUU
Txy-1-1 UUAGAGUAUAUUCAGUUAAAAAUACUUAUUAAAUCUAUCCAUUACCUCCUGGUUGGUAGAUUUGGCCUUUACUCAGCAUAGCAAAGACCAGUCUUA
Dca-1-3 GAAGUUUUUUUCAGUUGGUAAACUGGCUAAACUAAAUGUCGGUUUUAAAAAAGUCAAGUUAAGGGAAUUAGCUACUUUUGCCAGGCAACUUUCCAC
Ddi-1-4 CAAUCAUGCUGGAAAAUAGCGAGGUUUAUAAGAUAAACAAGUCUCGGACUCCUUAAUAUAGGGUAGACUCCAGCCAAAUAAAAUAAAUAUUAUAUA
Dgi-1-5 GAUUAUGCUGGACAAUAACGAGGUUUAUGGAAGUAAGCAGACAUCCCACUCUAUGAAAUAGGACAAGCUAUACAACCGAAUAAUUGAUACAUUUAA
Dku-1-9 CACCAGCAGGCCACACUAAGAUAGUUCCCGCAAGAUAUAUUCCUGGAACAUCGGUUCAGUAAAUUUAUACACUCCGCGCCCGCUUUUUUCUAUGAC
Dsp-1-8 GAGGUGCAGCAACUGCAAUGGCAGCAACAACGGGGACCUCACUCACCUCUGUCUCUGUCGGGCCUUUAGAUCUGUCGAAAGCGGACAUUAUGCCAG
Hmo-1-1 CAGCCUUAUGGCUUUAUGCGCGUUCAUUAGAUUUUUCAUUUGGCAGUCCAGCUCAUAUUGACCGGAAAACCGCAGUUUGCAGCUCGCAGAUUGCGG
Sgl-1-6 GAAACGUCAAGCGUCAUUGCGAGCCAUGCGCCGCUCCGCCGUACCACUGUGCCGCCAGACCCCUAUAGGGGGAACACCUAUGAAUACGCCAUAUAA
Csa-1-4 GAGUGCUGUCUUUUUGUAUUUGACAAAGUUCCUUUUGAUACGACAUUUUUCGGCUUUUCACUGCCGUGGUCCUCCCUCCGAUUUGUUUCGCAUUUU
Csa-1-5 CCCCAACAAGUUAGACUUUAUAGCGAAGUAGUUUUAAACUGCUUCGCUAUUUUUUAUGCAGCCAGGAGGCUGAGUCUGUAUUCUACAGGACUCAUC
Dha-2-4 ACUAAAAAAGUCAGUAUUUUGCCGUGGGCAAAGUGCUGACUUUUUUCUUUCGACAAGAAAUCUGAUACUACGACCGAGUGUUCCAAAAAAAGGGGA
Sgl-1-7 AUGACCAGGAUUGUUUUUGCUUCUUUGAUGGUGGACAGGCGAUGGGCGAUAAUAAAGCUUGUUCGGCCUUCCAUCAAAUUGGUCAUGGCCUUUUGA
Toc-1-5 UUCCAACCUGGUGGAGUGGAUUGUAAAGGCGGUAAAGCGCUACCAGCCCGAUACCAGGUGGGGCAGGGAAGAACUGAAUCGCUAUCUGGCUUCUCU
Csp-2-1 AUUUUGCCAUAGGCAAAGUGCUGGCUUUUUCUUUUCGACAAGAAAACUGCUACUCCGACCGUUAGGGAAGUAUAUCGAGCGAUUACUUUCCUUUUA
Dsp-1-9 GAAAAAUUUAAGCAUUUACAGAGGAAUCAAGAUUGCUCUGGUUUCUUAUGAAGCUGAGGGGCGCUUUUUUUGUACAUGAUGUAGUUAGAUUUAAAA
Dsp-1-10 ACUUAUCAGGCAGAGAUUAAUUUCUCCGACACGGAUAUGUACCUUAGACCUCUGCGGAAUUCCACGCAGACCCCAAUAAGUUUACAAUUCAAUACA
Sgl-1-8 CAUUUCGCCAUGGGCGCAGUGCUGACUUUUUUCUUUCGACAAAAAAAUCUAUACUCCGACCAUAUUUACCAUAUUCAGGGGAAAUGUGGCAUGUUU
Pth-1-7 GGAUAAUAGAAGCUGUUUACCGCUACCGACCAAAUACCACGUGGGGUAGGGAUGAGCUAAACCGGUACUUCUCCCGUAAAAGCGACCAUCAGAAAU
Tma-2-4 GGAUAAUAGAAGCCGUUUACCGCUACCAGCCCAAUACCACGUGGGGUAGGGAUGAGCUAAACCGGUACUUCUCCCGUAAAAGCGACUAUCAGAAAU
Csa-1-6 UUUGCCAAGGGCGAAGUGCUGACUUAUUUUUUUCGACAAAAUUCCCGCAUAUAUUACAAAUUAUACCAAAUCGGAGAUUUUGCAGUAACCUUUCGG
Csa-1-7 AGUCAGUAUUUUGCCAUGGGCAUAGUGCUGACUUAUUUUUUCCGACAAAAUCUCUGCUUGUUUUACAAUAUAUUCCAUUCUCAGGCUCUUACAGUA
Dha-1-4 UGCUUUUUGUGCCAAAGCCAUGCCCCUGUUCUUUUGAUACUGGAAACCCUUGUUGAAAUAUUGGCUCUGCCUGAAAGCUAUUGUGCAGAUCAAUGC
Dha-1-5 CUUUGCCGUGGGCAUCGUGCUGACUUUUUUCUUUCGACAAGAAAAUCUAUAUAGCGACUAAAUAUUCCAAAUAAUGGGAUGUUUUUCGCUGUUUUU
Ova-1-5 UUUUGCCAAAACCGGCAAUGUGCUGUCUUUUUUUAUUCGACAAAAAAACCAUUGAUACGACUGCCUUCCAUGCAAAAAAAACAGGCAGUUUCUGGC
Dha-2-5 GCUUAUUGCAAAGUGCUGGUUUUUUCUUAGCGGUUAAUUUCACAAUAUUCAGGCAAUUAGGUGCGAAAAACUUUACAUGCUGCACCGCUUUCUGCA
Dyo-1-4 UUAUUGCAAAGUGCUGGUUUUUUCUCAGCAGUUGAUUUCACAAUAUUCAGUCAAUUAGGUGCGAAAAACUUUACAUGCUGCACCGCUUUCUGCAAA
Dha-2-6 GCGCUUUGUAAUAAACAAUGUGCUGGUUUUUUAUUAGCGGUUGAUUUCACAUUAUUCUGGCUAUUAGUACUGAAAAAACUCCGCAUACCUAUUCGC
Toc-1-6 GACCCAUAUUGAUAAUAUCAGAAAAGCGUUCUUUAUGAAAGGGCAAAAUAUCAGCGAGAUAGCCCGGGAAUUCCAAAAAGACCGAAAAACUAUACG
Dre-1-6 AUUAGAUAAGGUUAUCGAAAGGCUUGAGGCACAAAUUACCAUUGCCCAAAAAUGCAAAAGCAUGUUUUAGCAUAAAAAAACCGGGGUUAUUCCCCG
Rob-1-1 AGGAAAAAAGUUGCAGCAGGAUGUGUUGCAGCAGCCGCGGUGAUUGCCGCAGGAAGUUUUUCGAUGGUGAUGCAGUCUUCUGACAUACCAGAACUU
Ccl-1-2 CUUAGUAAGCUUGAAGGGGCUUUGGUUAUAGGAACAGCAGAUAAUGCUAAAGAUGCAAUAGCACUUGUAAGAGAGCAUAACCCGGAUUUAGCUAUC
Ccl-1-3 ACAGAACCUUGAGAUCGCGUUCAUCACACUGGUAAAGCAUGCGAGUAAUUUGAUCUAUUUCAUUAUUGGUAUGUUUACCUUCAGGAUAGAAAAUUG
Csp-2-2 UUCAAUUUUGCUGGACAAAAAUGUAGCCUAUGACAGCAAAGAGAUUUCAGACUUUGUGUUAUAAAGACAAACUUCACAAUUUGAAUAAAGGAAUUU
Dac-2-4 GGUAUGCCUAGCUCCCUGAUAAGCCGGAACAAGACGUCGUAGCUCGGUUUCUUGCUCUCGUUCUCAAUGGACAUUAGAUAGCGAGGUGUUAUGUUU
Cph-1-2 GACCAUAUAUUGAAGGCUGAAUUAGAGAAAGCAUUUUCAAAGGAAGUGUUAUCUACUACGCGAGGAUUACGCGCUCAGGUUGUACGAAUGCUAUAU
Sgl-1-9 AGGACCGCUACGCGACGGCAGCCGCAAUAGCCCGGGAGGGUUGGACACAAUCCGACUAUGCCCUUUUGGUGAGCGGAGAAAAUUUUCCCGAUGCUU
Dal-1-10 UCAGGUGCUGGCCUCACAGAACCUGGCGGUUCACACGUUUAUUAACCAGGAACAAAAGCCUUCUUUCUUUGAUGCCUCGGAUCUGGGAGAGGAUGA
Dru-1-4 UUGACCAAUCCAAAAAAUAAAUGGAGAAAUAAAAUAGAAUCCCAUACAAAAAUGCCGCCCAUUUAGGCGGCAUUACCCUUUUUAUGCUCUGUCAAU
Dsp-1-11 AAGAACUAAGUAAAGAUGCUGUUCAACAAGCUUUUUUACAGGCAUAUCGAAAAAGAGACCAGCUUAAAGAUAAAGGCAAAUUCUCCGCCUGGGUUA
Dme-2-7 AAGCUGAAUAAAUCUCAAAGGUGUAAUAAAACCUACAAAUUUGAUGAAUCUGAAUACCAAGAUAUUGUGGGUAACAUAAGAGAAGUUUUUGAAAAU
Dor-1-5 UGGCCAAAACAUCAGCUUAUGAAAUUGCCGACCGGACUGCAGAGCAAUAUGCCAGCCAAGUAACAAACGAAUUAAACUCAUCGAUGGAUGCUACGA
Dor-1-6 UAUCAGUUGGAGAAAUCUGAAUCCCCACAUCCUUGUAAAUUUCCGGAUAUAGAAUAUCAAGAUAUUGUAAGUUAUGUUCGCGAAGUUUUUGAAGAC
Cth-4-3 ACUAUGUAAUUUAGUGCCUUUGCGGCACCUUCGGAAAUUUUUAAUGCUCCUUUAUCAUUUUCAAGGCAUUUGCUGCACAAAAAUCCGCAUUUUAAG
Cth-1-3 CUAUGUAAUUUAGUGCCUUUGCGGCACCUUCGGAAAUUUUUAAUGCUCCUUUAUCAUUUUCAAGGCAUUUGCUGCACAAAAAUCCGCAUUUUAAGA
Cth-2-3 GUGCACUAUGUAAUUUAGUGCCUUUGCGGCACCUUCGGAAAUUUUUAAUGCUCCUUUAUCAUUUUCAAGGCAUUUGCUGCACAAAAAUCCGCAUUU
Cth-3-3 UGCACUAUGUAAUUUAGUGCCUUUGCGGCACCUUCGGAAAUUUUUAAUGCUCCUUUAUCAUUUUCAAGGCAUUUGCUGCACAAAAAUCCGCAUUUU
Ccl-1-4 UCAUAUAUCUUUUUGAGACUUUUUCAAGCUCUAAAAGUAUGGAGUUUGAUACUUCAAAAUUAAAAACGUUUUUCAUAUUGCUAUAAACUAUAUAAU
Ace-1-2 GAACUCCAACUUGUUAUAUUCCCUGUCCAGUCUGUCUUUUAAAUACCUCUUUGACACCUUUUCAAGUUCUCUAAGUACUUUAUUAGAGACAUCAAA
Ccl-1-5 CAACACAAAGGCACCAAAUAAUAUUAUACUUACUAUAACCGUUGCCAUAUAAUCAACCUCCUUGCGUUCCUACCGCACCUUUCCAAACACCUUUGC
Ace-1-3 CUUCUUCCUCGCUAACUAUACCUUUAGACAUAACAGUAAGCACAUAAGGCUUAUCGGUAUAAAUAAUUCCCACAUCAUGCACAGCUUCGAUCUGAU
Ace-1-4 UGGUGAACGUGUAAAUAACCUUUAUAAUUACAGGCCCUAUAAGAACUGAAAAAAUUGUUGGGAAAAUAAACAAAACCAUUGGUAUAAGCAUUUUUA
Ccl-1-6 UUCAAUUUCCUGAAAAUAUUUGAAACAUGGUUUUUAACUGUCUUUUCGCUUAUGUACAAACGUUUGGCUAUUUCCUUAUUUAUCAGGCCCUCGGCU
Pth-1-8 AAAGGUAUAGACAAUAAUUUUAACAUUGCGGUUUCCGGAUUGCGCGGCCUGAUUGCCUACGGCACCGAAAAGUAUAAAGAUGAAUACAAAAAUGCA
Lba-1-4 AAUGAAUUGCAGAUUUUGUGGUGCAGAAGUAGAGGAAGGUGCUAAAUUCUGUCAAAAAUGUGGUAAAAAUUUAGAGGAGGUUUCUGAUAAAAAAAA
Fpr-1-1 GUUUGCAGAUAAUGCAAAAAGCGGUGAGUUUCAUACGGAUGGAAUAAAAACACAAGAUGGAAAUUUUGUGUAUAGUGUAAAUGAUGAUGACACUGC
Csp-4-7 CACUUUCAUCUAUAAUGGAAAUUAAUUCUAGUGCUAAAGUAAUCAUAUGUUCUGCUAUGGGACAAGAUGAAGUUGUUAUAAGAGCUAUUAAAGCUG

................................................................................................
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Cbe-1-4 GUGCACUAUCAUCAAUUAUGGAGAUUAAUCCUAAUGCGAAGGUGAUUAUAUGUUCUGCAAUGGGACAAGGAGAUAUCGUUAUCAAAGCGAUAAAAA
Ece-1-5 CGAAAUCAAUUGACCAGAAGGGCGCAGCAAUAACAGAGGCGCAGAAAGACGUAGAUAAAACAAAGAAGGCUUUUGAUAAAGCGUUUGUGUAUUUUG
Rsp-1-1 UGAGAAGCUGACAAUCUGGAGUGUAAGUAACUAUUUUCUGCAGCUUUUGGGGUGGGAUGACCUUGAUGAAUUUAUGAAAGCAUCAGACGGCUCUAU
Esp-1-1 AUGUGUUCUCGUGGGGCUUUUCUGCGUCUGAUAAAGACAGGUUUUUUGCAGAUUUCUCUAAAAACAGGAAAACUGUCAAAAAAUAUCAUACAUAGA
Dfo-1-1 UACAUGAGAAGUAUCCGGAAGUAAAUCUGGAGAUUCUUUCCUAUUCAGGUGCAAACACCACACAAUAUUUACAGAAUAUGUUAGCAGCAGAUGAUC
Rob-1-2 UCUGUGGGAAAAUCGUUUGAUGAAAAAUAUUGCACCCUAUAUCCAUGAACAGUUUUCUGAUCAGGAUAUUGAAUUUAUUAUUGGUAACAAUGAUAC
Eha-1-2 GUUACAUUAUAUUUUGCACAAUUAUAUGUUUUAUUGUUUUAUCCGUUCCUACAUUUGCCAAAGAAAACUCUGACAAUGUUAUCCGGGUAGGAUCUU
Ast-1-1 UACAAGUAAGAGUACCUAUGCCAAUAAUGGUUCAACAUCUGAUAUGAACGUUGAAUUUGUUAAUAAUAAUGCUGUGGCAACAUUGAAUUCUGUAGG
Dfo-1-2 AUUAUAACCUGCUGUCGUUUUUCGCUUCACGAUGCAAGUCCUCUGAAAGACAGUCUGAUGGAUCUUUCUACAACCAACGUGGCAGGUGCUGUCUAU
Hhy-1-3 UAUUUUGGAGAAAAUAACUUAUCUGGAGAUAUUGAACUCAUUGAAGAUAGUGAUCGAUUUCAGGAAAAAGUUGAUAUGGGGAGAAUUAAUUUUUAU
Ame-1-11 AUAUAUAGGGCAGAAAUGUCACUCACAGAAGAAGCUGAAAAAGCACUUGAGGCAUUAACGUUUGAAGGAGCGAAGCUGGUAGAGAGUAGAAUUGAC
Dru-1-5 AUAUUGAAAUGCUGCACAAAAGCAUGAGCAGUUAAGGAUUUUGUAAUAAAAAUAUGUCGAAAUAACAAAGAAAAAAGAAAAAUCAUUGCCCUGCCC
Dru-1-6 GCAGCUAUGUCCAAAACAACACGGGAGGGCUGGAUCAGGGAAUCCUCGUAUUGACACUUCCACUUGCUGUCCGGCUCAAUUCCUCCGAUUGUGUGU
Ace-1-5 AGACGGAAAGUACAUUAAAGACCCCGGCGGCAAUACAGUAGUCUUAAGAGGUGUAUCACUAAUUGACAUCGGUGCUAUUGAACAUCAGGGAUCAUU
Dsp-1-12 CUGGUAAUAAUGGAUAUCACCAUGCCAAUAGUGAAUGGACUAGAAUCAUUAAAAGAAAUUCUUUGCUCCAAUCCGGAUGCCAAAGUAUUAAUGUGC
Dac-1-13 AUCUUGACGAACAGAAUUCCCCUCUGCGUGAAGAAAGUUCGAUUUGUCGGCGGCCAUGCGAAAAAGCCAUGGGCAUCUUACACGAAUCUGCGUAUC
Mth-1-6 UCGCGGUGGUCAUUUACGUCAAUUUUAACCUCUUGCAGGUAGCCGCCCUUACCAACAGGGUAACUAUCAUGUACAACCAGGGCAUGCUCUAUAACG
Aca-1-5 GCACUCGGCCUUGCAACUCUGGGCAACUUAAGUUAUGCGGCGGAGGAACCACUGGAAGCAAAGAAGGACCUUCAGGCGGCAUCCUCUUCAGAGAAU
Asp-1-5 UCUUGCACUCGGCCUUGCAACUCUGGGCAACUUAAGUUAUGCAGCGGAGGAACCGCUGGAAGCAAAGAAGGACCUUCAGGCGGCAUCCUCUUCAGA
Sac-1-2 GGUAUUAAUGUCUUCUCCUAUGAUAGCCAACUGAAUGACCCGUCGACCGCACCUGCCCUGAUCGGUCUCGGCAUGGGCAUGCAGCAAUUUCCCAAU
Dsp-1-13 AUGAUAUAGUUUGUAUAAAUGUCUCAUUAGAUUGGUGGCGUGAUUGAAAUGAUAGGUAAACGAAUCCAGGAACUACGAAUACAAAAGGGUUGGUCU
Ere-1-2 UCUCCAAUGCGUAGAUGACUCUAAUAAGCUUUUUAGCUACAUGAGUAAUGGCUACUCGAUGCGGUUUGCCUUCUCCGCGUUUCUUGGCAUAGUAAG
env-1 AUAUGGAAUAUUAUUCAGAACUUUUAAGCGAAGAGGGGGAAUGGAAACUAGUAUUACAUAAAAGAGGAAAGAUAGAGGAGAAGGCUAGGUUUGAAU
env-3 AUGAAAUUGAGGAAAUAUAUGAUAAAAAAACAUAUGCUGUUUAUGAAGGAUAUAAGUUUAUAGUAGUUGAUGAAACGGAAAAACAAAUUUUAAUAU
env-5 AAUAAUACAAGAGGAAAGUCUUCAAGGUUACAAUUUAUGUGAAGAACGAGAAAAUAGAGAAAAUGAAGUAGUGCUUAAGAAAGAAAAUGAAAAAUG
env-6 UAUAGAGUUUUGCCGGGAGGUAUUCCGAAUCCGGCAGAAGAUGCAGCAAAACAUCUCCCCAAAGGAGGAAUAGAAA....................
env-13 AGUAUAAAAAUUGGAGAAACAAGAUGGAAAAAUGAAUGAGAUAGACACUAUCUGUCAUACUGAAAAUGUAUAAUGUUUUAUAGGACGGAGGUGUCU
env-14 AUGCAAGACUUCUGGCAGACAUCAAUAACUUAAGAGCAGAGCAGGGACUUCCCGCACUGACCCUUGACAGUGAAUUAAACAGCUAUGCAGCAGUAA
env-15 AUGCAAGACUUCUGGCAGACAUCAAUAACUUAAGAGCAGAGCAGGGACUUCCCGCACUGACCCUUGACAGUGAGUUAAACAGCUAUGCAGCAGUAA
env-17 AAAACUAAAAUAAGUUGGACAAACAGUUUGACUUAAUGUUGCUUAUAAAAUCGUGUUGAAAGUUUGACUAUGAAGGAGGCGAAAAGAUUAUUUUUU
env-18 ................................................................................................
env-19 UAUCUGUGGGAAAAUCGUUUGAUGAAAAAUAUUGCACCCUAUAUCCAUGAACAGUUUCCUGAUCAGGAUAUUGAAUUUAUUAUUGGUAACAAUGAU
env-20 ................................................................................................
env-21 UAUCUGUGGGAAAAUCGUUUGAUGAAAAAUAUUGCACCCUAUAUCCAUGAACAGUUUCCUGAUCAGGAUAUUGAAUUUAUUAUUGGUAACAAUGAU
env-22 ................................................................................................
env-24 ................................................................................................
env-26 UAUCUGUGGGAAAAUCGUUUGAUGAAAAAUAUUGCACCCUAUAUCCAUGAACAGUUUCCUGAUCAGGAUAUUGAAUUUAUUAUUGGUAACAAUGAU
env-27 UGAAUGGUGACAGGCUUAUGUAUUUUCAGCAUACAGAUAUCAGCAGGGUUGUGUUUGAAGGGUAUGUAGAUGAUGAUGAGAUAAUGAUGUGUGACA
env-29 ................................................................................................

................................................................................................
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6 ClostridiaG20A

6.1 Taxa

The taxonomy of each organism containing a putative ClostridiaG20A is listed,
with abbreviations identifying each hit (e.g., “Eco-1-1” and “Eco-1-2” might hy-

pothetically represent two distinct RNAs in E. coli). The abbreviations will be
used to identify each individual ClostridiaG20A in Sections 6.2 and 6.4.

abbrev. of hits taxonomy of species
Ame-1-1 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Alkaliphilus metalliredigens QYMF
Car-1-1 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium arbusti SL206
Cbe-1-1 to Cbe-1-2 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium beijerinckii NCIMB 8052
Cbo-1-1 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium bolteae ATCC BAA-613
Cbo-2-1 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium botulinum B str. Eklund 17B
Cbo-3-1 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium botulinum B str. Eklund 17B(NRP)
Cbo-4-1 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium botulinum E1 str. ’BoNT E Beluga’
Cbo-5-1 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium botulinum E3 str. Alaska E43
Cbu-1-1 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium butyricum E4 str. BoNT E BL5262
Cci-1-1 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium citroniae WAL-17108
Ccl-1-1 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium clariflavum DSM 19732
Ckl-1-1 to Ckl-1-2 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium kluyveri DSM 555
Ckl-2-1 to Ckl-2-2 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium kluyveri NBRC 12016
Clj-1-1 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium ljungdahlii DSM 13528
Cpa-1-1 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium papyrosolvens DSM 2782
Cph-1-1 to Cph-1-2 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium phytofermentans ISDg
Csp-1-1 to Csp-1-3 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium sp. DL-VIII
Csp-2-1 to Csp-2-2 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium sp. Maddingley MBC34-26
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Ece-1-1 to Ece-1-3 Bacteria Firmicutes Clostridia Clostridiales Eubacteriaceae Eubacterium cellulosolvens 6
Aca-1-1 to Aca-1-2 Bacteria Firmicutes Clostridia Clostridiales Lachnospiraceae Anaerostipes caccae DSM 14662
Asp-1-1 to Asp-1-2 Bacteria Firmicutes Clostridia Clostridiales Lachnospiraceae Anaerostipes sp. 3 2 56FAA
Lba-1-1 Bacteria Firmicutes Clostridia Clostridiales Lachnospiraceae bacterium 3 1 57FAA CT1
Ova-1-1 to Ova-1-2 Bacteria Firmicutes Clostridia Clostridiales Oscillospiraceae Oscillibacter valericigenes Sjm18-20
Dde-1-1 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Desulfitobacterium dehalogenans ATCC 51507
Ddi-1-1 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Desulfitobacterium dichloroeliminans LMG P-21439
Dha-1-1 to Dha-1-2 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Desulfitobacterium hafniense DCB-2
Dha-2-1 to Dha-2-2 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Desulfitobacterium hafniense Y51
Dme-1-1 to Dme-1-2 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Desulfitobacterium metallireducens DSM 15288
Dac-1-1 to Dac-1-2 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Desulfosporosinus acidiphilus SJ4
Dme-2-1 to Dme-2-3 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Desulfosporosinus meridiei DSM 13257
Dor-1-1 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Desulfosporosinus orientis DSM 765
Dac-2-1 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Desulfotomaculum acetoxidans DSM 771
Dku-1-1 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Desulfotomaculum kuznetsovii DSM 6115
Sgl-1-1 to Sgl-1-3 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Syntrophobotulus glycolicus DSM 8271
Eha-1-1 Bacteria Firmicutes Clostridia Clostridiales Ruminococcaceae Ethanoligenens harbinense YUAN-3
Ral-1-1 to Ral-1-2 Bacteria Firmicutes Clostridia Clostridiales Ruminococcaceae Ruminococcus albus 7
Rsp-1-1 Bacteria Firmicutes Clostridia Clostridiales Ruminococcaceae Ruminococcus sp. 5 1 39BFAA
Hhy-1-1 to Hhy-1-2 Bacteria Firmicutes Clostridia Halanaerobiales Halanaerobiaceae Halanaerobium hydrogeniformans
Hpr-1-1 to Hpr-1-3 Bacteria Firmicutes Clostridia Halanaerobiales Halanaerobiaceae Halanaerobium praevalens DSM 2228
Chy-1-1 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacteraceae Carboxydothermus hydrogenoformans Z-2901
Tsa-1-1 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacterales Family III. Incertae Sedis Thermoanaerobacterium saccharolyticum JW/SL-

YS485
Txy-1-1 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacterales Family III. Incertae Sedis Thermoanaerobacterium xylanolyticum LX-11
env-1 to env-6 environmental samples

6.2 Gene contexts

Each ClostridiaG20A (indicated by “RNA→”) is listed. For each hit, the genes
located within 6 Kb of the hit are given, except that genes are not listed for eukary-
otes, because these organisms were not used in the statistics of genetic elements
associated with c-di-GMP riboswitches.. Some environmental sequences and some
RefSeq entries lack gene annotations, and so no genes are available for such se-
quences. The direction of each gene is indicated with an arrow (→), and each
conserved domain in the gene is colored. Conserved domains associated with
more than one ClostridiaG20A are assigned a color; other domains are gray. In-
formation about these conserved domains is given in Section 6.3. The accession

number of the sequence containing each ClostridiaG20A is given. Accessions be-
ginning with “NC ”, “NS ”, “NW ” or “NZ ” are contained in RefSeq. Other
accession refer to environmental samples, whose sources are cited in Methods. Nu-
cleotide coordinates are given for the 5′ and 3′ boundaries of each ClostridiaG20A.
If the 5′ coordinate is greater than the 3′ coordinate, the RNA is present on the
reverse-complement strand of the containing genomic DNA sequence. Each hit is
denoted by an abbreviation (like “Eco-1-1”) that refers to a taxonomy given in
Section 6.1.

abbrev. Seq. accession 5′ at 3′ at genes

Bacteria Firmicutes Clostridia
Ece-1-1 NZ CM001487.1 - 29803 29687 pseudogene→ RNA→ WXG100 (pfam06013)→ hypo→ hypo→ ycf1 (CHL00204)→
Ece-1-2 NZ CM001487.1 - 3334424 3334310 BglX (COG1472)Glyco hydro 3 C (pfam01915)→ RNA→ hypo→ hypo→ hypo→
Ece-1-3 NZ CM001487.1 - 6129 6013 hypo→ RNA→ hypo→ hypo→ hypo→ COG2963 (COG2963)→ Transposase 34 (pfam05717)→
Cci-1-1 NZ ADLJ01000004.1 - 176455 176334 DNA BRE C (cd00397)→ RNA→ hypo→ S26 SPase I (cd06530)→
Hpr-1-1 NC 017455.1 + 187722 187841 IMPCH (cd01421)→ RNA→ REC (cd00156)RocR (COG3829)PAS 4 (pfam08448)GGDEF (cd01949)→

COG3434 (COG3434)→
Hpr-1-2 NC 017455.1 + 937353 937470 NAD bind Shikimate DH (cd01065)→ RNA→ PulE-GspE (cd01129)→ pilT fam (TIGR01420)→

PulF (COG1459)→
Sgl-1-1 NC 015172.1 + 1070274 1070474 twitching motility protein PilT→ RNA→ ←DUF2922 (pfam11148)
Dha-1-1 NC 011830.1 - 3634486 3634359 hypo→ RNA→ Na H antiport 1 (pfam06965)→
Dha-2-1 NC 007907.1 - 2621248 2621121 hypo→ RNA→ Na H antiport 1 (pfam06965)→
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Rsp-1-1 NZ GG696051.1 - 118090 117983 CBS pair Mg transporter (cd04606)→ RNA→ GGDEF (cd01949)→ LysR (COG0583)→
Dac-2-1 NC 013216.1 - 4469527 4469412 pseudogene→ RNA→ PhdYeFM (pfam02604)→ Plasmid Txe (pfam06769)→
Dme-2-1 NC 018515.1 - 4632192 4632077 ←DUF2229 (pfam09989) RNA→ HAMP (cd06225)MA (smart00283)Cache 1 (pfam02743)→
Dac-1-1 NC 018068.1 - 4887073 4886959 tRNA-Lys→ RNA→ HAMP (cd06225)MA (smart00283)→
Cbu-1-1 NZ ACOM01000005.1 + 1063761 1063878 NirB (COG1251)→ RNA→ NorM (COG0534)→
Cph-1-1 NC 010001.1 + 1913579 1913693 COG4932 (COG4932)Collagen bind (pfam05737)Cna B (pfam05738)→ RNA→ Transglut core (pfam01841)→
Dme-2-2 NC 018515.1 - 3085698 3085576 COG2720 (COG2720)→ RNA→ hypo→
Dor-1-1 NC 016584.1 + 1268365 1268486 HAMP (cd06225)MA (smart00283)Cache 1 (pfam02743)→ RNA→ hypo→
Dha-2-2 NC 007907.1 + 4879326 4879445 ←Lactamase B (smart00849) RNA→ HDc (cd00077)→
Dha-1-2 NC 011830.1 - 1127892 1127772 ←Lactamase B (smart00849) RNA→ HDc (cd00077)→
Ddi-1-1 NZ AGJE01000001.1 + 699215 699333 ←FdhD-NarQ (pfam02634) RNA→ HDc (cd00077)→
Dde-1-1 NC 018017.1 - 977166 977048 ←Lactamase B (smart00849) RNA→ HDc (cd00077)→
Dme-1-1 NZ AGJB01000003.1 + 15344 15463 hypo→ RNA→ HDc (cd00077)→
Dac-1-2 NC 018068.1 + 840605 840721 Ferritin like AB (cd01045)→ RNA→ HATPase c (cd00075)HisKA (cd00082)→
Ova-1-1 NC 016048.1 - 4000710 4000586 HTH XRE (cd00093)→ RNA→ Sigma70 r4 (cd06171)→
Sgl-1-2 NC 015172.1 - 3225799 3225682 ←HTH XRE (cd00093) RNA→ HDc (cd00077)→
Lba-1-1 NZ ACTP01000036.1 + 150462 150566 ArgF (COG0078)→ RNA→ COG4640 (COG4640)→ hypo→ TPR (cd00189)UPF0547 (pfam10571)→
Aca-1-1 NZ ABAX03000002.1 - 4514 4396 hypo→ RNA→ hypo→ hypo→ hypo→
Asp-1-1 NZ ACWB01000030.1 + 768 885 RNA→ hypo→ hypo→
Aca-1-2 NZ ABAX03000005.1 - 231882 231765 ←ABC NrtD SsuB transporters (cd03293) RNA→ hypo→
Asp-1-2 NZ ACWB01000102.1 + 21582 21702 ←ABC NrtD SsuB transporters (cd03293) RNA→ hypo→
Cpa-1-1 NZ ACXX02000001.1 + 388487 388598 hypo→ RNA→ ←Transposase 25 (pfam03050)

Dme-1-2 NZ AGJB01000003.1 + 240748 240865 HTH ARSR (cd00090)COG3860 (COG3860)→ RNA→ MA (smart00283)→
Ccl-1-1 NC 016627.1 - 4181891 4181767 hypo→ RNA→ ←HTH XRE (cd00093)

Tsa-1-1 NC 017992.1 - 135292 135173 ←INT REC C (cd01182) RNA→ CheW like (cd00588)→
HATPase c (cd00075)HPT (cd00088)CheA reg (cd00731)→ MA (smart00283)→ AdoMet MTases (cd02440)→
REC (cd00156)→

Txy-1-1 NC 015555.1 - 2097314 2097196 ←INT REC C (cd01182) RNA→ ←pseudogene

Chy-1-1 NC 007503.1 + 785810 785928 KaiC (pfam06745)→ RNA→ MA (smart00283)→ Tautomerase (pfam01361)→ hypo→ Radical SAM (cd01335)→
Dku-1-1 NC 015573.1 + 885645 885770 pilus cpaB (TIGR03177)→ RNA→ Big 2 (pfam02368)→ Transposase 31 (pfam04754)→
Ral-1-1 NC 014833.1 + 1557388 1557504 Transposase mut (pfam00872)→ RNA→ hypo→ putative oxidoreductase→
Ral-1-2 NC 014824.1 + 269760 269867 hypo→ RNA→ hypo→
Ova-1-2 NC 016048.1 + 81288 81407 COG3949 (COG3949)→ RNA→ Cu amine oxidN1 (pfam07833)→
Hhy-1-1 NC 014654.1 + 2552401 2552524 ←spore V T (TIGR02851) RNA→ Transposase 8 (pfam01527)→ PHA02517 (PHA02517)→
Hhy-1-2 NC 014654.1 + 314528 314650 FabG (COG1028)→ RNA→ GGDEF (cd01949)sensory box (TIGR00229)→
Sgl-1-3 NC 015172.1 + 1516481 1516599 TM ABC iron-siderophores like (cd06550)→ RNA→ VanY (pfam02557)CW binding 2 (pfam04122)→
Hpr-1-3 NC 017455.1 + 611763 611873 REC (cd00156)→ RNA→ FlgB (TIGR01396)→ FlgC (TIGR01395)→ FliE (pfam02049)→ fliF (COG1766)→

fliG (TIGR00207)→ FliH (pfam02108)→ ATPase flagellum-secretory path III (cd01136)→
flagellar export protein FliJ→ COG3334 (COG3334)→ Flg hook (pfam02120)→ FlgD (pfam03963)→
flg new (TIGR02530)→

Cph-1-2 NC 010001.1 + 1430060 1430179 ←hypo RNA→ PAS (cd00130)EAL (cd01948)HAMP (cd06225)GGDEF (cd01949)→
Eha-1-1 NC 014828.1 + 44558 44682 QPRTase (cd01572)→ RNA→ Peptidase C1 (cd02619)→
Dme-2-3 NC 018515.1 - 874362 874239 ←CoxM (COG1319) RNA→ MA (smart00283)HAMP (pfam00672)Cache 1 (pfam02743)→
Csp-2-1 NZ ALXI01000154.1 + 71586 71702 DUF939 (pfam06081)DUF939 C (pfam11728)→ RNA→ hypo→ KAS III (cd00830)→
Csp-1-1 NZ CM001240.1 - 4403817 4403696 HATPase c (cd00075)AcoR (COG3284)HisKA (cd00082)→ RNA→ REC (cd00156)→

HATPase c (cd00075)HPT (cd00088)CheA reg (cd00731)→ CheW like (cd00588)→
HAMP (cd06225)MA (smart00283)→

Ame-1-1 NC 009633.1 + 480064 480178 DUF772 (pfam05598)→ RNA→ HAMP (cd06225)MA (smart00283)→ hypo→
Car-1-1 NZ BAEV01000161.1 - 476 356 (big gap) ←MhpD (COG0179) RNA→
Clj-1-1 NC 014328.1 - 2698841 2698719 ←COG1600 (COG1600) RNA→ MA (smart00283)→
Csp-1-2 NZ CM001240.1 - 5071300 5071181 NAT SF (cd04301)→ RNA→ init cond enzymes (cd00827)→ MA (smart00283)→
Ckl-1-1 NC 009706.1 - 3562407 3562289 GlcD (COG0277)→ RNA→ hypo→ KAS III (cd00830)→
Ckl-2-1 NC 011837.1 - 3493909 3493791 GlcD (COG0277)→ RNA→ hypo→ KAS III (cd00830)→
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Cbe-1-1 NC 009617.1 - 4634356 4634236 DUF939 (pfam06081)DUF939 C (pfam11728)→ RNA→ hypo→ KAS III (cd00830)→
Ckl-1-2 NC 009706.1 + 2377695 2377816 COG5015 (COG5015)→ RNA→ KAS III (cd00830)→ MA (smart00283)→
Ckl-2-2 NC 011837.1 + 2309198 2309319 COG5015 (COG5015)→ RNA→ KAS III (cd00830)→ MA (smart00283)→
Csp-1-3 NZ CM001240.1 + 1668060 1668184 ←Na Pro sym (TIGR02121) RNA→ LbH MAT like (cd04647)→

HAMP (cd06225)MA (smart00283)Cache 1 (pfam02743)→
Cbo-5-1 NC 010723.1 - 3080262 3080142 hypo→ RNA→ LbH MAT like (cd04647)→ HAMP (cd06225)MA (smart00283)Cache 1 (pfam02743)→
Cbo-2-1 NC 010674.1 - 3268407 3268282 hypo→ RNA→ hypo→ LbH MAT like (cd04647)→
Cbo-3-1 NC 018648.1 - 3268111 3267986 metaprodigal→ RNA→ metaprodigal→ LbH MAT like (cd04647)→
Cbo-4-1 NZ ACSC01000002.1 + 444793 444918 hypo→ RNA→ LbH MAT like (cd04647)→
Csp-2-2 NZ ALXI01000024.1 - 15356 15231 RNA→ HTH MerR-like (cd00592)→
Cbe-1-2 NC 009617.1 - 4931192 4931076 flagell flgL (TIGR02550)→ RNA→ MotA (COG1291)→ OmpA C-like (cd07185)→
Cbo-1-1 NZ ABCC02000037.1 - 177166 177061 hypo→ RNA→ hypo→ COG2378 (COG2378)→ Era like (cd00880)→ Dynamin N (pfam00350)→ hypo→

COG0433 (COG0433)→ hypo→ SMI1 KNR4 (pfam09346)→

environmental

env-1 UnmappedStool Broad scaffold 764557 + 591 712 DNA BRE C (cd00397)→ RNA→ ←metaprodigal
env-2 DLF007 scaffold1178 64 + 4035 4140 metaprodigal→ RNA→ metaprodigal→ metaprodigal→ SMI1 KNR4 (pfam09346)→
env-3 DOM005 scaffold1885 2 - 1140 1035 metaprodigal→ RNA→ metaprodigal→ metaprodigal→ SMI1 KNR4 (pfam09346)→
env-4 DOM022 scaffold24921 3 - 7254 7149 metaprodigal→ RNA→ metaprodigal→ COG2378 (COG2378)→ Era like (cd00880)→ Dynamin N (pfam00350)→

metaprodigal→ metaprodigal→
env-5 NOM028 scaffold34270 3 + 145 250 RNA→ metaprodigal→
env-6 DOM008 scaffold8761 8 - 1294 1189 RNA→ metaprodigal→ SMI1 KNR4 (pfam09346)→

6.3 Conserved domains

Conserved domains found in protein-coding genes listed in Section 6.2 are
shown below, with the first sentence in their description from the Conserved
Domain Database (if any). Conserved domains associated with more than one
ClostridiaG20A are assigned a color, while others are shown in gray. The symbols
‘d’ and ‘u’ (if any) to the left of the colored domain name indicate whether the
domain occurs upstream or downstream of the RNA motif. Domains marked with
lower-case ‘d’ occur (at least once) present downstream of some ClostridiaG20A in

the opposite orientation. Domains marked with capital ‘D’ occur downstream and
in the same orientation (i.e., a potential cis-regulatory arrangement). Domains
marked with a ‘u’ occur upstream of the RNA in either orientation. If the ‘d’/‘u’
symbols are missing, then the domain is downstream and in the same strand. (This
mode is used for motifs predicted as cis-regulatory. The number in parentheses
after the colored domain name is the number of occurrences in Section 6.2.

cd00075 (4) Histidine kinase-like ATPases; This family includes several ATP-binding pro-

teins for example: histidine kinase, DNA gyrase B, topoisomerases, heat shock protein HSP90,

phytochrome-like ATPases and DNA mismatch repair proteins

cd00077 (6) Metal dependent phosphohydrolases with conserved ’HD’ motif
cd00082 (2) Histidine Kinase A (dimerization/phosphoacceptor) domain; Histidine Kinase A

dimers are formed through parallel association of 2 domains creating 4-helix bundles; usually

these domains contain a conserved His residue and are activated via trans-autophosphorylation

by the catalytic domain of the histidine kinase.
cd00088 (2) Histidine Phosphotransfer domain, involved in signalling through a two part com-

ponent systems in which an autophosphorylating histidine protein kinase serves as a phosphoryl

donor to a response regulator protein; the response regulator protein is modulated by phospho-

rylation and dephosphorylation of a conserved aspartic acid residue; two-component proteins are

abundant in most eubacteria; In E.
cd00090 (1) Arsenical Resistance Operon Repressor and similar prokaryotic, metal regulated

homodimeric repressors.
cd00093 (3) Helix-turn-helix XRE-family like proteins.
cd00130 (1) PAS domain; PAS motifs appear in archaea, eubacteria and eukarya.
cd00156 (4) Signal receiver domain; originally thought to be unique to bacteria (CheY, OmpR,

NtrC, and PhoB), now recently identified in eukaroytes ETR1 Arabidopsis thaliana; this domain

receives the signal from the sensor partner in a two-component systems; contains a phosphoac-

ceptor site that is phosphorylated by histidine kinase homologs; usually found N-terminal to a

DNA binding effector domain; forms homodimers
cd00189 (1) Tetratricopeptide repeat domain; typically contains 34 amino acids [WLF]-X(2)-

[LIM]-[GAS]-X(2)-[YLF]-X(8)-[ASE]-X(3)-[FYL]-X(2)-[ASL]-X(4)-[PKE]

cd00397 (2) DNA breaking-rejoining enzymes, C-terminal catalytic domain.

cd00588 (2) CheW-like domain.
cd00592 (1) Helix-Turn-Helix DNA binding domain of MerR-like transcription regulators.

cd00731 (2) CheA regulatory domain; CheA is a histidine protein kinase present in bacteria and

archea.
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cd00827 (1) ”initiating” condensing enzymes are a subclass of decarboxylating condensing en-

zymes, including beta-ketoacyl [ACP]
cd00830 (6) Ketoacyl-acyl carrier protein synthase III (KASIII) initiates the elongation in type

II fatty acid synthase systems.
cd00880 (2) Era (E.

cd01045 (1) Uncharacterized family of ferritin-like proteins found in archaea and bacteria.
cd01065 (1) NAD(P) binding domain of Shikimate dehydrogenase.

cd01129 (1) PulE/GspE The type II secretory pathway is the main terminal branch of the

general secretory pathway (GSP).

cd01136 (1) Flagellum-specific ATPase/type III secretory pathway virulence-related protein.
cd01182 (2) DNA breaking-rejoining enzymes, intergrase/recombinases, C-terminal catalytic

domain.
cd01335 (1) Radical SAM superfamily.
cd01421 (1) Inosine monophosphate cyclohydrolase domain.
cd01572 (1) Quinolinate phosphoribosyl transferase (QAPRTase or QPRTase), also called

nicotinate-nucleotide pyrophosphorylase, is involved in the de novo synthesis of NAD in both

prokaryotes and eukaryotes.
cd01948 (1) EAL domain.
cd01949 (4) Diguanylate-cyclase (DGC) or GGDEF domain.

cd02440 (1) S-adenosylmethionine-dependent methyltransferases (SAM or AdoMet-MTase),

class I; AdoMet-MTases are enzymes that use S-adenosyl-L-methionine (SAM or AdoMet) as a

substrate for methyltransfer, creating the product S-adenosyl-L-homocysteine (AdoHcy).

cd02619 (1) C1 Peptidase family (MEROPS database nomenclature), also referred to as the

papain family; composed of two subfamilies of cysteine peptidases (CPs), C1A (papain) and C1B

(bleomycin hydrolase).

cd03293 (2) NrtD and SsuB are the ATP-binding subunits of the bacterial ABC-type nitrate

and sulfonate transport systems, respectively.

cd04301 (1) N-Acyltransferase superfamily: Various enzymes that characteristically catalyze

the transfer of an acyl group to a substrate.
cd04606 (1) This cd contains two tandem repeats of the cystathionine beta-synthase (CBS pair)

domain in the magnesium transporter, MgtE.

cd04647 (5) Maltose O-acyltransferase (MAT)-like: This family is composed of maltose O-

acetyltransferase, galactoside O-acetyltransferase (GAT), xenobiotic acyltransferase (XAT) and

similar proteins. [STAV]-X-[LIV]-[GAED]
cd06171 (1) Sigma70, region (SR) 4 refers to the most C-terminal of four conserved domains

found in Escherichia coli (Ec) sigma70, the main housekeeping sigma, and related sigma-factors

(SFs).
cd06225 (8) Histidine kinase, Adenylyl cyclase, Methyl-accepting protein, and Phosphatase

(HAMP) domain.

cd06530 (1) The S26 Type I signal peptidase (SPase; LepB; leader peptidase B; leader peptidase

I; EC 3.
cd06550 (1) Transmembrane subunit (TM), of Periplasmic Binding Protein (PBP)-dependent

ATP-Binding Cassette (ABC) transporters involved in the uptake of siderophores, heme, vitamin

B12, or the divalent cations Mg2+ and Zn2+.

cd07185 (1) Peptidoglycan binding domains similar to the C-terminal domain of outer-membrane

protein OmpA.
CHL00204 (1) Ycf1; Provisional

COG0078 (1) Ornithine carbamoyltransferase [Amino acid transport and metabolism]

COG0179 (1) 2-keto-4-pentenoate hydratase/2-oxohepta-3-ene-1,7-dioic acid hydratase (cate-

chol pathway) [Secondary metabolites biosynthesis, transport, and catabolism]
COG0277 (2) FAD/FMN-containing dehydrogenases [Energy production and conversion]
COG0433 (1) HerA helicase [Replication, recombination, and repair]

COG0534 (1) Na+-driven multidrug efflux pump [Defense mechanisms]
COG0583 (1) Transcriptional regulator [Transcription]

COG1028 (1) Dehydrogenases with different specificities (related to short-chain alcohol dehy-

drogenases) [Secondary metabolites biosynthesis, transport, and catabolism / General function

prediction only]

COG1251 (1) NAD(P)H-nitrite reductase [Energy production and conversion]
COG1291 (1) Flagellar motor component [Cell motility and secretion]
COG1319 (1) Aerobic-type carbon monoxide dehydrogenase, middle subunit CoxM/CutM ho-

mologs [Energy production and conversion]

COG1459 (1) Type II secretory pathway, component PulF [Cell motility and secretion / Intra-

cellular trafficking and secretion]

COG1472 (1) Beta-glucosidase-related glycosidases [Carbohydrate transport and metabolism]
COG1600 (1) Uncharacterized Fe-S protein [Energy production and conversion]

COG1766 (1) Flagellar basal body M-ring protein [Cell motility and secretion]

COG2378 (2) Predicted transcriptional regulator [Transcription]
COG2720 (1) Uncharacterized vancomycin resistance protein [Defense mechanisms]

COG2963 (1) Transposase and inactivated derivatives [DNA replication, recombination, and

repair]

COG3284 (1) Transcriptional activator of acetoin/glycerol metabolism [Secondary metabolites

biosynthesis, transport, and catabolism / Transcription]
COG3334 (1) Uncharacterized conserved protein [Function unknown]

COG3434 (1) Predicted signal transduction protein containing EAL and modified HD-GYP

domains [Signal transduction mechanisms]

COG3829 (1) Transcriptional regulator containing PAS, AAA-type ATPase, and DNA-binding

domains [Transcription / Signal transduction mechanisms]
COG3860 (1) Uncharacterized protein conserved in bacteria [Function unknown]
COG3949 (1) Uncharacterized membrane protein [Function unknown]
COG4640 (1) Predicted membrane protein [Function unknown]

COG4932 (1) Predicted outer membrane protein [Cell envelope biogenesis, outer membrane]
COG5015 (2) Uncharacterized conserved protein [Function unknown]
pfam00350 (2) Dynamin family.

pfam00672 (1) HAMP domain.
pfam00872 (1) Transposase, Mutator family.
pfam01361 (1) Tautomerase enzyme.
pfam01527 (1) Transposase.

pfam01841 (1) Transglutaminase-like superfamily.
pfam01915 (1) Glycosyl hydrolase family 3 C terminal domain.
pfam02049 (1) Flagellar hook-basal body complex protein FliE.

pfam02108 (1) Flagellar assembly protein FliH.
pfam02120 (1) Flagellar hook-length control protein FliK.
pfam02368 (1) Bacterial Ig-like domain (group 2).

pfam02557 (1) D-alanyl-D-alanine carboxypeptidase.

pfam02604 (1) Phd YefM.
pfam02634 (1) FdhD/NarQ family.

pfam02743 (5) Cache domain.

pfam03050 (1) Transposase IS66 family.
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pfam03963 (1) Flagellar hook capping protein.

pfam04122 (1) Putative cell wall binding repeat 2.

pfam04754 (1) Putative transposase, YhgA-like.
pfam05598 (1) Transposase domain (DUF772).

pfam05717 (1) IS66 Orf2 like protein.
pfam05737 (1) Collagen binding domain.
pfam05738 (1) Cna protein B-type domain.

pfam06013 (1) Proteins of 100 residues with WXG.
pfam06081 (2) Bacterial protein of unknown function (DUF939).
pfam06745 (1) KaiC.

pfam06769 (1) Plasmid encoded toxin Txe.
pfam06965 (2) Na+/H+ antiporter 1.

pfam07833 (1) Copper amine oxidase N-terminal domain.

pfam08448 (1) PAS fold.
pfam09346 (4) SMI1 / KNR4 family.

pfam09989 (1) CoA enzyme activase uncharacterized domain (DUF2229).

pfam10571 (1) Uncharacterized protein family UPF0547.

pfam11148 (1) Protein of unknown function (DUF2922).

pfam11728 (2) DUF939 C-terminal domain.

PHA02517 (1) putative transposase OrfB; Reviewed
smart00283 (15) Methyl-accepting chemotaxis-like domains (chemotaxis sensory transducer).

smart00849 (3) Metallo-beta-lactamase superfamily.
TIGR00207 (1) flagellar motor switch protein FliG.
TIGR00229 (1) PAS domain S-box.

TIGR01395 (1) flagellar basal-body rod protein FlgC.
TIGR01396 (1) flagellar basal-body rod protein FlgB.
TIGR01420 (1) pilus retraction protein PilT.

TIGR02121 (1) sodium/proline symporter.
TIGR02530 (1) flagellar operon protein.

TIGR02550 (1) flagellar hook-associated protein 3.

TIGR02851 (1) stage V sporulation protein T.
TIGR03177 (1) Flp pilus assembly protein CpaB.

6.4 Multiple-sequence alignment

Each ClostridiaG20A is denoted by an abbreviation (like “Eco-1-1”) that refers
to a taxonomy given in Section 6.1. Nucleotides proposed to basepair as part
of the consensus structure are shaded in color when they comprise Watson-Crick or
G-U pairs. Otherwise they are shaded gray. Conserved stems are also indicated at
the bottom of the alignment by angle brackets, where matching < and > denote
base-paired columns. Below these angle brackets, the symbol “2” denotes base
pairs exhibiting covariation, “1” denotes base pairs exhibiting compatible muta-
tions, “0” denotes base pairs that are not observed to mutate and “?” denotes base

pairs that have a significant frequency of non-canonical nucleotides for Watson-
Crick or G-U pairs (> 5%). Below these base pair annotation is the consensus
sequence: “R” = “A” or “G”, “Y” = “C” or “U”, red nucleotides: nucleotide
identity conserved more than 97% of the time, black nucleotides: 90%, gray nu-
cleotides: 75%, red circle (qa): nucleotide is present 97% of the time, black circle (qa):
90%, gray circle (qa): 75%, white circle (qa): 50%. All percentages of sequences just
described (e.g. 97% conserved) assume that sequences have been weighted by the
GSC algorithm implemented by the Infernal software package.

Duplicate sequences: the following putative homologs are not shown in the alignment because their sequences are identical to a homolog already shown: Cbo-3-1,
Ckl-2-1, Ckl-2-2, Dha-2-1, env-2, env-3, env-4, env-5

alignment positions 1 · · · 147

Ece-1-1 GUCAAAAAUGAUAUUCGGCCUUUGUUUAAUAUAGGGAAACGUACAGUUUCGCCGGAUUGCAAUAUCUAUUCGUAGAUCCCAUUUGUUAAA.................AUUAAUUACAUAGCAAACCUG.UAGUGAUGCAGGGACGC.
Ece-1-2 UCAAAAAUGAUACAGAGCUCUUGUUCAAUACAGAGAAAUUGUCAGAAUUGAUGAAUUGUUCACAAUAUAAAUACAAAAUAUUUGUUAGAA....U.U.AA..U..U........GCAUAGCAAACCUG.UAGUGAUGCAGGGACGC.
Ece-1-3 AUGAAAAACGGAAGGGCGCCUUUGUCUAAUAUAGAGAAACUGUCAGUUUUGACAAAUUCGUGUCCGUAUUCGUAGAUUUAAUUUGUUAAA......AUUA..A..U.......UGCAUAGCAAACCUG.UAGUGAUGCAGGGACGC.
Cci-1-1 UUGCUAUGCUUUCAGUCGGAAUUCUAUUACAUAAUGUAUAUUAUGUAAUCUCUCAUAUGAGAUGCUUCCUUUAGAAAUACCCCAUAAUAU....A.A.AUGA...U.......CGAUCAGCAAAACUA.GCGAAAGCUAGUGACGC.
Hpr-1-1 UUAUUUUUUUGUAUAGAAUUUAAUUUUAACUAGCUAAAUAAAGGUUUUUAAAGCUGAAUAUCGAAAUUAGAAAGUAACAGUAAAAUAAUA..................UUUUAAUAAAAGCAAAACAA.UUGAAAAAUUGUGACGC.
Hpr-1-2 AGCUGAAAUUGAAAAAUAAUAAAAAUUUAUAAGAAAUUUGUAGACUUUUGUCGGAUAAUAGAUUAUAAUAGGAUUAAAAU......UAGA......U.UA..A...AAUAAAAUAAAAAGCAAAACAA.CCUAAAGGUUGUUACGC.
Sgl-1-1 ACCUGGGGCCCCAGGUCAAGUCUACUCAGAGAUAAAGAUAUACAAGAAAAAUACCAAGCAGAAAAUCAAUUUUGCGAAAG...AUUAUUG......A.C.ACUAC..CGAGCGAUAAGAGUAAACCUG.UCCAAAGACAGGGACGC.
Dha-1-1 AAAACAAGAAAAAUGCAGAAAUUUGCCGGGUUUUAUUGCUUAAGGCAGUUUAUCUAUGCUAUACUAAAGUAUCUGAAAAUUAUAUUAUCG.UUGA.UGGU..U..G...........GAGCAAACUUU.GUGAAAGCAAAGGACGCU
Rsp-1-1 AAUGUGUCUGUGAAUAAACCAGUGUGCCGACAAGUUGAUUCUUCGAGAAAUCAACUUGUUGGCACACCAGGUAACUGUAUAAUUCCACAG......A.UAC.A..G........UAUCAGCAAAACAG.UCGAAAGGCUGCGGCGC.
Dac-2-1 CUGCUGCAGAAGUCAAAUUUGAUUUAAAGUAAACUAAAACAAGCUUAUGGAUGUAUGCUCACUAAUGGUUAAAUAACAUUUAAAUAUUAA........AC..A..G........GAAGAGCAAACCUG.GCGAAAGUCGGAGACAC.
Dme-2-1 ACAAUAUGUAGAUAUAUGUUAUAUUAAAUUGCGAUUUAUUAUAUUAGGUCACUUGGAUAGUUCCAAUAAUGGAUGUAAAUAAUUUUAUAU....U.C.UG..C..G.......AUAAGAGCAAACCCA.GUGAGAACUGGGGACGC.
Dac-1-1 GGUCUUCCAAGUUCAGACAAUCUUUGUGAUGCUUUGGAUGACUUCACCAUAUAGGUAUUGCAUUGAUUUAAAUUCAUAUGAAGCAAAGGA....C.A.CU..U..G.......AAAAGAGCAAACCUA.GCGUGAGCUAGGGACGC.
Cbu-1-1 AAAUAAUUUACAAUUAUGAUUAUUUAUUAAAAUAUCUUGCUAAUAAUACAAUAAUAUAGUAUUAUACAUAUGUACUUAGUUUAUUAUUUA.......AGUA.U..G........UUUUAGCAAAGCUA.GAGAAAUCUAGCGACGC.
Cph-1-1 AUGGAACAUUAGACCUAUUUCGUAAAUUUUACAAAAGGUAUAAAAUAGAAAUAAGAAAAACUACAUAUAGACAAAGUUGG.....UGCUU......U.CCAAC..G.......AUAAUAGCAAACCUA.GUGAAAACUAGCGACGC.
Dme-2-2 AAAAAUAAAUGCAAUAAUGAUAAAAAGGUCCUAUUAAUAAUGGUACAAAAGACCUAUUCCUAUGGUAUAAUUGACCCAAUAAAUAUACCA....G.U.GA..C..G.......ACAUUAGCAAACUUGAGCGAAAGCCAAGGACGC.
Dor-1-1 CAGUAUUUAGGAAAUAUACCAUAAAUAUUACCAAUAAUAAUAGUACAAAAGGCUUAUUUCUAUGGUAUAAUUGUCCUAAAUUGAAUACUA....G.U.GA..C..G......AUAAAUAGCAAACUUGAGUGAAAGCCAAGGC.GC.
Dha-2-2 UUGUGAAGCUAAAACUUAGCCCUUAUAAUAGAAUGGAUGAUAAAGCCUUAAAUAUUUCGAUACUUAAAAUAGCAUAGCCUGUACUUUAGU....G.A.UU..C..G.......ACAAUAGCAAACCUA.GCGAAAGCCAGGGACGC.
Dha-1-2 UUGUGAAGCUAAAACUUAGCCCUUAUAAUAGAAUGGAUGAUAAAGCCUUAAAUAUUUCGAUACUUAAAAUAGCAUAGCCUGUACUUUAGU.....GA.U.U.C..G.......ACAAUAGCAAACCUG.GCGAAAGCCAGGGACGC.
Ddi-1-1 UCGAGUAAAUUCAUGAUAGCUCCUUGUCCAGAGGAAAUUUAGCAAUUAUAAUGGAUAUACAUAUGCGCAAGCAGGAAAUUGAAAACAUAA.....AG.AU..C..G.......ACAAUAGCAAACUUG.GUGAAAGCCAAGGACGC.
Dde-1-1 UUGUGAAGCUAAAACUUAACAUUUAUAAUAGGAUGAGUGAUAAAAAAACUUAUACUUUAGAUACAUAAAAUAUGUAUAGCCUGCACUUUA.....GU.G.U.C..G.......ACAAUAGCAAACUUG.GCGAAAGCCAAGGACGC.
Dme-1-1 GAAAUUAGUAUUAUUAUGACGAAAUAAUGGGAAUUGAUCUAUUUUACGUCUAUUUUAAGUUGGAAAUUGAUGAUAUUAUAUAAAUAUAGG.....AC...AUC..G.......ACAAGAGCAAACUUG.GCGAAAGCCAAGGACGC.

..........................................................................................<<<<<.<.<<..<..<.............<<...<<<<.<<....>>>>>>...>>.

..........................................................................................?????.?.??..?..?.............02...2222.22....222222...20.qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa------ qa- qa qa-- qa-- qa------- qa qaA qa qaAGCAAA qaYUR- qaYGAAAG qaYRR qaGRCGC-
5′
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Dac-1-2 UACUAGCUAAGAACUUUUAACUGGACUAUUAUAAUAUACAUUAGGGCGAAAGAACUAACAGAAUAGAACGAUCGGCCUAA...AUUAAUA.........A..C...AGUAACAAUAAUAGCAAGCUUGGACGAAAGUCAAGGACGC.
Ova-1-1 AAGGAUUAUAAUAAAGCCAUUAUGUAAAUAAUAUCCAUUUUUGAGUUAGCUUGUAAUAAAAACAGUAUAUACAAGCAUUAAAAUUUUAUA....A.A.AA..U..G.......UUAAGAGCAAACCUG.CCCAAAGGCAGGGACGC.
Sgl-1-2 ACUUUUCUCCCCGUUUAUUGUAACCUGAUAUAAAUGUGUAGUUCUUUGGUCCUAUAUAUUAUUGUGACCAUAAGCACAGAGAUGUGAAAA..........AAUAUG.......AUAAGAGUAAACCUG.UCGAAAGACAGGGACAC.
Lba-1-1 GCUUAUAUUAUGGCGGGAAUUGGAUUAAUGUUCAAUGAAAAGUUCGGCGGAAAUUGACAUUUUUCUACAAAAGUGUUAAGUUAUAUGUAU.....................AAAUUUUAGCAAAACAG.UCGAAAGAUUGUGACGC.
Aca-1-1 UUCCGGAUAGAUGCUCCAAAUUUCAUAAAGCUGGAUUAAUUAAUAUUCUGCACAGAAUCACAUCAGAAAUGAUAAGUUAA....UUAAUC........AG..U...AAUUUAAUAUUUAGUAAAACUA.UCGAAAGGUAGUGACAC.
Asp-1-1 UUCCAGAUAGAUGCUCCGAAUUUCAUAAAGCUGGAUUAAUUAAUAUUCUGCACAGAAUCACAUCAGAAAUGAUAAGUUAA.....UUAAU......C.AG..U...AAUUUAAUAUUUAGUAAAACUA.UCGAAAGGUAGUGACAC.
Aca-1-2 UUUUCUUUUUAAAGAAGCACUCUGUAUUUCAAAAGCUGGAUGAUUGUAUUCAUCACAUGGUAUUCAUAUCCACAGCGAUG.AAUGAAACA....A.U.UA..C..A.......UAUUCAGUAAAACUG.UCAAAAGGCAGUGGCAC.
Asp-1-2 UUUUUCUUUUUAAAGAAGCGCUCUGUAUUUCAAAAGCUGGAUGAUUGUAUUCAUCACAUGGUAUUCAUAUCCACAGCGAUGAAUGAAACA.................AUUACAUAUUCAGUAAAACUG.UCAAAAGGCAGUGGCAC.
Cpa-1-1 CAUACGAAAUUAUAUUGCUAUUGGCUUUUAAAUAUUGUAAUAUAAUACCAUGAUGUGAAUGGCGACAAGAUUGCCAUCAAAUUGAAUAUG.....................GAUUUUUAGUAAAUCUG.UCGAAAGGCAGAGACAC.
Dme-1-2 ACAGCGUAUUAUAGAAAACGUUGUAGAAAUUUAGUAUUAUUGUGGAAUUGAGUGUAGUGUCGUUUUGUAAGAAUGAUAAAAGAAUAUGAA......G.CAA.U..G.......ACAAGAGCAAACCUG.GCGAAAGUCAGGGACGC.
Ccl-1-1 ACUCAAAGGCAACCGGCUAUGGUAGUAACAUAUAAAAUAUAACAGUACUAAAUUGAAAAGAAAUUGAAGCCUUUAUGGGAUGAAUUAAAU..AAU.G.AG..C..G.......UUAAUAGCAAACUUG.UCGAAAGGCAAGGACGC.
Tsa-1-1 GUAUAUUAUGAACUUAUUAAAUGUAACAAAAUGAUUAUAUUGUUACAUUAUCAUUAAAUUUAUUUUAAGUCAUUUGAUGUUUAGCAAUAU......A.AG..CUUG.......AAAAGAGCAAACUUA.UCGAAAGAUAAGGACGC.
Txy-1-1 AAAAUGCUUAUGUAUCAAAUAUAUUAUAAUCUUAUUAAAUGUAACAAAAUGAUUAUAUUGUUACAUUAUACUAUUUUGAAUAACAAUAUG......A..A..CUUG.......AAAAGAGCAAACUUA.UCGAAAGAUAAGGACGC.
Chy-1-1 GCCAAUAUUAAAAAGAAUACAAAUGGAAAAUGUUAUGUUAUAAUAUUGCAUCUCGAAAAUGUCACAUAUUAUAAAUCAUAACAAGAUUCA....C...CC..UUUG.......UCAAUAGCAAACCCG.GCGAAAGCCGGCGACGC.
Dku-1-1 AGGUGCGAACCGGGCGAGCAGUAGAUCAGGCUUCCAUCAAAACCAAAAAUAUGUUAUAAUUCAUAUAUUAAAAAAUUGAAUAUACAGUAC....U.G.CC..C..G.......AAAAUAGCAAACCCGUGCGAAAGCCGGGGACGC.
Ral-1-1 AUCUUUUGUGAAAAUGGUAGAAAUUAUUCGUCUGAUUUUCUAAUAUAGUUAAUAAUAUUGACAAUGAAUCAAUAAAAAGGUAUAAUAUAA...U....UA..AUAG......UAAAAAAGCAAAACUA.CUGAAAAGCAGUGACGC.
Ral-1-2 AUUUAUGUUCGUUUGCUUGACAUAUCAUGAUUUCAUUGUAUAAUUAUAAUAAGGCUAGUUAUAAUAAUUCAGUAUUACAAUUAGCUGAAA............A..U.......AUAAAAGCAAAAUUG.CUGAAAAGCAGUGACGC.
Ova-1-2 GGAUCUUGUAAAAAUGCAGCAGAUAAUGCGAACUGCGCAAAAUAUAAAAAGUUAUUGGCAAAAUGUGCAAAUUGUUUACAAUAGAGACAA......U.CUC.C..G.......AUACGAGCAAACUUG.GCGAAAGUCCAGGACGC.
Hhy-1-1 UAUUUGUAUAAAUAAUGUAAAUCUUUUUAAAUUUUUGCAGGAUAAUUAUUUGUAAUCGAUAAUAUAUAAGUUAGACAUAAAAUUUAAUAU......U.UU..AAUA.......UUAAUAGCAAAAUAU.UCGAAAGAUUAUUACGCA
Hhy-1-2 UUUAAUUGUCGACCUUUCUUUUCGAUACUAAUACUAGAUAAUAAACUUCAAUCGACUGGUAAAGCUUAAUCUAAUUUAAAUUUUUAGCAG.................UUAAAUAUAAAAGCAAAAUAG.UUGAAAGACUAUCACGCA
Sgl-1-3 GAAGCGGGAUGAGAUUGGUUCUCAUUUCUCAUUGACAACGGUCAGGAUUUUCCGUAUCAUUAUCUCGAAAAAUGAAAUGAAAAAAUAAUG......A.UGA.C..G.......AUAAGAGCACACCUU.CCGAAAGGAUGGGCCGC.
Hpr-1-3 AGUUAUGGAAUCCUUAGGAAAAUUAGUGUAAAUUUAAAUUAUAAAAUUAUAACAAAAUAUUAUAAUUUAAUAAGCGAUAGUUAUAGUAAU.....................AAAUAUUAGCAAAAUUA.GCGAAAGUUGAUGACGC.
Cph-1-2 UAUAAUAAUUAGCAUAUCAAAUUCUAUCCAUUUAAUUCAAGUAAAGUGUUGAUAUGUUAAAUGAUUUAUUUACUGUAUUAACAUAAGUAA........UUA.U.........AAAUUUAGCAAACUAA.UUGAAAGAUUAGGACGC.
Eha-1-1 CGGGGGCGUGAUUGUAAAAUUUCACAAAGUCCAUACAAAGUUCUUGAAAUUUCGACACGAUAGCGUUAAUAUAUAAAUAUAUAAAAAGUG....C.AUAU..U..G.......UAAAUAGCAAACUUG.UCGAAAGGCAGGGGCGC.
Dme-2-3 UUGCAUCGCUUAAUUACGCGCCAACAACAUAAUGUUAUUGACAAUAUUAAUAUGUAUGUUUAGAUGUCUUUAAACUGAUAUAUGAAUUGA.......AUAA.U..G.......AGAAAAGUAAACUUA.CUGAAAGGUAAGGACAC.
Csp-2-1 UUAAAAUGGAUUUUGAUAAUUCUAAUGGUAAAAUUACCAAGAUUAUUGUUGAAAUUUAUGGCAAAUUAGGGUAAAAUAUAAACAUCAUAU.......ACAU.U..G.......AUAAUAGCACACUUA.UCGAAAGGUAAGGUCGC.
Csp-1-1 AUGUUAUCAUGAUGAUAGUGAAUAUAAUUAGUGGUUUAAAUGCUAAAGUUUUCAAUAAUAAGAAUUAUGUGGAAUUAAAAUUAAAUAUAU.....AA.A.A.U..G.......UAAAUAGCAAAUUCA.UUGAAAGGUGAAGACGC.
Ame-1-1 UAAGUACUAUCUAAACGGGACUUAUAUUAGAUAAAAAGUCCUACUGAGAAUAUAGUUUAAUUGAAAAUUGCAUAAUACCAACAAUAAUGU......U........G.......AUAAAAGCAAACUUA.UUGAAAAAUAAGGGCGC.
Car-1-1 CGGUGGGAUUCAAAAUAGACUAGCAUACUGACUAGUUAUUUAUUUGAAUGUGCCUAAAAGUAAAAAUAUAAAAUUUAUAUAUGAGAUUAU......C.CAA.U..G.......UUAAUAGCACAACUA.UCGAAAGGUCGCGUCGC.
Clj-1-1 AAAAUAUGCAAAUAUUUUAUGUAUAAAUUACAAUAAUAUGCGAUUACCAUUGAAUUUUGUAAAAUUUUAGUGUAAUAUAUUUUAUAUUAC........UAC.AUUG.......AUAAUAGCACAUUUA.UCGAAAGGUAAAGUCGC.
Csp-1-2 AGAUUGAAUAUAACGGAACAGAAGGAAUUAUUGUAGAAAUAUGCAACUAAUAUUGAAAAAUGUAAGAAAAUGGAGUAGUAUAUAGUGUAU........AU..AUUG.......AUAAUAGUACACUUA.UUGAAAGGUAAGGUCAC.
Ckl-1-1 GAAUAAUCUUUUAAAAAAUAAAAAAUUAAGGUAAAGUUUAGAUAUUAUUCUUGAAAAUUCUAAAAAUUACAUGUAAAAUU..AUGAAUAU....A.U.AU..U..G.......AUAAUAGCACACUUA.UUGAAAAAUAAGGUCGC.
Cbe-1-1 AAAAUUAGUUUUAAUGCCAUUAAUGGUAAAAAUAUUGGUAUAAAUAUUGAAAUUUAUCAAAAAUAAGUGUAAAAUUAUGCAUAUCAUAUG....U...AU..U..G.......AUAAUAGCACACUUG.CCGAAAGGUAGGGCCGC.
Ckl-1-2 AUAUUUAUACUAAUUACGUCAUACAAAGUACAAAAACAAAAUAUUUAUAUUGAAUUUUGUAAAAUUUGUGUGUAAUAUAG..UUUAUAUA....AAU.A..UU..G.......AUAAUAGCACACUUA.UCGAAAGGUAGGGUCGC.
Csp-1-3 ACUUUUUUUCAUUUUACUUAAUAUAGAUUUAAUAUAAAAUGUUGAAAUUUAAUAUAAUUAGUGUAAUAAUGGAAUAUAAUAGUAUAUAUU....A.U.GA..U..G.......UUAAUAGCAUACUUA.UCGAAAGGUAAGGACGC.
Cbo-5-1 GUGUAAAAGUCGUAAAAUUAUCUUUAAAAUGAAAUAAAUGUUGAAUUAUAAGGUAUAUAAUGUUAUCAUAAUUAGUGUUA..AAAAAAUA......UAUA..U..G.......ACAAUAGCACACUUG.UUGAAAAAUAAGGUCGC.
Cbo-2-1 UGAGUAUAAAAAUUAUAAAAUUAUCCUUAAAAUGAAAUAUAUGUUGAAUUGUAAGGCGUAUAAUGUUAUCAUAUUUAGUGUUGAAAAAUA........UA..UAUG.......AUAAUAGCACACUUG.UUGAAAAAUAAGGUCGC.
Cbo-4-1 UGAGUAUAAAAAUUAUAAAAUUAUCCUUAAAAUGAAAUAUAUGUUGAAUUGUAAGGCGUAUAAUGUUAUCAUAUUUAGUGUUGAAAAAUA........UA..UAUG.......AUAAUAGCACACUUG.UUGAAAAAUAAGGUCGC.
Csp-2-2 AUAAUUUAAAGAUAUUUGUGGCUAAAAUGUUUUUCUUAUUUUAUAAUUAAAACAUAAAGUAGCCAAUACUAAUUAUUUGUUUUAUAACUA......U.AAA.U..G.......AUACUAGCACACUUA.UUGAAAGGUAAGGUCGC.
Cbe-1-2 AAUAUUCAUUCUUUUUUUUGGUAAAAAUGGAAAAAAAGAUUGAAAAUUAGGGGAAUAAAUGAUAUUAUAGAAAAUAUGGA.AAAAUUA..........UAAAU..G.......UUACUAGCACACUUA.UUGAAAGAUAAGGCCGC.
Cbo-1-1 UAUUGCACAAGUCUUGUUAUCUUUUGUUGUAAAUUAGGGUAAAAUGACGAAAAACGAAUUGACAAAAUGCGUUUAGAGGAAUAUGAUAUA....U.U.CA..G..G...........UAGCAAAGUAG.UUGAAAGUCUAUGACGC.
env-1 UUGCUCUGCUUUCAGUCGGAAUUCUAUUACAUAAUGUAUAUUAUGUAAUCUCUCAUAUGAGAUGCUUCCUUUAGAAAUACCCCAUAAUAU....A.A.AUGA...U.......CGAUCAGCAAAACUA.GCGAAAGCUAGUGACGC.
env-6 .......CAAGUCUUGUUAUCUUUUGUUGUAAAUUAGGGUAAAAUGACGAAAAACGAAUUGACAAAAUGCGUUUAGAGGAAUAUGAUAUA....U.U.CA..G..G...........UAGCAAAGUAG.UUGAAAGUCUAUGACGC.

..........................................................................................<<<<<.<.<<..<..<.............<<...<<<<.<<....>>>>>>...>>.

..........................................................................................?????.?.??..?..?.............02...2222.22....222222...20.qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa------ qa- qa qa-- qa-- qa------- qa qaA qa qaAGCAAA qaYUR- qaYGAAAG qaYRR qaGRCGC-
5′

alignment positions 148 · · · 327

Ece-1-1 AAAACCG.U.GAGUC.....ACGCGUUCGGUGC..........................................................................GU...GAUUGUC...U.GGC.UGC.A........U.UCUGU...UCUUCGGAGCGGAGCGCGGCCUUUUUUGU
Ece-1-2 AAAACCG.U.GAGUC.....ACGAGGCAGUUUC..........................................................................GU...GAUUGUC...U.GGC.UGC.AAUC.......U.G.....UUCUUAGGGGCAGAGUGCAGCCUUUUUUC
Ece-1-3 AAAACCG.U.GAGUC.....ACGAGGUUGUUUC..........................................................................GU...GAUUGUC...U.GGC.UGC.A........U.UCUGU...UCGUUAUGAGCAGAACGCAGCCUUAUUUU
Cci-1-1 AAAGCUA.CAGGGAUUUCC.CCUUUUAACA.............................................................................GGGAUGUCAGCC.....AGC.UGC.A...GG...A.U.UU....AGUAAGCCGGCUGACGCAUGCAGCAUCGG
Hpr-1-1 AAAGAUC.U.GAAUCUAAA.GCUAAAUUA..............................................................................GCAAUGAUUGUC...AGAUU.CAC.CUCAG....GA........UUAAUAGCCAGUGCAUUUUUUUCUGGCUA
Hpr-1-2 AAAAACA.U.AGGUCUAAA.GCUUUUAA...............................................................................GCCAUGACUGUU...AUGUC.UGC.C...UCAGGU.........AAAAUUGCCAGUGUAAAUU.AAUGCACAA
Sgl-1-1 AAAGCUA.UAGGGUCUAGG.UGCUUACAGUUCAAAAGUCAGUUAUUAACACUUUCGAAUUAAACACUAAAGAUUUCCAAGGGCAAAAGUUUUCAACUGUACAGAUUGUA...GACAGCC.CC..GGU.UUU.....AAAUA..G.U.....AUAAAAUCGGGGCUGUUUUUUUAGGAUAA
Dha-1-1 AAAGCUA.U.GGGUCUAAG.GCCGUCGCGCAAGACCG......................................................................GCUAGGAUCGCC...A.GGC.UAC.AA..GUAG...........UUAGAACUUCUUAGGGGAGAGUAGUUCCU
Rsp-1-1 AAAGCUA.AAGGGCCUGU....AAAAU.....................................................................................GGCAGCC.....AGU.UGCAU...U....U.A.U.....ACAGAGAGUAAUGUCUUGUUGUAUUGUAG
Dac-2-1 AAAGCUA.CAUGGUCUAAA.AUGCAGACAAGU...........................................................................AUUACGACAGCCU....GGC.CGC.C...G......U.......AGAAUGCUACUAAAGCGCA.CAGAGAACC
Dme-2-1 AAAGCCA.C.GGGUCUUCA...UUUAUU...............................................................................UAUAAGAUAGCC...G.GGU.UAC.C...GAA..C.A.......AAAUCUGUCGCCGAUCGUUUGAUUUCGGC
Dac-1-1 AAAGCUA.C.GGGUC.....UCCAAAUAAG.............................................................................GAU..GAUGGCC...G.AGU.UAC.U...AAAG.A.G.......GACUUAGUCGCCAUUCCUAUCGAAUGGCG
Cbu-1-1 AAAGCUA.UAGGGACUAAG.GUUGUGAAA..............................................................................ACUAUGUCAGCC.....AGU.UGC.C...GAAGA..........GUAAGUUCUAUUCUUUGUAGUUAAGAAUU
Cph-1-1 AAAACUA.UAGGGUCUUCC.UUAGAUAUUCU............................................................................AAGAUGAUAGCC.....AGU.UAC.C...GAAAG..G.......AGAGUUUUUAUGAGCUC...AAACCAAAU
Dme-2-2 AAAGCCA.U.GGGUCUUCC.AGUUGUAUAA.............................................................................CUGAUGAUUGCC...A.GGU.UAC.C...GAA..U.C.AC....CGAAUCAGUUAAACCUACAGUCGUCACAG
Dor-1-1 AAAGCCU.U.GGGUCUUCC.AGUUGUCUAA.............................................................................CUGAUGAUUGCC...A.GGU.UAC.C...GA...U.C.AC....UUAAACCUAUAGUCGUCAUGGCCUAGAAG
Dha-2-2 AAAGCUA.U.GGGUCUUCC.UGGAUACACUC............................................................................CUGAUGAUCGCC...A.AGC.UAC.C...GAAGC.....C....UUAAGCUUUAAACACCUU..UGUCGCCAG
Dha-1-2 AAAGCUA.U.GGGUCUUCC.UGGAUACACUC............................................................................CUGAUGAUCGCC...A.AGC.UAC.C...GAAGC..........CUUAAGCUUUAAACACCUUUGUCGCCAGU
Ddi-1-1 AAAGCUA.U.GGGUCUUC..CAGGAAACACC............................................................................UGAU.GAUUGCC...A.AGC.UAC.C...GAAC.A.........CUUAAACUUUGAAAUUGUCGCCAAAUUAU
Dde-1-1 AAAGCUA.U.GGGUCUUC..CAGGACAUGCC............................................................................UGAU.GAUUGCC...A.AGC.CAC.C...GAAG...C.......CUUAAGCUUUAAACUACUUUGUCGCCAGU
Dme-1-1 AAAGCUA.U.GGGUCUUC..CAGAGUUCUUC............................................................................UGAU.GACUGCC...A.AGC.CAC.C...GAAA.GC........GUUUUAAUACUGAGCUAUUGUCGCCUGCC
Dac-1-2 AAAACUA.U.GGGCCUUCC.GGUAUAACUG.............................................................................AU...GACAGCC...A.GGC.CAC.C...GAA....U.......CAAAUUUGCUAUCAUCAUACGUUAUGACA
Ova-1-1 AAAGCCA.UAGGAUCUAAG.GUGCUGAUGUAAGC.........................................................................GCUACGACAGCCU....GGC.UGC.C...AA...U.U.U.....CCGCACACCAAGCCUACCCAUCCAUGGGU
Sgl-1-2 AAAGCCA.C.GGGUCUAAA.GUAAUCUA...............................................................................ACCAUGAUAGCC...G.GGU.UGC.CAUAAA.............AUCGUAUAACAAUGUGAUUUUAAAGUCAU
Lba-1-1 AAAGCUA.UAGGGCCUGU....AAUA...................................................................................U..GGUAGCC.....AGU.UGC.....AAAU...C.U.....GUUAUAUGCUGCUGAUAUUCAGUAGUUUU
Aca-1-1 AAAGCCA..AGGGUCUAAG.AUCUCUAAGAG............................................................................AUUACGAUAGCC.....GGU.UGC.C...G....CAU.......GAGGAAAGCUCAUGUGUUAUGAAAUAAGC
Asp-1-1 AAAGCCA..AGGGUCUAAG.AUCUCUAAGAG............................................................................AUUACGAUAGCC.....GGU.UGC.C...G....CAU.......GGGGAAGCUCAUGUGUUAU.GAAAUAAGC
Aca-1-2 AAAGUCA..AGGGUCUAAG.AUCUGAUUACAG...........................................................................AUUAUGACAGCC.....GAU.UGC.C...G....U...AU....GAUGGGGAUCAUGUGAUUU.GAAAAACAG
Asp-1-2 AAAGCCA..AGGGUCUAAG.AUCUGAUUACAG...........................................................................AUUAUGACAGCC.....GGU.UGC.C...GUAUG..........AUGGGGAUCAUGUGAUUUGAAAAACAGAU
Cpa-1-1 AAAGCUA.C.GAGUCUAAA.GCAUGAU................................................................................GCUAUGACAGUC...G.GGU.UGC.A...GA.....U.U.....GAUUGCGAAAGCUGUGGCAUAGUUGCUGC
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Dme-1-2 AAAGCUA.U.GGGUCG....UCCAGUUUGGCUG..........................................................................AC...GAUUGCC...A.GGU.UAC.C...AAA..U.G.C.....GUAAAGGGGUAUUGCCGUCAUGAUGUUUG
Ccl-1-1 AAAGCCA.AAGGGUCUAAG.GUGAUUAGUAAC...........................................................................ACUAUGAUAGCC...U.GGU.UGC.C...GCA....U.U.....UACUGUGUGUACUAAACCUGCCCACUUUU
Tsa-1-1 AAAGCCA.C.GGGUCUAAA.GCGGAUUUU..............................................................................GCCAAGACAGCC...G.GGU.UGC.CA..G....C.U.U.....ACUAGUUGGAAUGGGGCAACCGUGUGGUU
Txy-1-1 AAAGCCA.C.GGGUCUAAA.GCAGAUUCU..............................................................................GCUAAGAUGGCC...G.GGU.UGC.CA..GC.....U..U....ACUAAUUGAAAUAGGGCAACCAUGUGGUU
Chy-1-1 AAAGCUA.CAGGGGCUAAA.GCCGUAAG...............................................................................GCUAUGCCAGCC.....AGC.UGC.C...GAAG...G.UG....UGGAUUUAGAGUUAAGCC..UCCGCCUUU
Dku-1-1 AAAGCCA.U.GGGCCUACA.GCGGUGUUGUGCC..........................................................................GCUACGGUUGCC...A.GGU.UGC.C...GAA..G.G.CA....AGUAGGUAGAAUGGACCUGUUUGCCGGAG
Ral-1-1 AAAGCCA..AGGGUCUAAG.CCGAAA.................................................................................GGUAUGACAGCC.....GGU.UGC.CAUGCA.............GUUGUGCAUGAAAAAUGGUUGACAGUUAA
Ral-1-2 AAAGCCA..AGGGUCUAAA.CCGUAU.................................................................................GGUAUGACAGCC.....GGU.UGC.UAU................AGAUAGGUAGGUUAUAGGCAAUGCGUUUU
Ova-1-2 AAAGCCA.C.GGGUCUAAG.GCAUUGUUAU.............................................................................GCUAUGACAGCC...G.GGC.UGC.C...GAAGA..........GCUCACGGAACUUACAGACUGUGUGCCAG
Hhy-1-1 AAAGCU..U.GAAUCUAAG.GAGUUUUAAUAU...........................................................................UCUAUGAUUGUC...A.AGCCUGC.C...UCAG.A.........UAUUUAUAUCACAGUGAUGAUUCUGGAUC
Hhy-1-2 AAAGCU..U.GAGUCUAAAGGGUUUUAAUAU............................................................................UCUAUGAUCGUC...A.AGCCUGC.C...UCG....G.G.....AAUCAACAGCCAGUGCUUUUAUUUCGCUG
Sgl-1-3 AAAGUCA.C.GGGUCUAAA.GCGAUUU................................................................................GCCAGGAUUGCC...G.GAC.UGC.C...GAAA.C.A.U.....GGAUGAGAGUGAAAUGAGCAUCUAUGCUU
Hpr-1-3 AAAGUUA.U.GGGUCUAAG.AUAUUUAAUAU............................................................................AUUAUGAUUGCC...A.AAC.UGC....................ACAGCAUGAAAUCUAUAGUCUAUUGCUGU
Cph-1-2 AAAGCUA.U.GGGUCUAAG.GAUAUCAUAAUA...........................................................................UCAACGAUUGCC...A.GGU.UAC.A...GAAAA..........GAAUCCAGGUGAAAGAUCU.GGAUUUUUU
Eha-1-1 AAAGCUA.C.GGGUCUAAU.GCUUCCGUUCGGAA.........................................................................GCGAUGAUCGCC...G.GGU.UGC.C........A.UUUG....UACAUAGAAUGAGAACAGGUACCGUGGCA
Dme-2-3 AAAGCCA.U.GAGUCUAAG.GUAUGAAGAU.............................................................................ACUAUGAUUGUC...A.GGU.UGC.C...AAAGGUUAA......AACACUUUAUUAGUUUUUGAGCUGUGGUU
Csp-2-1 AAAGCCA.U.GGGUCUAAAGAAUUUU.................................................................................UCAAUGAUUGCC...A.GGU.UGC.C...AAAG.U.........GUAAUAAUAAGCAUGUGUUCGUAAUUUUG
Csp-1-1 AAAGCCA.U.GAGUCUAAA.GUAAUUUCGAUU...........................................................................GCCAUGAUAGUC...A.GGU.UGC.C...AAAA.U.........AGAAAGUGAUUUAUUCAUGGCAGGCAAUA
Ame-1-1 AAAGCUA.U.GGGUCUAA..GGGAAGACACUAUU.........................................................................CCUAUGAUUGCC...A.GGU.UGC.C............G.....GAAUGCUAAUUAGUAAGUGUAAAAGCCAA
Car-1-1 AAAGCUA.U.GGGUCUAAA.GAAAAUAUUUU............................................................................UCUAUGAUUGCC...A.GGU.UGU.C...AAAG.U.........AAAGUAUAUGAUUAAAGAUAUAAAUUAGA
Clj-1-1 AAAGCUA.U.GGGUCUAAA.GAAAAUUAUUU............................................................................UCUAUGAUUGCC...A.GGU.UAC.CAAAUUA............UAGUUUUAAUAAUCAAUAUCUAUACUUAU
Csp-1-2 AAAGCCA.U.GGGUCUAA..GGAAUGUUAUG............................................................................UCUAUGAUUGCC...A.GGC.UAC.UA...AGA.G.........GAAGUUGUUAAGAAUAAAUGUUUAUGCUU
Ckl-1-1 AAAGCUA.U.GGGUCUAAA.GAAAAGUUAUUUU..........................................................................UCUAUGAUUGCC...A.GGU.UGC.C...AAAA...U.......UAUAAUUAUAAGACUUUA..AUAUGUGUA
Cbe-1-1 AAAGCUA.U.GGGUCUAAA.GAAAUUCAUUU............................................................................UCAAUGAUUGCC...A.GGU.UGC.C...AAA..A.U..G....UAGUUAUAUAAACAUUAGUCAUUUGUUUA
Ckl-1-2 AAAGCUA.U.GGGUCUUAA.GAAAAUUAUUUU...........................................................................UCUAUGAUUGCC...A.GGU.UGC.C...AAAG...U..U....UAUCUAACUAUAAAAAAUCAUGUAUAUUU
Csp-1-3 AAAGCUU.U.GAGUCUAAGGGAAAGUUUUUU............................................................................UCUAUGAUCGUC...A.GGU.UGC.C...AAAU.U.U.AU....UUUUUUAUAAAACAUGAUUAUAAUAUUUU
Cbo-5-1 AAAGCUUAU.GAGUCUAAGGGAAAAAAUUAUUU..........................................................................UCUAUGAUCGUC...A.GGU.UGC.C...AAAA.U.A.......CAUUUAAUUUACAAUUG...UAUAAUUUU
Cbo-2-1 AAAGCUUAU.GAGUCUAAGGGAAAGAAUUAUUU..........................................................................UCUAUGAUCGUC...A.GGU.UAC.C...AAAA.U.A.UA....AUUAAUUUUAAAUAUAUG..AUUUUAAGU
Cbo-4-1 AAAGCUUAU.GAGUCUAAGGGAAAGAAUUAUUU..........................................................................UCUAUGAUCGUC...A.GGU.UAC.C...AAAA.U.A.UA....AUUAAUUUUAAAUAUAUG..AUUUUAAGU
Csp-2-2 AAAGCCG.U.GAGUCUAAG.GAAAAUAUUAUUU..........................................................................UCUAUGAUCGUC...A.GGU.UGC.C...AAAA.UAU.A.....AUUAUAAUAUAUCGUGAUAAAUUGUAUAA
Cbe-1-2 AAAGCCA.U.GAGUCUAAG.GGAAUUUACAUU...........................................................................UCUAUGAUUGUC...A.GGU.UGC.C...AAAA.U.A.U.....AAUUAUAAUAAAUUUU....UUAUUUAUU
Cbo-1-1 AAAGCUA.AAAGGCCUG.....UGAA....................................................................................AUGGUAGCC.....AGU.UGCAC...GU...U.G.A.....UAGCAUUGCCUAUUGUGGCAGUGCUCUUU
env-1 AAAGCUA.CAGGGAUUUCC.CCUUUUAACA.............................................................................GGGAUGUCAGCC.....AGC.UGC.A...GG...A.U.UU....AGUAAGCCGGCUGACGCAUGCAGCAUCGG
env-6 AAAGCUA.AAAGGCCUG.....UGAA....................................................................................AUGGUAGCC.....AGU.UGCAC...GU...U.G.A.....UAGCAUUGCCUAUUGUGGCAGUGCUCUUU
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alignment positions 328 · · · 507

Ece-1-1 CUCAUAGGAAAUUGCUUCGCAUUCCCUAUGAGACAAAACGCUCCGCGGGAUGCGCAACUCGCAGAUAAGAAGAUCGCUAACGCGAUUCAGCUCGUGCGCCAAAGUCCGCGUGCGCUCCCCUCAAGACUGAGGGGAUGGGGGAGAUGAAGUCCGCUUGCGGACUUUAUUCUUUGGGGAACU
Ece-1-2 AUGGUAUCAGGAAAUUGCUCCGCAAUCCCUAUACCAUAACGCUCCGCUGGAAUUCUUACUCUCGACUUAUGCAAAUUCGGUGAAGCUGUGCUCGACGAGAGAACGUUCCAGGCGAGGUUUAAUAAUGAGGAGGAUAGCAGAUGGCAGAGUCGGGAAAUCAAGGUUCGGCAGGGAUGAAGC
Ece-1-3 UUUAUUGAGGAGGAGAACACAUGGCAGACCCGGGAUUUCUAGGUUCAACAGAUAUCACUAUGGAUGAUGGAAGCAUGGAUGUGAAUGCCAGAUCCAUAGAUGAAAAAAUGUCAAAACUAUCAAAUAAUCUAUCUUCACUUCCACCGGAUGAAAGUACGAUCACAGCCAAAGCGUCGAGUG
Cci-1-1 CUUUUUAUUUUGCCUGUUUGUCUAAUCUGAGUAUGUAAAUCCAAGGAUUCGGGACCGUGGGGCGGAUGAGCUGAGCGUUCGGGAGGUACAGAGGAAAAUGAAGCAUGAUAAAAACCAGUUUGUUGUCAAUGUAUUUACAAAUGGGGCUGAUCCGGAAUGGGAAAGACGGGAUACACAAGA
Hpr-1-1 UUUUUGCUAUUUAACUAUAGUAUAUUAAACAGAUAGUUUUACUAAUGAUUCUUUUACCAAUAGAUUUGAAAAUAACUUAAAUUUUUAAUUUUUGAACUAGGAACUUUAAUAUAAAAAAGUUUAAGGGAGGUUAGUUUUGAAAAAAAUAUUUGUAGUUGAAGAUUCUAAAUUAGAUAAAAA
Hpr-1-2 UGGCAAUUUUUUUCUAUCUAAGCUUAAUUUUAUAAAAUUAAGCAGGAAUUAGUAUUUAAAUCAAGAAUUUUAUGGUUAGGAACUAUAAAUACUAAAUUUUAUUUGAAAAUAAAUUAUGAGAAAAUACAUUGGGGGUGGAAGUUCUAUGGCCAAAAAAAGAGUUAAAUUAGGUGAGUUACU
Sgl-1-1 AGCUAUUUGUUCUGCCGAUUACACUUCAGGGGUGCGCUCUAAGAGGGGAUCGGGUCAAAGAGAUCCGUGGUGGUUGUAUCCACUAUCUUGAGGUCUCUUUUCCCUGUAAGGUCCCCUCCGGAGGUUGUGAAUAUAUUUUUGCUGAUAACGAGGUCCAUGACCGUCUCUGCUUCGGCAGCA
Dha-1-1 UUUUGGACUACUCUCUUUUUGUAUGCUUUUUUUGCCCUGUUGGGAAGAAUAAAGGGUUGAACAGCAGUAUAAGGCAGCCGGCAGUGUCGCCUUUUGUGGGGCGUGAAAAUAUAAGGAACAUUUUACACAUUAUUUUUAACUUGAGGAGGAAGACCAGUGAGUACGCAGAAAAAGACCAUC
Rsp-1-1 CGGGCAUUAUUCUCUUUUAUUUUAAAGAAAGGUUGAGAAUAUCAUGUCAGAGCAUAGGUGUAUGCUUAACAAAAUGAAUAAGAUUGAAAUAUAUGUCGCAAAUGAAGAUACGGAUAUUAAUCCUUCAGUUCAGGAAGCUAUUGAAUAUGUACUGAAACAGAAUGAUCCGGUGGGAACAGU
Dac-2-1 UGUCCUUGUAUAAGAGGCAAGAGGCAGGCUCAUUGUGCGCUUUAUGCGGUUUGUUUUUGUAAAAUUAUACUAUAUAAAAAAUUUAUUUUAAGCUGCAUGUAUCUUUACUGCUUGACAAACAUAUAAUAUAUAGUACAAUAAAUUGUACAGAAUAUUGUCAAUAAUGUAUUGUGCAUAUCU
Dme-2-1 GGCUUUUUUAUUGGGAGGACUAGUUUAGGAUGUAAAUGAGAUUUGAAGGAAUCUUGUUUUUCAAAUAUCUAAAACUCUAGGAAGGGGAAUAAAAGUGAUAAGGGAUUUAAAACUAAGGAACAAAAUAUUACUCUCAACAGGCAUGGUCGUUUUAGUUUCGUUUGUUUGCGUUAUAUUGCU
Dac-1-1 AUUUUGUUUUUUAUUGAAUCAAUCUAUGAACUUAAAGGAAGGAUGUUGAGGUUGACAAAAAUCAAAUAUCGUAUUCUCCUACUCUUGUUAGUUACUACAUUAAUUAUGGGGCUCAUCCUUGGCGGCUAUAAUAUUUAUAGCGUCAUUACGACGGAACAAAGCAAUAUAGCUCAAUAUCGU
Cbu-1-1 UUUCAAUCACUCUUUUUGAGUGUUUUUUUUAACGAUCAAUUAAACUUUUAUCUUACUAUAGGCAGAUUUUCUAAUUAUAGGAGGAAAAGAUAUGAUAAGAAGAAAUAUAUUAUGAUUGAAUUAAUAAAAGUUGUUUUAAAUUUAUUGGUAGUAGUUAAGGAUAUGGAUAAAUCUUCAACU
Cph-1-1 UAUAAAGAAAUUAUUUCUCUUCCUGUUUUCUUUUUUAUUAUUAUUUAGCUCUGUGAAAGGACAAGCAAGUGUCAUCGUCGAGUUAGAUGAAAGCCAUUUGUCAGAAGGCUAUGUAUCAACAAGUAUUAAGGAAACGAAGACAACAGUAGCAUAUGUAAUUGUGAUUAGUAAAGAUAAGGU
Dme-2-2 CCAAGAAGGUGUGGCGAUUUUUCUAUGAAGAAUGAAGAAGUUAUCUGAUUAUAUUUCCUGGCUUUUGGAGACGAAGUGUGGGGGGGUGUUAAAGUGCCAAUAAUAUCGGUUAUUUGCUAUCUUUGUACUCUAAUGUUCUAUACCAUGGGAUAUUUAAAAGUGUUGGAGCUCAAUGCAGGU
Dor-1-1 GUGUGGCGAUUUUUUAAUUAAGAAAAAGCUGAUGUUAUUUUGAGGGGUUAAAUCUCCUUUAGACUUAGGGUUCAAUAUGGUUUGGUAUCGAAUGUGAGAAAAUCCUCAAUGUAUUUCGUGAUUGUUGGGAAAUGAAAUAUGGGGGUGUUUAAGGUGCUGAUAAUAGCGGCGGUUAUUUGC
Dha-2-2 UUCACAUGGCGACUUUAAUUUUAUACUGUUUUUAUAAUUUUUAUUAAGAUGAUUUUGAAAGGAAGAACGUUCAAUGCGUCAGUUAAGCAUAAACAGGCUUAAGGAAGGGGAUAUUCUAGGGCGAACAAUCUAUGCCAAUGAUGGCCGUGUACUCCUGGGGAAAGGGAUGGCUCUGACCAA
Dha-1-2 UCACAUGGCGACUUUAAUUUUAUACUGUUUUUAUAAUUUUUAUUAAGAUGAUUUUGAAAGGAAGAACGUUCAAUGCGUCAGUUAAGCAUAAACAGGCUUAAGGAAGGGGAUAUUCUAGGGCGAACAAUCUAUGCCAAUGAUGGCCGUGUACUCCUGGGGAAAGGGAUGGCUCUGACCAAG
Ddi-1-1 GGCGAUUUUUCAUUUUGCACACGGGUUAAUCCGGGUUUAGAAUUGCUUCGAAAAGGAUUUUGAAAGGAAGAUAAAAUUGCGCCAGGUAAGUACUCAUCGACUUCAAGAAGGAGAUAUUCUGGGUCGUACCAUAUAUACCAAUGAUGGACGAGUUUUGUUAGGAAAAGGAAUGGCACUUUC
Dde-1-1 UCACAUGGCGAUUUUUAAUUUUAUAUCCCUUUUUUAUAAAUUGAUCCCCUCUUUAUAAAUUUGAUCUAUGAAGAUAAGUUUGAAAGGAAGAACAAUUCAAUGCGUCAGUUAAGUAUAAACAGGCUUCAAGAAGGAGAUAUCCUGGGGCGAACCAUCUAUACCAAUGACGGUCGUGUACUC
Dme-1-1 UGUUGCUUGCGAUUUUUUUAUUUCUGAGGGAAUUUUGAGAUAGAAACGAUUUCGAGAUAGAAGCUUUAUAUGACAUGAAAGGAAGAUUUUUAGUGCGCCAGUUAAGUAUCAAUCGGUUAAAACAAGGAGAUGUGUUGGGGCGGACCAUCUACGCUAAUGAUGGUCGCGUUUUGCUGGGUA
Dac-1-2 AUUUUUUCGAUGUUAAUUUAACUCUGGGUGUAACCAUGAUGCUCAGGAUAACUAUAAAUCUAUUUUCUAAUCUGUGGAAUAAGAUGUUGGCUAUUGAAAGUAGAGUUUCUGAGAGGUCCGAACUGGCGGAGAGCUUGUUAUUAUUAGUAAAUAGAGGCCAAUUCAGAUAUAUCGAGAAUU
Ova-1-1 AGGCUUGUGUCUGUAAUAGGGAUAAUUGUAAUUUUUUCAUGCCCUAGCCUUGUUUUUGUUUGCUUGAAGCAUUUAAAGGGGCAGGGUUAUGACCAGAUACCAAGAAAAUACACGGAGGUUGAAAUAAAGACGGCAAACUUCAUACCUCCAACUUAAAAUUCAUCAUAAAAAAGGCGGCAA
Sgl-1-2 GGCGCUCUUAUGGGGGCUAUGACUUUUAUUUAUUAUUAAUAAAAUCGAAUAAAUAAAAUAAAUACGAUUUAUUUUAUUUGUCUUUUUAUUAAUAUUCUGCCUUAGAUGUUUAAGAUAUCUUAGAUGAGUUUUACGGAAGAACAUUAUACUUUAAGGUGGUUAUAUGAUUAAGAUUAAAGC
Lba-1-1 UUAUUUUAAGUGGAUUUUGUUUACAAUACAUUGUAAGCGAAAAUGCUUGAUAAAAAAGUAUAACGCUAAAAAAAUAUCAGGUAUUGUGUCAAUACAGAAUUGUGUCUAAUGACAAAUUAAAAUAAAAAGGCAGAGAAAGCAACAUUGGGUAUUUAUAAAUAUAGGCAUAUUAAACCAAGA
Aca-1-1 AGAGUGCUUUUUUCGUACCAGAGAUCAGGAUGGUCACUGGCUUGUGUCUAUGAAAUAUAGGAGGCGCAUGAUCAUGAAAAAAGCAAUCAAAAAAGUUUUAGUAAGUGCAUUGGCAGUUUUGCUUGUUGUCGGAUUCACAGCUCCGGCCGCAGCAGCACCUGUGAAGGCAGCCAGCAGUAA
Asp-1-1 AGAGUGCUUUUUUCGUACCAGAGAUCAGGAUGGUCACUGGCUUGUGUCUAUGAAAUAUAGGAGGCGCAUGAUCAUGAAAAAAGCAAUCAAAAAAGUUUUAGUAAGUGCAUUGGCAGUUUUGCUUGUUGUCGGAUUCACAGCUCCGGCCGCAGCAGCACCUGUGAAGGCAGCCAGCAGUAA
Aca-1-2 AUUAGGGAACUGCUUUUUCACCGGUCAUCCGCCGGAUUUGUGCCUUGGGAUAAGAGGAGGCGCAUCAGUUAUGAAAAAAGCAGUUUCUAAGUUGAUAGCUGUGGCAUUAGCGGUCAUUGUGAUUGCCGCAGGCGUUGGGAUGGGGGUCCCGGCUUCGAAAAGUGUCGAAGCAUCAAGCAA
Asp-1-2 UAGGGAACUGCUUUUUCACCGGUCAUCCGCCGGAUUUGUGCCUUGGGAUAAGAGGAGGCGCAUCAGUUAUGAAAAAAGCAGUUACUAAGUUGAUAGCUGUGGCAUUAGCGGUCAUUGUGAUUGCCGCAGGCGUUGGGAUGGGGUCCCGGCUUCGAAAAGUGUCGAAGCAUCAAGCAAGGU
Cpa-1-1 GGCUUUUUAUUCGUGUAAAGGAGGGAAGGCUGAAACCUCUUAAAACAUUAUUUCAAAGAAGUGCUAUUUAUAAAAUAAUAGGUAGUGUAAAGUAUCCUAUGAAAAAUCAGAGUUAAAAAAAUAUGCUCCGGUGAACCUUGAAAAUUGCAGAUACGUUCAGUAAAUAUCUUAGUUUAUAGG
Dme-1-2 AAUAUGACGGCUUAUUUUUUUGGAAGGAGGUAAUUUAAGUGCGUGAUCGUGAUGAACUGCCUAUGACAGCAUACGAAAACGGUUACUCGUUUAACCAUUAAAUUAAAUAGGAGGAUUAGUAAAUGAAAUUCUUAAAUAACAUAACCUGGAAACUUAAACUAAUUACAGGAUACAUUAUCG
Ccl-1-1 CGUCUGGCAGGUUUUUUCCUUUUAUUUUACUUGAUACAUAUUGAUUUUUUAGAUUUGAUAUCGUGUAUUUGAAUGUAGAUAAGUGGGGCGGUGCAAAGGAUGUCGAGCUACCAAUGUCUUCAAAAUUGCAGUUACGGAUAACAAAAAAGGAUAUCAGGCAUCAUUUAGUUUCUAAUAAAG
Tsa-1-1 AUCCUAUUUUUUAUUUGUAAAUCAGUUGUAAUUAAAGAGAAGGUGGUGCAUCAAAAUUAUAUGAAUAUCAUUGUAAAGUUUAACGAAAUUUUAAAUAUUGUUUAAGAUGGAGUUGAAAGUAUGAAAUGGGCAUUUAUGAUUCAGUAAUGGGACUGCAUGACAGAAAAUAUGUUGAAAAAA
Txy-1-1 AUCCUAUUUUUUUAUUUAUAAAUCGAUGAAAUUAGAGUAGAAAAGAUGAUGCAAUAAAAUUAAAUAUUAUUUAUGAGACAAGCGGUGUAAUGUCAAGUAGUAUUUUUUGGAACCUUGAAAAAUAAAGGUCUCAAAAGCUCUAAAAAAGGCAACACUUAAUAAACCUACCAUAAAUUGGAU
Chy-1-1 GGGCAGGAGGUUUUUAUAUUAAUUUAAAGGGAGGGGAUGGAGAAAUGAAAAUAAAUAAAAUCCUGGAAACUGUUUCUGAUUAUCAAAAAUUAUUUACUGAAGACGCAACGUUUAUAGUUUCUGAUCUGGAAAAGUAUUUGUAUUAUCGUCCGGGGCGAAUUGAUUUUGGGUUUAAGCCGG
Dku-1-1 CUUUCUGGCAGACAGGUCUAUUGUUUUUUUGGCAGCCGCACAAAAAAAUUAAAGGGAGGGGAACUCCAUGAAAAAGUUUUGUGCGCUGGCGCUGGUCGUACUGUUAACACUUUUACUGGUUCCGGCGGCGGUGUCCGCUCAAACACCUGACGUUAUCCGGGUGGAAAGACAAGGAGCUGC
Ral-1-1 GCAAUGCGUUGUCGCAUUGCUUUUUUGUUUAUGUAAAAAAGGAGGUCGGUCUUAUUAUGUUGAAGAAAAGGUUUUUUUCAUUUGUUUUGACUUCUGCUUUUACUUCUAUAUACAGCGUCUUCUAAGAAAUCAAAGACAGAAUAAAAAGACAAGUAAAUACAAAGGACGGAGGAAUGACUA
Ral-1-2 GGCGCAUUGUCUUUUUGUUUUAACAGAUUGAGAAAGGAUGAUUUUAUGAAAAAGAAAGUAUUAGCCUUAUCAGCUGCUAUAACUAUGAUUUUGGGUACUGGAGGAGUAUUUCCAAAGGCUAAAUUGGAUUUUAGUUCAUUGAUUUCAGUAUACAGUUGGGAAACUAAUGAGGGUUAUGAA
Ova-1-2 AUUCGGCAUACAGUUUUUGCUUUCUUAUAGGGAGGAAAUGAAAAAUGAAAAAAGGACUCUCACUGCUGCUGGCUAUUAUUUUAGUGCUGAGUUUAUCGGCGAUGCCUGCUGCGGCAAAAGGAAAUUCCAAUAGCGAUAAGUCGGCCACAGACGGCUACUAUUAUCAAGGAUGAUACAAAG
Hhy-1-1 GGGUAUAAUUAAUUAAACAGUUUUUUCUCGGACAUGAUAUAAUAAGAUAAUAACAAACUAAAAUGGAGGAAAAUAUCAUGCCUACAAAAUAUCCUGAAGAAAUCAAAAGAAAAGUUGUUGCUCUGGCCAAUAAUGGUAAAAAUCAAACUGAAAUACUCAAUGAAUAUGGAAUGGCAAGGU
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Hhy-1-2 GCUUUUUUUGUUUAUAUAUGAAUAUUAAUUAUUAAAAUUAUGAUUUCAAAAGGAAGUACUGGAGGGAAAAAUAUGCCCGAUAAAAGUUAUAAUCAUAGAAAUAUUAUUGAAAAUAUGCCUCUUGCUUUUGCCUAUCAUAAAGUUAUUUAUAAUAAGGACGAUAAAGCAGUGGAUUAUAUU
Sgl-1-3 CAAAAAGAUGCUUGUUUUUUUAUUUUUGAAAACAUUUCUUCAAAUCAUCUUUAUUUUCAUUGCGGGAAGGGGAAAAUCUUGUGCGACACUUGAGAAAGCUUUUGAGGACCGCUUUAUUCACACUUAUGUUAAUAUUGUUCAUGGCAGAGCCGGCCUUUACCUAUGCCGCCGGCAAUGAAU
Hpr-1-3 AGAUUUUUUAAGUUGAAGGGGGUAAAAAUUAUGGGUAAUUUAGAAAUAAUAACCAGAGCCCUUGCUGGUUCAGCUCGCCGGGGAGAGUUGAUAGCUAAUAAUCUUGCCAAUGUAAGUACUCCGGGAUAUAAAAGACAAGAUAUUGACUUUAAAUCUGCUUUAAAAAAAGAAAUUUCUGCU
Cph-1-2 UAUUAUUAAUAAGGAAAAGUUCGCAAAGUGAGCAUUUUCCUGUUUAUAGAAAUUGCUUUACCGAUUAUUAAUAAAUAUUUGUAAUGGAAAAGGACUUGCUUGGAGAAAUAUAUGCUAGACAAAAUAAAAAUAAAGAUAAUUUUAAUCAUGGGAGUAGUAUUAUCAAUUACCAUAAUUGCU
Eha-1-1 AUGGGUUUGUCGGGUAUCUGUUUUUUAUUUGCACAAAUUUGGGCGGACAACAUGCGCUUCCACUUAUUUGCAAACAAAGUGAACGGAUCAUUUUGCGAAAACAAAUACUGGGAGUUGAAUGAGUCAUGAAAAACAGAUUGGUAAAGGUAGUCGGCGUGGUUUGCGCCGUCGGGUUCUUUG
Dme-2-3 CUUGUAGAGGCCGCAGCUUUUUAUUAUAUAUAAAUUAGUCGAAUUUUAGUAUUUUUAAUCUAAAGGAGUCAAUUUAUGAACAUUAAAAGCAUUCAAACCAAGUUGCUACUACUUUUGCUUCCCCUUGUUAUAGUGGCUUUAGGCGUCCUAACUGGGGUCAGCUACCACCUUUCUAAGCAA
Csp-2-1 CUUAUUUUUGGUGCCUAUUUAUAAUAGGCACCUUUUUUAUUGAAAUGAUUUGGAAAUUGAUAUGUAUGUGGUAAUAAUAAAAUAUAUGAAAAAAGGAGGUGUAAUAGGCAUGAAGAAGUAUCAAAUGUCUGUGGACAAGGGUAAAAAGGAGAUGAAUAUAAGAGUAUGGGGAAUGUUUGA
Csp-1-1 UUUUUAUUGUCUGCUUUUUUAUAAAUUUGAAAGGGGAUUUAAUUAAUGAAAAGAGUUUUAAUAGUUGAUGACGCAGCAUUUAUGAGAGUAACACUUAAGACGAUGCUUGAAAGAAAUGGGUUUGAAGUAAUUGGUGAGGCAGAAAGCGGAAUAUCUGGAGUACAAAAAUACAUGGAAUUA
Ame-1-1 UAUGCUUACUGAUUAGUUGUGUAUUAAGACAUCGGGCCCCUUUAAUAGAGGCCCAUUUUUUAUGAAGAGAUAAAGAUUUUUUAUUGAUAGUAAGUUCUCACUUACAUUCCGCAUAAAUAUUCUAAAAUCAUAAUAAAAAUUUGAAAUUAUUUAAAAAUAUCACAGUUGCAAAUUUCCUUU
Car-1-1 AAUUCUUUGUUAUAUUAAGGCACCUGCUAUUAGUAGGUGUCUUUUUAGUUAUUGAUAAAGCACAAAAGAAAAGAAGUGAAAUUGAGUAAAAUUAUAUAACAUUACAUGAGGGGGACUUUAAAUGAUUGAAAUACAUAAUCUAAUAAAAAAAGAAUUAAACUUAAAUGACUAUUUAAAUUA
Clj-1-1 AGUCUGGUACCUAUUUAUAUAUUAAUAGGUACAUUUUUAAUUUGUAAAAGUUUUCAAAUCUGUAUUAGAAAAAGCAAAUUUGAAAUGAAGUGACAUAGAUGUAUUAGUCUAUCCUUCUAUAUUAUCAAAAUAUAUAUCGUCAACAAUAUCAAUUUUAUUGUGUAAACAAUUAAAUUAACG
Csp-1-2 UUAUUAGGUGUCUAUUAUUAAUUAAUAGGCACUUUUUCUAUGUAUAGGAACUAUCUGAAGGGGAAGGAUUAAUAAAAGUUUGUUUUUUAUAAACUAAUGGAAAAUAGUUUUUUGAAAUUAGUGAUGUCAAUGCUUAUUGGAGUAUUAAUUGGUUAAAAGGUCACAAAAAAGAGAGUAGCA
Ckl-1-1 UUUAUACUUUUUUUGGUGCCUAUGAUAUAUAGGCACCUUUUAAUUUUUGUUCAGGAUGAUAAUUAUUAUUAAUAUAUUAUAAUAAUAGAUUUAAAUAAAUGAAAGGACAGGUGUAUUAAAUUAUGAAAAAACAUGAAAUUAAUUUGGACAAGGGAAAAAAAGAAUUGGGUGUAAAAGUAU
Cbe-1-1 UUUUUGGUGCCUAUUAAUAAUUAAUAGGUACCUUUUUAUUUUGAUACAAAAUCAUUGAAAUAUGUGUAUAUGGUAACAAUUUAAAUAAAGAAAGGUUAGGUGUAGUAAAUGAAAAAGUAUCAACUGUCUUUGGACAAAGCAAAAAAGGAGAUUAAUAUAAGGAUAUGGGGAAUGUUUGAA
Ckl-1-2 UGGUGCCUAUUAUUAAUAGUAAAUAAUGGGCACUUUUAAUUUUAUAAAAAUAAAAUUUAUAAAGUGCCAUUUUAGGGAGGACAUAAAUUGGGAGUAAAAUUAAGUUAUAUUGAUGUAUACCAUGGAUCAAAAGUUGUUUCAAAUGAUUUUUAUCUUGAAUACUUUAGAAAACAAGACAAG
Csp-1-3 UGGUGCCUAAAUACUUAUAGGCACCUUUUUUGUUGAAAAUUUUCCUUAGUAAAAAGUGAGCUAUAUAAGCAGUGCAUGAUAAAAUGCAUAAAGGUUAGGAAGGAGUGUAACAUAUUUAGGUUAAAAGUUAACUUAAGUUGAUAAUGGUAAUUAAGUUAAAUUUUUAUUAUUUUAAAUUCA
Cbo-5-1 AAUUUUGGUGUCUAUGAAUUCAUAGAUACUUUUUUAUUUGUAAGUAGCUAAAAAUAUUAGCAACUUAAAUAAAUGUAUCAUUGAAAUUCUAGAGAAAUAAAUUAAGAAUGCAAAAGAAAAAAUAAUAAUUAACUUUUAAGAAUACGUUUUAUAUAAAAAAUAUAUAUAAAUGAGCAACUU
Cbo-2-1 UUUGGUAUCUAUGAAUUCAUAGAUACUUUUUUAUUUUUAGUAGCUUAAAAUAUUAGCAACUUAAAAGAAAUGUAUUUAAAAUGAAUGUAUUAUUCAAAGAAUAUAGAAAUAAGUUAAGAAUGCAAAAGAAAAAAAGAAUAAUUAACUUUUUAGAAUACGUUUUACACACAAUAAAUUACA
Cbo-4-1 UUUGGUAUCUAUGAAUUCAUAGAUACUUUUUUAUUUUUAGUAGCUUAAAAUAUUAGCAACUUAAAAGAAAUGUAUUUAAAAUGAAUGUAUUAUUCAAAGAAUAUAGAAAUAAGUUAAGAAUGCAAAAGAAAAAAGAAUAAUUAACUUUUUAGAAUACGUUUUACACACAAUAAAUUACAG
Csp-2-2 UUUAUUUACUUUUGUUUGUUGUAUUUUGGUGACUAUGAUUGCAUAGUCACCUUUAUUUCUUUUUUAGGCACUUAACUUGUAUAACACAUUAAUUUAAGUUGAAUUAAAAAAGGGGGAAUUAAAACAUUAUGAAUUCUGAAAAUAAACAUAUGGAUAUUAAUGAAGAAUCCAUUGUAAAAA
Cbe-1-2 UAAUAAUGGUUUUAUUUUGGUGCCUAUAAUUUUUAUAGACACUUUUUAUAUUGGGAAAAUAAUGUAGAAUCGGGUGAUAAUUAGUUUAUUUUAAAGGAUGAAGUUGCAGAAAAAUUUCUGGAUAUUAAGGGGGAUAAGCUUAUGGAUAUUAUGACUAUACUAAGUAUAUUAUUUGCAUUU
Cbo-1-1 UUCUUUUUGGAGGUGAGAGUGUGAUUGAGGGGUAUACCACAAUAAAAAAUAUAGCUGAACAGUGGGGGAUGACACCAAGAUGGAUUCAAACUCUUUGUUCAAACGGAAAAAUACCCGGAGCCGUAAAAUUUGGUCGGGAUUGGGCAAUACCAAAAGAUGCGAUGAAACCAACUGAUGGUC
env-1 CUUUUUAUUUUGCCUGUUUGUCUAAUCUGAGUAUGUAAAUCCAAGGAUUCGGGACCGUGGGGCGGAUGAGCUGAGCGUUCGGGAGGUACAGAGGAAAAUGAAGCAUGAUAAAAACCAGUUUGUUGUCAAUGUAUUUACAAAUGGGGCUGAUCCGGAAUGGGAAAGACGGGAUACACAAGA
env-6 UUCUUUUUGGAGGUGAGAGUGUGAUUGAGGGGUAUACCACAAUAAAAAAUAUAGCUGAACAGUGGGGGAUGACACCAAGAUGGAUUCAAACUCUUUGUUCAAACGGAAAAAUACCCGGAGCCGUAAAAUUUGGUCGGGAUUGGGCAAUACCAAAAGAUGCGAUGAAACCAACUGAUGGUC
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Ece-1-1 GUUGAUUAUUUUUGAGAGAGGAGAAAAUGUAUGAGUAACGUUUAUCGCAUCAACCUGGAAAAGAUGGAAGAGAUUGCAACAAGGAUUAAUUAUCAAACGAGGGAGUUAGAA
Ece-1-2 UGGACUACGCCAGUAUGGAUGAGGACGUUCAGUCCAUUGGAGGCGCGGUGGCCUCACUUGUAAGGAAACAGUUGACCCAGGAGGAUCAGAGCACGGUUACUGUCAGAACGA
Ece-1-3 UUGAAGCAUACACAAAAUCACAGGAUUUAGUGGAUUUAUUUAUAACAACCUUGGCACGGGAUAUAGAAAAUAUUACUAGUGUGAAGGACGCAUAUAACAGAAUAGAUACGG
Cci-1-1 GACUGACAUGGAUUAUAUAGAGUUUUGCCGGGAGGUAUUCCGAAUCCGGCAGAAGAUGCAGCAAAACAUCUCCCCAAAGGAGGAAUAGAAAUGAGCAAACAAAAGAAAUGU
Hpr-1-1 UAAAAUCAAAGCAGUAUUAAGUGAAUUAAAUUAUGAACUCAGAUAUUUUAAUAGAGCUAAAAAAGUACUCCAAGUUUUAAAAAAUAGUUCUCAGUCUGAAUUUCCUGAUUU
Hpr-1-2 AGUAGAACAUGAAUAUAUAACUGCUAAAGAAUUAAAAGAGGCUUUAAAUAAAUUAGAUAAUACAGAUAAAAAAAUUGGUGAAGUUUUAGUUGAAUUAGGAUAUGUUAAAGA
Sgl-1-1 GUUAAACUUUCACGGGGUUGCGGCAGCGUAAUGCUGAAUGUGCUUCCGGUUUGGGUUGAGAAAACCAUUCUCACGAUUUUAUUCGUAGAUGUCGCCAUGGCGUUACCCCUU
Dha-1-1 AAUUUUUUGCAGGAGUUUUCGAUUCCAUUAAUUCUAGGUGUCCUUAUCGCACUUGUUUGGGCUAAUUUAGCGCCGGAAAACUACCAUCAUUUUGUCCACAAUGAAAUUAUC
Rsp-1-1 CGCCGGUUAUUAUGAUGAGAAGCUGACAAUCUGGAGUGUAAGUAACUAUUUUCUGCAGCUUUUGGGGUGGGAUGACCUUGAUGAAUUUAUGAAAGCAUCAGACGGCUCUAU
Dac-2-1 GAGGGGAGGUAUAUUAUAUGUUGGCAGUUAACUAUUCGACAAUACGUAAUAAAUUAAAAGAAUAUUGUGAUCGUGUUACCGAUGAGCGGGAAACAGUAAUUGUUACCCGGA
Dme-2-1 UGUAUCGACAAAAUCUGUCGAAAUGGCUAAGAAUGCUGCUUAUGAAACUGCUACACACACUGCAUAUGAAUAUGCUAAUCAAGUAACGAAUGAGUUAAAUGUUCCUAUGGA
Dac-1-1 ACGACUUUGUACGAACAAUUUGACAGGCAGAUUAAGCUGGAGGUGCAAACGGCCUAUAGCCUGGUUCAGGAAGAGUAUAAUAAGCAACAAAAAGGAGAAUUAACACCGGAA
Cbu-1-1 AAUGGUAUUAUUUAAUUGAUAAUAUAAGAGAAAUUUAGAGAAGUUAAUUAUAUGAAGAAAAUUAAAAUUUCUAAAAUUAGAGAGAAUAAUUAUGGGUUAAAAUGAUUUAUA
Cph-1-1 AUCUUACAAUUAUCCUGUUGUAGACGGAGGAAAAUAUCCUUUCACUUUAGGCAAUGGAACCUAUCAAAUUAUGAUAGGUGAAAAAGUAGAAGGUAAUAAAUAUGUAGCUAC
Dme-2-2 CACGUGAGUACUCGUGUUUCUACUACUUAUGUAUCUCAAGCAACGAGUUAUUUUGUUUUAACAAUCUUCUUUGCUUUAUACGGUUCCCUUUUAUUUUACGUUAAGACUAUU
Dor-1-1 UAUCUUUCUUCUCUGUUAUUCUAUGCAAUGGGAUAUUUAAAAGUGUUGGUACUCAAUGCAGGUCAUGUGACUGCUUAUCAUUCAACAAUUUAUGUAGCUCAGGCAAUGAGU
Dha-2-2 GUCCUAUAUAGACCGUUUAAAAACCCUUGGCAUCAACAUUCUCUAUAUUGACGAUGAGGUAAGCAAGGAUAUCAUCGUAGAGGAUAUUAUCUCUGAAGAGCACCGGCGGGA
Dha-1-2 UCCUAUAUAGACCGUUUAAAAACCCUUGGCAUCAACAUUCUCUAUAUUGACGAUGAGGUAAGCAAGGAUAUCAUCGUAGAGGAUAUUAUCUCUGAAGAGCACCGGCGGGAG
Ddi-1-1 UGCCUCAUAUAUUAAUCGUUUAAAUAAACUUGGCAUCAGCAUUGUCUACAUUGACGAUGAAGUAAGUAAAGAUAUCGUGAUCGAAGAUGUCAUUUCCGAAGAGCAUCGUCG
Dde-1-1 CUGGGAAGAGGAAUGUCUCUGACCAAGUCUUAUAUAGAACGUUUGAAAACCCUUGGUAUCAGCAUUCUCUAUAUUGACGACGAGGAAAGUAAGGAUAUCGUGGUGGAGGAU
Dme-1-1 GGGGAAUUGCUUUUACUCCUUCCUACAUUGAGCGCUUAAGAGACCUGGGGAUAAACAUUGUCUAUGUAGAUGAUGAGGAAACAAAGGAUAUCGUCCUUGAGGAUGUGAUUA
Dac-1-2 UUCCGCCAAAAAUUAUUAUUUAUUACAAAAACUAUUUACUGAUUCGACACAUUUAGAUUAGUUUUUCUACAUAUUUAUGUUAAUGUGUAAAUUAUAGUGGCUAUGUCAAUU
Ova-1-1 UUUGUGUAAAACAAAUUGCCGCCUUUUUUUAUUCGACACCAAAAUUCAAACUACGACCAAAAUUAUUGUUGUUCGAGUUUUGGUCCAUUGUAAUCCGGAGCCGGUAUGCGG
Sgl-1-2 AUCACCUUUUACUUGCAAAAUCGGAGAUCAGGUAGCUGUUGAUAUAUUCAAUCAAUAUGGUUUGCUCAUUGUAGCAAAAAAUACCAUAAUCAAUGAAUAUAUCCUGAAAAA
Lba-1-1 GGGGAGAAAUGAAUAAAUGAAUUGCAGAUUUUGUGGUGCAGAAGUAGAGGAAGGUGCUAAAUUCUGUCAAAAAUGUGGUAAAAAUUUAGAGGAGGUUUCUGAUAAAAAAAA
Aca-1-1 AGUAACAGUCAAAACAAGUACAUCCAAAAAAGUUAAAACAAAGACAUAUAAAUUAAAGAAAAAAGUAAAACGCAAAAAGUCACAACCAAAAAAACGAAAAAACUUCUAAAA
Asp-1-1 AGUAACAGUCAAAACAAGUACAUCCAAAAAAGUUAAAACAAAGACAUAUAAAUUAAAGAAAAAAGUAAAACGCAAAAAAGUCACAACCAAAAAAACGAAAAAACUUCUAAA
Aca-1-2 GGUUUCAGUAAAGGUCAGCACAACCAGAAAAGUCAAAACAAAAAAAUAUAAGUUAAAGAAAAAAGUAUGCAGAAAAAAGACAACCACAAAAAAGAAAAUGAAAACUACAAA
Asp-1-2 UUCAGUAAAGGUCAGCACAACCAGAAAAGUCAAAACAAAAAAAUAUAAGUUAAAGAAAAAAGUCCGCAGAAAAAAGACAACCACAAAAAAGAAAGUGAAAACUACAAAGAA
Cpa-1-1 GAUGCAUACAGUCAGAUUAUAGUUUAUAUAAUUGCAGCACAAAACCUUGAGGGCUCUGCCCUCAAACUCCCGAGGUUUAUUUGCUUAAGGCUUACCGGUAAAAAGGAAAAC
Dme-1-2 UUUCUUUUCUUGUAGGUUUGGUUGGCUAUUUUGGGAUUAACGAUAUGCAAACAAUUAAUACCGAUGGGAGUUUGAUAUACACCGAUAACCUGAAGCCCAUAGUUACUUUGA
Ccl-1-1 CUUUAACUGUUGCUGACAGAACCUUGAGAUCGCGUUCAUCACACUGGUAAAGCAUGCGAGUAAUUUGAUCUAUUUCAUUAUUGGUAUGUUUACCUUCAGGAUAGAAAAUUG
Tsa-1-1 GGCUAAGUGAACAAAAUGCAUAGGGACAUUAAAAGUUUUGUAUGAUUUGCUUUGUAAACUUUGUUUAAAUAUUUUUUUGGAGGGAAUUUGGUUUGAAUGAAUUGUUAGAUU
Txy-1-1 AAUAAUGGAAGGAACUUAGAGUAUAUUCAGUUAAAAAUACUUAUUAAAUCUAUCCAUUACCUCCUGGUUGGUAGAUUUGGCCUUUACUCAGCAUAGCAAAGACCAGUCUUA
Chy-1-1 GAGAUAAAAUAGUGGAAGGAACAUUAAUGGAGAGAGCGAUGAAGCAAAACAAAAAAAUUGUUGCCAGGGUUGAAAAAGAACAAAGCAAAUUUGGAUUUCCAUAUAUUGCAA
Dku-1-1 GGGUAGCGUGCAGGUAUCCGGUCCGGCACGGUCGGGGGAACUGCCCGCCGUGGUGGCACCGUCGCGGGCGACGCAGCCACCGGCAGGAGUAGCACCGGAUGGUGAGGAGAC
Ral-1-1 UGAAAAACAUCGCAAGAUUUAUCGCUUUUACAGCAGCUGUUUACCUGACAUUUACUGCCUGCGGAACAACAGAAGGUAAUCAGACCAAGGAAAAACCGACUAGUGCCGAAA
Ral-1-2 UAUGAAGUGAUUAAUCGCGAUACGAUUUGUAUCACAGGAUAUAGUGGUUAUGAUGCAGAAAUAAUAAUACCUGAUAAAAUAGAUGGUAAAAAAGUUACUAGCUUAGGGGAA
Ova-1-2 AUUGAGAUAACUGCGAACAAUGUGACAGCUAUGGUGAACGGGUCCCCGGUUGAAAUGAGCCUUCCGGCUGUUAAAAACUGCGGCAGGACCUAUUUGGCACUUCGCUUUUUU
Hhy-1-1 CCACACUUCAUAAAUGGAUAAAAGACUAUAAUAACUCAGGUUCAUUCAGCGCUAAAGAUAAUAGAUCUGAUAAAGAAAAAGAAUUAAUUAAAUUACAAAAAGAAAACAAGC
Hhy-1-2 UUUUUAGAGGUAAAUAAAAAAUUUGAAGAACUAACCGGUUUAAAAAGAACUGAGAUAGUUGGUAAAAAAGUAACAAAUGUUUUAGAAAACAUUAUUAAAGAUGAUUUUGAC
Sgl-1-3 GCCGUUUGGCCGGUCAGGACCGCUACGCGACGGCAGCCGCAAUAGCCCGGGAGGGUUGGACACAAUCCGACUAUGCCCUUUUGGUGAGCGGAGAAAAUUUUCCCGAUGCUU
Hpr-1-3 AAAAAUUCUGUUAGUUUAAAAACAACUAGAAAAAAUCAUUUACCAUUUAGUAAACAAUAUAGAUCUUUAAAUGGAAAUGAAAAUAACAGAAGUUACAGAAAUGAUGAUAAU
Cph-1-2 AAUUAUACAAUUAGUGACCAUAUAUUGAAGGCUGAAUUAGAGAAAGCAUUUUCAAAGGAAGUGUUAUCUACUACGCGAGGAUUACGCGCUCAGGUUGUACGAAUGCUAUAU
Eha-1-1 CGGUGUUCGACUGCGGGCUGGCGUUGGAAGCGGCGGCGUCCGCCGUUUCCACGGCGAGCCUCUCGUCGGUCGCCAUUCAGGAAGACGGCCCGCAGUCCGUGUCCGGCGGCA
Dme-2-3 UCCUUGACCAAGAGUGUCGAUCAAACAGCCAGGUCGGUAGGAACUGAUUAUAGCUAUCGCGUCAAAGCCGACAUUGAACUGAUGAUUUCUCGGCUUAUAGAUUUGGCUAAU
Csp-2-1 GGCCAGCGAUGCUAAUAGUUUUAUUGAAGAUUUCAAAAAGGAAUUAUCUUCUAUACAAACUUCAGAAUUUAUCUUGGCUUUUGAUGCAAAAGAUUUAAAUGUUUCAAAGCC
Csp-1-1 AAUCCGGAUGUUGUAACUAUGGAUAUUACAAUGCCUGAAAUGGAUGGAAUAACAGCUUUAAGAGAAAUUAAAAAAGUUGACCCAAGAGCAAAGGUAGUUAUGAUCUCAGCA
Ame-1-1 AAUUCAAAUAAAAGGAUUUAAUUUGCAUAAAUCAAUAAUUAGUGAAAAAUAAAUAUACAUUCAGCGGAAUGUGAGUUUUAAAAUACGAUAACAAAUUUGUAAAAAAAAAGG
Car-1-1 UAAUAUACGAAGAAUAGCUGUAUUAUUAAACUGUGAUAUUAUUGGAAUAGUAUUGUUUGAUGAUGAUAAUAAUUUUGCUAUAUUAAAAAAAUGCUGUAAUUAAAAAAAGUG
Clj-1-1 AUAUUAGUAUGUUUUGUUUAUCUCAGUUUGCACUUAAAAAUAUAAAAAAAUUAAUAUAUUUAGGGGGACAUAAAAUGAACACUAAAGAAGAGAGCUUUCAGAUAACUUUUA
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Csp-1-2 CAUGCAUUUUUUAUUUGUAUUAAUUAAAAAUGUAUAUUUAUAAAAAGUAAUGUAAAGUGAGGGAAAAGUUAUGGGAGUAAGAUUAAGUUGUAUUGAUGUCUGUCAUGGUUC
Ckl-1-1 GGGGUAUGUAUGAAGAGAAAGAUGCUAAAAGCUUCAUAGAGGAAUUCCAAAAAACAGCAUCUGCUAUACAACCUUCGGAGUAUACAUUAUCUUUUGAUUGCAAAGAAUUAA
Cbe-1-1 CCAAACGAUGCCAAUAGUUUUGUUGAAGAUUUUAGAAAAGAACUAUCUCCUAUACAAACUUCAGAAUAUGUAUUGAAUUUUGACGCAAGAGAGUUAAACGUUUCAAGACAA
Ckl-1-2 GAUAUUAAGCACCUACUUACAGAUGUAAUGGGAAGAGAUAAAAGAUAUAUGCUAGAUGAUGGUGAGUCGGCCUUUCAACUAACUAUAGAGGCAGGAAAAUCCGUGUUAAAA
Csp-1-3 GAAAUCAGUUGUUUAAUAGUUUGUGUAACCUAGCGAUAUUUCAAUAUUUUAAAAAUUGCAGUGCACAUUAACGGGGAAGGGAGAAGAUUAUCUUUGCAAUUUUGGUAAUCA
Cbo-5-1 UUAGAGUGUAUUUAUAGAGUUUUUUUAUUGUUAAAGAAGAAAAUCAUAUUAAGGGGAGGGAUAAAAUAAUUAUUGAUUUAUUAAUAGUUAUUGAUAUUUAUGAAGAAAAUA
Cbo-2-1 GUGAAAUAGUAAUUUAUAGAGUUGAUUUAUAUUACUUAAAGAAGAAAAAAUUAAUUUAAGAGAGGAGAAAAUAAUUAUUAAUUUAUUUAAUAAUUAUUAAUAAUCAUGAAG
Cbo-4-1 UGAAAUAGUAAUUUAUAGAGUUGAUUUAUAUUACUUAAAGAAGAAAAAAUUAAUUUAAGAGAGGAGAAAAUAAUUAUUAAUUUAUUUAAUAAUUAUUAAUAAUCAUGAAGA
Csp-2-2 ACAAGAAAAGAGGAGAUAUCUUAUAUUAUUCAAUUAGUCAAGUAGCUGCUCUGUUGGAUGAGGAUGAAAGAAAUAUUCUAUAUUACACUAAUGUUUUCGAUAAUAUUUUAA
Cbe-1-2 GUUUGCAUCGUAGUAGGUUUUGUUAUUGAGGGGGGUAAACCAAUUGCAUUGCUUCAGCCUACUGCAGCGUUAAUAGUUAUUGGAGGGACCAUUGGAGCUAUAGGAAUUUCA
Cbo-1-1 GAGUGACAACUGGAGAGUAUAAAAAUUGGAGAAACAAGAUGGAAAAAUGAAUGAGAUAGACACUAUCUGUCAUACUGAAAAUGUAUAAUGUUUUAUAGGACGGAGGUGUCU
env-1 GACUGACAUGGAUUAUAUAGAGUUUUGCCGGGAGGUAUUCCGAAUCCGGCAGAAGAUGCAGCAAAACAUCUCCCCAAAGGAGGAAUAGAAA....................
env-6 GAGUGACAACUGGAGAGUAUAAAAAUUGGAGAAACAAGAUGGAAAAAUGAAUGAGAUAGACACUAUCUGUCAUACUGAAAAUGUAUAAUGUUUUAUAGGACGGAGGUGUCU
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7 ClostridiaG20G

7.1 Taxa

The taxonomy of each organism containing a putative ClostridiaG20G is listed,
with abbreviations identifying each hit (e.g., “Eco-1-1” and “Eco-1-2” might hy-

pothetically represent two distinct RNAs in E. coli). The abbreviations will be
used to identify each individual ClostridiaG20G in Sections 7.2 and 7.4.

abbrev. of hits taxonomy of species
Bca-1-1 to Bca-1-2 Bacteria Bacteroidetes Bacteroidia Bacteroidales Bacteroidaceae Bacteroides capillosus ATCC 29799
Ath-1-1 to Ath-1-3 Bacteria Firmicutes Clostridia Clostridiales Anaerocellumgroup Anaerocellum thermophilum DSM 6725
Ame-1-1 to Ame-1-10 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Alkaliphilus metalliredigens QYMF
Cas-1-1 to Cas-1-3 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium asparagiforme DSM 15981
Cbe-1-1 to Cbe-1-2 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium beijerinckii NCIMB 8052
Cbo-1-1 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium bolteae ATCC BAA-613
Cbo-2-1 to Cbo-2-2 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium botulinum B str. Eklund 17B
Cbo-3-1 to Cbo-3-2 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium botulinum B str. Eklund 17B(NRP)
Cbo-4-1 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium botulinum E1 str. ’BoNT E Beluga’
Cbo-5-1 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium botulinum E3 str. Alaska E43
Cbu-1-1 to Cbu-1-2 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium butyricum 5521
Cbu-2-1 to Cbu-2-2 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium butyricum E4 str. BoNT E BL5262
Cca-1-1 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium carboxidivorans P7
Cce-1-1 to Cce-1-2 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium cellulovorans 743B
Ccl-1-1 to Ccl-1-5 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium clariflavum DSM 19732
Cdi-1-1 to Cdi-1-12 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium difficile 630
Cdi-2-1 to Cdi-2-12 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium difficile ATCC 43255
Cdi-3-1 to Cdi-3-9 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium difficile CD196
Cdi-4-1 to Cdi-4-9 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium difficile CIP 107932
Cdi-5-1 to Cdi-5-6 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium difficile NAP07
Cdi-6-1 to Cdi-6-6 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium difficile NAP08
Cdi-7-1 to Cdi-7-6 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium difficile QCD-23m63
Cdi-8-1 to Cdi-8-9 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium difficile QCD-32g58
Cdi-9-1 to Cdi-9-9 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium difficile QCD-37x79
Cdi-10-1 to Cdi-10-11 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium difficile QCD-63q42
Cdi-11-1 to Cdi-11-9 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium difficile QCD-66c26
Cdi-12-1 to Cdi-12-9 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium difficile QCD-76w55
Cdi-13-1 to Cdi-13-9 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium difficile QCD-97b34
Cdi-14-1 to Cdi-14-9 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium difficile R20291
Cha-1-1 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium hathewayi DSM 13479
Cha-2-1 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium hathewayi WAL-18680
Ckl-1-1 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium kluyveri DSM 555
Ckl-2-1 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium kluyveri NBRC 12016
Cno-1-1 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium novyi NT
Cpa-1-1 to Cpa-1-2 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium papyrosolvens DSM 2782
Cpe-1-1 to Cpe-1-2 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium perfringens ATCC 13124
Cpe-2-1 to Cpe-2-2 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium perfringens B str. ATCC 3626
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Cpe-3-1 to Cpe-3-2 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium perfringens C str. JGS1495
Cpe-4-1 to Cpe-4-2 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium perfringens CPE str. F4969
Cpe-5-1 to Cpe-5-2 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium perfringens D str. JGS1721
Cpe-6-1 to Cpe-6-2 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium perfringens E str. JGS1987
Cpe-7-1 to Cpe-7-2 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium perfringens NCTC 8239
Cpe-8-1 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium perfringens SM101
Cpe-9-1 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium perfringens str. 13
Csa-1-1 to Csa-1-7 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium saccharolyticum WM1
Csp-1-1 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium sp. 7 2 43FAA
Csp-2-1 to Csp-2-2 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium sp. BNL1100
Csp-3-1 to Csp-3-5 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium sp. Maddingley MBC34-26
Csp-4-1 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium sp. SS2/1
Csp-5-1 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium sp. SY8519
Cst-1-1 to Cst-1-3 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium sticklandii DSM 519
Csy-1-1 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium symbiosum WAL-14673
Cte-1-1 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium tetani E88
Cth-1-1 to Cth-1-3 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium thermocellum ATCC 27405
Cth-2-1 to Cth-2-3 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium thermocellum DSM 1313
Cth-3-1 to Cth-3-3 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium thermocellum DSM 2360
Cth-4-1 to Cth-4-3 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium thermocellum JW20
Cba-1-1 Bacteria Firmicutes Clostridia Clostridiales bacterium 1 7 47FAA
Sac-1-1 to Sac-1-2 Bacteria Firmicutes Clostridia Clostridiales ClostridialesFamily XVII. Incertae Sedis Sulfobacillus acidophilus DSM 10332
Sac-2-1 to Sac-2-2 Bacteria Firmicutes Clostridia Clostridiales ClostridialesFamily XVII. Incertae Sedis Sulfobacillus acidophilus TPY
Tma-1-1 to Tma-1-2 Bacteria Firmicutes Clostridia Clostridiales ClostridialesFamily XVII. Incertae Sedis Thermaerobacter marianensis DSM 12885
Tsu-1-1 Bacteria Firmicutes Clostridia Clostridiales ClostridialesFamily XVII. Incertae Sedis Thermaerobacter subterraneus DSM 13965
Sth-1-1 Bacteria Firmicutes Clostridia Clostridiales ClostridialesFamily XVIII. Incertae Sedis Symbiobacterium thermophilum IAM 14863
Awo-1-1 to Awo-1-5 Bacteria Firmicutes Clostridia Clostridiales Eubacteriaceae Acetobacterium woodii DSM 1030
Ast-1-1 Bacteria Firmicutes Clostridia Clostridiales Eubacteriaceae Anaerofustis stercorihominis DSM 17244
Eba-1-1 Bacteria Firmicutes Clostridia Clostridiales Eubacteriaceae bacterium CM2
Ece-1-1 to Ece-1-2 Bacteria Firmicutes Clostridia Clostridiales Eubacteriaceae Eubacterium cellulosolvens 6
Eha-1-1 to Eha-1-2 Bacteria Firmicutes Clostridia Clostridiales Eubacteriaceae Eubacterium hallii DSM 3353
Eli-1-1 to Eli-1-3 Bacteria Firmicutes Clostridia Clostridiales Eubacteriaceae Eubacterium limosum KIST612
Ere-1-1 to Ere-1-2 Bacteria Firmicutes Clostridia Clostridiales Eubacteriaceae Eubacterium rectale ATCC 33656
Esp-1-1 Bacteria Firmicutes Clostridia Clostridiales Eubacteriaceae Eubacterium sp. 3 1 31
Hmo-1-1 Bacteria Firmicutes Clostridia Clostridiales Heliobacteriaceae Heliobacterium modesticaldum Ice1
Aca-1-1 to Aca-1-5 Bacteria Firmicutes Clostridia Clostridiales Lachnospiraceae Anaerostipes caccae DSM 14662
Asp-1-1 to Asp-1-5 Bacteria Firmicutes Clostridia Clostridiales Lachnospiraceae Anaerostipes sp. 3 2 56FAA
Bpr-1-1 to Bpr-1-2 Bacteria Firmicutes Clostridia Clostridiales Lachnospiraceae Butyrivibrio proteoclasticus B316
Cco-1-1 Bacteria Firmicutes Clostridia Clostridiales Lachnospiraceae Coprococcus comes ATCC 27758
Dfo-1-1 to Dfo-1-2 Bacteria Firmicutes Clostridia Clostridiales Lachnospiraceae Dorea formicigenerans 4 6 53AFAA
Dfo-2-1 Bacteria Firmicutes Clostridia Clostridiales Lachnospiraceae Dorea formicigenerans ATCC 27755
Lba-1-1 to Lba-1-3 Bacteria Firmicutes Clostridia Clostridiales Lachnospiraceae bacterium 3 1 57FAA CT1
Lba-2-1 Bacteria Firmicutes Clostridia Clostridiales Lachnospiraceae bacterium 5 1 63FAA
Osp-1-1 Bacteria Firmicutes Clostridia Clostridiales Lachnospiraceae Oribacterium sp. ACB7
Ova-1-1 to Ova-1-3 Bacteria Firmicutes Clostridia Clostridiales Oscillospiraceae Oscillibacter valericigenes Sjm18-20
CDe-1-1 to CDe-1-3 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Candidatus Desulforudis audaxviator MP104C
Dde-1-1 to Dde-1-2 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Desulfitobacterium dehalogenans ATCC 51507
Ddi-1-1 to Ddi-1-3 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Desulfitobacterium dichloroeliminans LMG P-21439
Dha-1-1 to Dha-1-3 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Desulfitobacterium hafniense DCB-2
Dha-2-1 to Dha-2-4 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Desulfitobacterium hafniense Y51
Dme-1-1 to Dme-1-5 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Desulfitobacterium metallireducens DSM 15288
Dac-1-1 to Dac-1-11 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Desulfosporosinus acidiphilus SJ4
Dme-2-1 to Dme-2-4 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Desulfosporosinus meridiei DSM 13257
Dor-1-1 to Dor-1-5 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Desulfosporosinus orientis DSM 765
Dsp-1-1 to Dsp-1-13 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Desulfosporosinus sp. OT
Dyo-1-1 to Dyo-1-3 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Desulfosporosinus youngiae DSM 17734
Dac-2-1 to Dac-2-3 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Desulfotomaculum acetoxidans DSM 771
Dca-1-1 to Dca-1-3 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Desulfotomaculum carboxydivorans CO-1-SRB
Dgi-1-1 to Dgi-1-5 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Desulfotomaculum gibsoniae DSM 7213
Dku-1-1 to Dku-1-8 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Desulfotomaculum kuznetsovii DSM 6115
Dni-1-1 to Dni-1-3 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Desulfotomaculum nigrificans DSM 574
Dre-1-1 to Dre-1-6 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Desulfotomaculum reducens MI-1
Dru-1-1 to Dru-1-6 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Desulfotomaculum ruminis DSM 2154
Pth-1-1 to Pth-1-8 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Pelotomaculum thermopropionicum SI
Sgl-1-1 to Sgl-1-6 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Syntrophobotulus glycolicus DSM 8271



142

Tpo-1-1 to Tpo-1-10 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Thermincola potens JR
Cdi-15-1 to Cdi-15-9 Bacteria Firmicutes Clostridia Clostridiales Peptostreptococcaceae Clostridium difficile 2007855
Cdi-16-1 to Cdi-16-9 Bacteria Firmicutes Clostridia Clostridiales Peptostreptococcaceae Clostridium difficile BI1
Cdi-17-1 to Cdi-17-9 Bacteria Firmicutes Clostridia Clostridiales Peptostreptococcaceae Clostridium difficile CF5
Cdi-18-1 to Cdi-18-6 Bacteria Firmicutes Clostridia Clostridiales Peptostreptococcaceae Clostridium difficile M120
Ace-1-1 to Ace-1-5 Bacteria Firmicutes Clostridia Clostridiales Ruminococcaceae Acetivibrio cellulolyticus CD2
Eha-2-1 to Eha-2-2 Bacteria Firmicutes Clostridia Clostridiales Ruminococcaceae Ethanoligenens harbinense YUAN-3
Fpr-1-1 Bacteria Firmicutes Clostridia Clostridiales Ruminococcaceae Faecalibacterium prausnitzii A2-165
Ral-1-1 Bacteria Firmicutes Clostridia Clostridiales Ruminococcaceae Ruminococcus albus 7
Rob-1-1 to Rob-1-2 Bacteria Firmicutes Clostridia Clostridiales Ruminococcaceae Ruminococcus obeum ATCC 29174
Dal-1-1 to Dal-1-10 Bacteria Firmicutes Clostridia Clostridiales Syntrophomonadaceae Dethiobacter alkaliphilus AHT 1
Sli-1-1 to Sli-1-2 Bacteria Firmicutes Clostridia Clostridiales Syntrophomonadaceae Syntrophothermus lipocalidus DSM 12680
Hhy-1-1 Bacteria Firmicutes Clostridia Halanaerobiales Halanaerobiaceae Halanaerobium hydrogeniformans
Hor-1-1 Bacteria Firmicutes Clostridia Halanaerobiales Halanaerobiaceae Halothermothrix orenii H 168
Aar-1-1 to Aar-1-2 Bacteria Firmicutes Clostridia Halanaerobiales Halobacteroidaceae Acetohalobium arabaticum DSM 5501
Nth-1-1 to Nth-1-4 Bacteria Firmicutes Clostridia Natranaerobiales Natranaerobiaceae Natranaerobius thermophilus JW/NM-WN-LF
Cpa-2-1 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacteraceae Carboxydibrachium pacificum DSM 12653
Chy-1-1 to Chy-1-6 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacteraceae Carboxydothermus hydrogenoformans Z-2901
Mth-1-1 to Mth-1-6 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacteraceae Moorella group Moorella thermoacetica ATCC 39073
Tac-1-1 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacteraceae Tepidanaerobacter acetatoxydans Re1
Tph-1-1 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacteraceae Thermacetogenium phaeum DSM 12270
Tbr-1-1 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacteraceae Thermoanaerobacter brockii subsp. finnii Ako-1
Tet-1-1 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacteraceae Thermoanaerobacter ethanolicus CCSD1
Tet-2-1 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacteraceae Thermoanaerobacter ethanolicus JW 200
Tit-1-1 to Tit-1-3 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacteraceae Thermoanaerobacter italicus Ab9
Tma-2-1 to Tma-2-4 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacteraceae Thermoanaerobacter mathranii subsp. mathranii str. A3
Tps-1-1 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacteraceae Thermoanaerobacter pseudethanolicus ATCC 33223
Tsi-1-1 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacteraceae Thermoanaerobacter siderophilus SR4
Tsp-1-1 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacteraceae Thermoanaerobacter sp. X513
Tsp-2-1 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacteraceae Thermoanaerobacter sp. X514
Tsp-3-1 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacteraceae Thermoanaerobacter sp. X561
Tte-1-1 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacteraceae Thermoanaerobacter tengcongensis MB4
Twi-1-1 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacteraceae Thermoanaerobacter wiegelii Rt8.B1
Chy-2-1 to Chy-2-2 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacterales Family III. Incertae Sedis Caldicellulosiruptor hydrothermalis 108
Ckr-1-1 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacterales Family III. Incertae Sedis Caldicellulosiruptor kristjanssonii 177R1B
Ckr-2-1 to Ckr-2-3 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacterales Family III. Incertae Sedis Caldicellulosiruptor kronotskyensis 2002
Cla-1-1 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacterales Family III. Incertae Sedis Caldicellulosiruptor lactoaceticus 6A
Cob-1-1 to Cob-1-4 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacterales Family III. Incertae Sedis Caldicellulosiruptor obsidiansis OB47
Cow-1-1 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacterales Family III. Incertae Sedis Caldicellulosiruptor owensensis OL
Csa-2-1 to Csa-2-4 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacterales Family III. Incertae Sedis Caldicellulosiruptor saccharolyticus DSM 8903
Toc-1-1 to Toc-1-5 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacterales Family III. Incertae Sedis Thermosediminibacter oceani DSM 16646
env-1 to env-23 environmental samples

7.2 Gene contexts

Each ClostridiaG20G (indicated by “RNA→”) is listed. For each hit, the genes
located within 6 Kb of the hit are given, except that genes are not listed for eukary-
otes, because these organisms were not used in the statistics of genetic elements
associated with c-di-GMP riboswitches.. Some environmental sequences and some
RefSeq entries lack gene annotations, and so no genes are available for such se-
quences. The direction of each gene is indicated with an arrow (→), and each
conserved domain in the gene is colored. Conserved domains associated with
more than one ClostridiaG20G are assigned a color; other domains are gray. In-
formation about these conserved domains is given in Section 7.3. The accession

number of the sequence containing each ClostridiaG20G is given. Accessions be-
ginning with “NC ”, “NS ”, “NW ” or “NZ ” are contained in RefSeq. Other
accession refer to environmental samples, whose sources are cited in Methods. Nu-
cleotide coordinates are given for the 5′ and 3′ boundaries of each ClostridiaG20G.
If the 5′ coordinate is greater than the 3′ coordinate, the RNA is present on the
reverse-complement strand of the containing genomic DNA sequence. Each hit is
denoted by an abbreviation (like “Eco-1-1”) that refers to a taxonomy given in
Section 7.1.

abbrev. Seq. accession 5′ at 3′ at genes
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Bacteria

Bca-1-1 NZ AAXG02000004.1 + 120237 120364 ←hypo RNA→ hypo→
Bca-1-2 NZ AAXG02000005.1 - 128441 128324 hypo→ RNA→ vWFA (cd00198)→

Bacteria Firmicutes Clostridia
Tpo-1-1 NC 014152.1 + 1107710 1107831 hypo→ RNA→ hypo→ COG2378 (COG2378)→
Dac-1-1 NC 018068.1 + 2604865 2604984 hypo→ RNA→ MFS (cd06174)→
Cba-1-1 NZ DS990260.1 - 717598 717473 RfbB (COG1088)→ RNA→ predicted protein→ predicted protein→ S26 SPase I (cd06530)→ predicted protein→
Cas-1-1 NZ ACCJ01000143.1 + 25171 25288 ←hypo RNA→ Bac DNA binding (pfam00216)→ S26 SPase I (cd06530)→ hypo→
Csp-5-1 NC 015737.1 - 1618727 1618618 YqeY (pfam09424)→ RNA→ ←WrbA (COG0655)
CDe-1-1 NC 010424.1 - 1860196 1860076 ←NT KNTase like (cd05403)DUF86 (pfam01934) RNA→ FlgB (COG1815)→ FlgC (COG1558)→

FliE (pfam02049)→
Ere-1-1 NC 012781.1 + 549349 549474 hypo→ RNA→ hypo→ hypo→ hypo→ hypo→
Ere-1-2 NC 012781.1 - 3151668 3151546 hypo→ RNA→ ←hypo

Csp-3-1 NZ ALXI01000002.1 + 47313 47432 Tar (COG0840)→ RNA→ Inhibitor I9 (pfam05922)Peptidases S8 Subtilisin subset (cd07477)→
Cha-2-1 NZ ADLN01000075.1 - 7726 7606 hypo→ RNA→ S26 SPase I (cd06530)→
Bpr-1-1 NC 014387.1 + 2398843 2398950 ←hypo RNA→ MA (smart00283)→
Tpo-1-2 NC 014152.1 - 2411560 2411411 PilZ (pfam07238)→ RNA→ EAL (cd01948)→
Cce-1-1 NC 014393.1 - 1445187 1445064 fibronectin type III domain-containing protein→ RNA→ fibronectin type III domain-containing protein→
Tpo-1-3 NC 014152.1 + 1656934 1657087 DUF2294 (pfam10057)→ RNA→ HAMP (cd06225)MA (smart00283)→ CheW like (cd00588)→
Cst-1-1 NC 014614.1 + 515065 515186 hypo→ RNA→ Herpes LMP1 (pfam05297)→
Cst-1-2 NC 014614.1 + 513393 513518 sigma70-ECF (TIGR02937)→ RNA→ hypo→
Ame-1-1 NC 009633.1 - 3839774 3839651 hypo→ RNA→ ←2A78 (TIGR00950)

Aar-1-1 NC 014378.1 - 1744846 1744722 codY Gpos (TIGR02787)→ RNA→ FlgB (TIGR01396)→ FlgC (TIGR01395)→ FliE (pfam02049)→
fliF (COG1766)→ fliG (TIGR00207)→ FliH (pfam02108)→ ATPase flagellum-secretory path III (cd01136)→
FliJ (pfam02050)→ COG3334 (COG3334)→ Flg hook (pfam02120)→ FlgD (pfam03963)→ flg new (TIGR02530)→
flgE epsilon (TIGR02489)FlgEFG subfam (TIGR03506)→

Aca-1-1 NZ ABAX03000024.1 - 381364 381249 ←ABC cobalt CbiO domain1 (cd03225) RNA→ hypo→ hypo→
Asp-1-1 NZ ACWB01000065.1 + 60072 60179 ←ABC cobalt CbiO domain1 (cd03225) RNA→ hypo→
Cbo-1-1 NZ ABCC02000009.1 - 273220 273113 hypo→ RNA→ hypo→ hypo→
Eba-1-1 NZ AFZF02000004.1 + 83347 83463 Tra8 (COG2826)→ RNA→ PRK09943 (PRK09943)→
Tac-1-1 NC 015519.1 - 939905 939774 ←TrmA (COG2265) RNA→ HAMP (cd06225)MA (smart00283)Cache 1 (pfam02743)→
Tpo-1-4 NC 014152.1 - 2870842 2870727 TPP PYR DXS TK like (cd07033)→ RNA→ hypo→
Lba-1-1 NZ ACTP01000141.1 - 508 391 RNA→ SCP bacterial (cd05379)→
Lba-1-2 NZ ACTP01000093.1 - 138 20 Sortase B 2 (cd05826)→ RNA→
Cce-1-2 NC 014393.1 + 296683 296794 PLN02773 (PLN02773)→ RNA→ EAL (cd01948)GGDEF (cd01949)→ UgpB (COG1653)→
Tpo-1-5 NC 014152.1 - 1894941 1894758 S4 (cd00165)PseudoU synth RluCD like (cd02869)→ RNA→ Mrr cat (pfam04471)→
Ova-1-1 NC 016048.1 - 2922672 2922557 HTH XRE (cd00093)→ RNA→ hypo→ COG3183 (COG3183)→ Vsr (cd00221)→
Dme-2-1 NC 018515.1 - 489677 489544 NhaB (COG3067)→ RNA→ NhaB (pfam06450)→
Dyo-1-1 NZ CM001441.1 - 463753 463623 NhaB (pfam06450)→ RNA→ NhaB (COG3067)→
Dsp-1-1 NZ AGAF01000053.1 + 65268 65421 ←Mn catalase (cd01051) RNA→ P permease (cd01116)→
Dme-2-2 NC 018515.1 - 491757 491615 hypo→ RNA→ NhaB (COG3067)→
Dac-1-2 NC 018068.1 - 752748 752609 ←Mn catalase (cd01051) RNA→ P permease (cd01116)→
Dde-1-1 NC 018017.1 - 2858222 2858091 hypo→ RNA→ Na H antiport 1 (pfam06965)→
Dme-1-1 NZ AGJB01000001.1 + 246351 246485 ←Mn catalase (cd01051) RNA→ Na H antiport 1 (pfam06965)→
Ddi-1-1 NZ AGJE01000019.1 - 52224 52106 hypo→ RNA→ Na H antiport 1 (pfam06965)→
Aar-1-2 NC 014378.1 + 239546 239665 fer2 (cd00207)Fe hyd SSU (pfam02256)NADH-G 4Fe-4S 3 (pfam10588)Fe only hydrog (TIGR02512)→ RNA→

HATPase c (cd00075)DegS (pfam05384)→ Flp/Fap pilin component→
Sth-1-1 NC 006177.1 - 3227505 3227364 ACAD (cd00567)→ RNA→ fliM switch (TIGR01397)→ COG1406 (COG1406)→ FlgG (COG4786)→

FlgB (TIGR01396)→ FlgC (COG1558)→ FliE (pfam02049)→ fliF (COG1766)→ fliG (TIGR00207)→
FliH (pfam02108)→ ATPase flagellum-secretory path III (cd01136)→ flagellar basal-body protein→
YmdA YtgF (TIGR03319)→ Flg hook (pfam02120)→
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Dsp-1-2 NZ AGAF01000187.1 - 39478 39361 ←hypo RNA→ hypo→
Dsp-1-3 NZ AGAF01000243.1 - 2492 2375 LytR (COG1316)→ RNA→ DUF342 (pfam03961)→
Tma-1-1 NC 014831.1 + 198913 199078 MreB Mbl (pfam06723)→ RNA→ FlgG (COG4786)→ FlgG (COG4786)→
Dme-2-3 NC 018515.1 - 4832312 4832194 tRNA-Lys→ RNA→ COG4564 (COG4564)HAMP (cd06225)MA (smart00283)→
Dor-1-1 NC 016584.1 - 5825587 5825468 AdSS (cd03108)→ RNA→ COG4564 (COG4564)HAMP (cd06225)MA (smart00283)→
Eli-1-1 NC 014624.2 - 3866946 3866820 Wzy C (pfam04932)→ RNA→ ←hypo
Csp-3-2 NZ ALXI01000001.1 - 12184 12060 CESA like (cd06423)CelA (TIGR03030)→ RNA→ hypo→
Mth-1-1 NC 007644.1 + 805503 805635 hypo→ RNA→ FlgB (TIGR01396)→ FlgC (TIGR01395)→
Osp-1-1 NZ AFZD01000003.1 - 43057 42951 TPP PpyrDC (cd03371)TPP PYR POX like (cd07035)→ RNA→ SCP bacterial (cd05379)→
Dac-1-3 NC 018068.1 + 4718885 4719007 ←NarQ (COG3850)GGDEF (cd01949) RNA→ REC (cd00156)→
Dor-1-2 NC 016584.1 + 644545 644672 AAT like (cd00609)→ RNA→ HAMP (cd06225)MA (smart00283)Cache 1 (pfam02743)→
Dku-1-1 NC 015573.1 - 1790658 1790539 AHBA syn (cd00616)→ RNA→ FlgB (TIGR01396)→ FlgC (COG1558)→ FliE (pfam02049)→ fliF (COG1766)→

fliG (TIGR00207)→ FliH (pfam02108)→ ATPase flagellum-secretory path III (cd01136)→
flagell FliJ (TIGR02473)→

Dme-1-2 NZ AGJB01000003.1 + 90820 90937 hypo→ RNA→ CW binding 2 (pfam04122)→
Awo-1-1 NC 016894.1 - 2859642 2859538 Na Pro sym (TIGR02121)→ RNA→ EAL (cd01948)GGDEF (cd01949)→
Sac-1-1 NC 016884.1 + 2042390 2042508 hypo→ RNA→ TIG (pfam01833)→
Sac-2-1 NC 015757.1 + 1797516 1797634 hypo→ RNA→ TIG (pfam01833)→
Eli-1-2 NC 014624.2 + 4287121 4287241 HTH XRE (cd00093)→ RNA→ HTH XRE (cd00093)→
Pth-1-1 NC 009454.1 - 2201449 2201278 FlaG (pfam03646)→ RNA→ FlgB (COG1815)→ FlgC (TIGR01395)→ FliE (pfam02049)→ fliF (COG1766)→

fliG (TIGR00207)→ FliH (COG1317)→ SLH (pfam00395)→ ATPase flagellum-secretory path III (cd01136)→
FliJ (pfam02050)→ Flg hook (pfam02120)→

CDe-1-2 NC 010424.1 - 470636 470512 ←hypo RNA→ DUF342 (pfam03961)→
Cob-1-1 NC 014392.1 - 2489006 2488884 SDH sah (pfam01972)→ RNA→ hypo→
Chy-2-1 NC 014652.1 - 2712283 2712157 SDH sah (pfam01972)→ RNA→ ←hypo

Awo-1-2 NC 016894.1 - 1567002 1566890 YdcF-like (cd06259)→ RNA→ Peptidases S8 S53 (cd00306)→
Awo-1-3 NC 016894.1 - 2946439 2946318 NptA (COG1283)→ RNA→ Flg hook (pfam02120)→ FlgD (pfam03963)→ flg new (TIGR02530)→

FlgE (COG1749)→
Lba-1-3 NZ ACTP01000109.1 - 530 414 aroA (TIGR01356)→ RNA→ hypo→
Ame-1-2 NC 009633.1 + 1508585 1508705 PAS (cd00130)EAL (cd01948)GGDEF (cd01949)sensory box (TIGR00229)→ RNA→

MA (smart00283)Cache 1 (pfam02743)→
Dre-1-1 NC 009253.1 - 2518609 2518496 HATPase c (cd00075)PAS (cd00130)HisKA (cd00082)→ RNA→ REC (cd00156)→
Aca-1-2 NZ ABAX03000037.1 - 71320 71207 hypo→ RNA→ hypo→
Asp-1-2 NZ ACWB01000017.1 - 7974 7861 RhaT (COG0697)→ RNA→ hypo→ hypo→ COG5492 (COG5492)List Bact rpt (TIGR02543)→
Cbu-1-1 NZ ABDT01000010.2 + 7898 8011 OAT like (cd00610)→ RNA→ REC (cd00156)→
Cbu-2-1 NZ ACOM01000005.1 - 1474553 1474440 OAT like (cd00610)→ RNA→ REC (cd00156)→
Aca-1-3 NZ ABAX03000005.1 - 232148 232031 ←ABC NrtD SsuB transporters (cd03293) RNA→ hypo→
Asp-1-3 NZ ACWB01000102.1 + 21317 21434 ←ABC NrtD SsuB transporters (cd03293) RNA→ hypo→
Asp-1-4 NZ ACWB01000030.1 + 481 604 RNA→ hypo→ hypo→
Aca-1-4 NZ ABAX03000002.1 - 4801 4680 HTH ARAC (smart00342)AraC binding (pfam02311)→ RNA→ hypo→
Ece-1-1 NZ CM001487.1 - 796094 795986 NLPC P60 (pfam00877)→ RNA→ FliE (pfam02049)→ fliF (COG1766)→ fliG (TIGR00207)→ FliH (COG1317)→

ATPase flagellum-secretory path III (cd01136)→ flagellar export protein FliJ→
Esp-1-1 NZ ACTL01000012.1 + 6558 6662 (big gap) hypo→ RNA→ HTH XRE (cd00093)→ REC (cd00156)→ CitA (COG3290)→
Dfo-1-1 NZ ADLU01000066.1 + 25321 25425 PBP1 LacI sugar binding like (cd06267)→ RNA→ UgpB (COG1653)5 nucleotid C (pfam02872)→

HATPase c (cd00075)REC (cd00156)HisKA (cd00082)→ PBPb (cd00134)→
HATPase c (cd00075)REC (cd00156)HisKA (cd00082)→ REC (cd00156)→ hypo→ REC (cd00156)→

Rob-1-1 NZ AAVO02000011.1 + 91908 92016 hypo→ RNA→ UgpB (COG1653)5 nucleotid C (pfam02872)→
HATPase c (cd00075)REC (cd00156)HisKA (cd00082)→

Eha-1-1 NZ ACEP01000072.1 - 10401 10293 hypo→ RNA→ HATPase c (cd00075)PBPb (cd00134)REC (cd00156)HisKA (cd00082)→
HATPase c (cd00075)PBPb (cd00134)REC (cd00156)HisKA (cd00082)SBP bac 3 (pfam00497)→ HPT (cd00088)→
HDc (cd00077)REC (cd00156)→

Dfo-1-2 NZ ADLU01000037.1 + 19554 19658 tRNA-Met→ RNA→ UgpB (COG1653)→ REC (cd00156)→ PRK06242 (PRK06242)→ tRNA-Val→ tRNA-Met→
Ece-1-2 NZ CM001487.1 + 2471375 2471482 pseudogene→ RNA→ hypo→
Csp-3-3 NZ ALXI01000064.1 + 39482 39600 FMN red (pfam03358)→ RNA→ REC (cd00156)→
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Cbe-1-1 NC 009617.1 + 646586 646701 NorM (COG0534)→ RNA→ REC (cd00156)→
Fpr-1-1 NZ ACOP02000082.1 + 2079 2187 hypo→ RNA→ hypo→
Tpo-1-6 NC 014152.1 - 1610201 1610082 codY Gpos (TIGR02787)→ RNA→ FlgB (TIGR01396)→ FlgC (TIGR01395)→ FliE (pfam02049)→

fliF (COG1766)→ fliG (TIGR00207)→ FliH (COG1317)→ ATPase flagellum-secretory path III (cd01136)→
FliJ (pfam02050)→ COG3334 (COG3334)→ FliK (COG3144)→ FlgD (pfam03963)→ flg new (TIGR02530)→

Nth-1-1 NC 010718.1 - 2260771 2260636 ←phr2 (TIGR00591) RNA→ HDc (cd00077)→
Dre-1-2 NC 009253.1 + 1256269 1256383 XthA (COG0708)→ RNA→ HAMP (cd06225)Cache 1 (pfam02743)→
Eli-1-3 NC 014624.2 - 2529302 2529182 phoU full (TIGR02135)→ RNA→ FN3 (cd00063)F5 F8 type C (pfam00754)→ hypo→
Pth-1-2 NC 009454.1 + 1635116 1635230 ←hypo RNA→ Sigma70 r4 (cd06171)→ hypo→
Ccl-1-1 NC 016627.1 + 3859336 3859454 ←hypo RNA→ Transglut core (pfam01841)→
Tsu-1-1 NZ AENY02000005.1 - 81381 81253 HslU (COG1220)AAA (cd00009)→ RNA→ FlgB (TIGR01396)→ FlgC (TIGR01395)→ FliE (pfam02049)→

fliF (COG1766)→ pseudogene→ FliH (pfam02108)→ ATPase flagellum-secretory path III (cd01136)→
Flagellar FliJ protein→

Tma-1-2 NC 014831.1 + 1187413 1187541 AAA (cd00009)→ RNA→ FlgB (TIGR01396)→ FlgC (TIGR01395)→
Csy-1-1 NZ ADLR01000040.1 + 5894 6011 AbgB (COG1473)→ RNA→ hypo→
Sgl-1-1 NC 015172.1 + 829955 830094 DUF1616 (pfam07760)→ RNA→ HATPase c (cd00075)→ AgrB (pfam04647)→ hypo→ REC (cd00156)→
Bpr-1-2 NC 014387.1 + 1091125 1091242 FlgE (COG1749)→ RNA→ hypo→ Peptidase S24 S26 (cd06462)→ LPxTG motif-containing cell surface protein→

LPxTG motif-containing cell surface protein→
Dni-1-1 NZ AEVP01000018.1 + 9616 9736 PBP2 LTTR substrate (cd05466)→ RNA→ HDc (cd00077)PAS (cd00130)GGDEF (cd01949)→
Aca-1-5 NZ ABAX03000014.1 - 396568 396444 SpmA (COG2715)→ RNA→ COG4932 (COG4932)→
Asp-1-5 NZ ACWB01000103.1 + 8000 8124 SpmA (COG2715)→ RNA→ hypo→
Dca-1-1 NC 015565.1 - 682920 682800 ←COG3973 (COG3973) RNA→ COG0385 (COG0385)→
Dni-1-2 NZ AEVP01000043.1 + 14998 15118 ←DNA-directed RNA polymerase-like protein, omega subunit family protein RNA→
Dac-1-4 NC 018068.1 + 4371631 4371749 hypo→ RNA→ hypo→
Sac-1-2 NC 016884.1 + 876255 876375 HTH 1 (pfam00126)PBP2 LTTR substrate (cd05466)→ RNA→ LuxR C like (cd06170)→
Sac-2-2 NC 015757.1 - 2802010 2801890 HTH 1 (pfam00126)PBP2 LTTR substrate (cd05466)→ RNA→ LuxR C like (cd06170)→
Dre-1-3 NC 009253.1 - 2231442 2231332 ←hypo RNA→ MA (smart00283)→
Mth-1-2 NC 007644.1 - 2598950 2598828 AbrB family transcriptional regulator→ RNA→ HDc (cd00077)→
Dgi-1-1 NZ AGJQ01000021.1 + 60581 60699 DUF111 (pfam01969)→ RNA→ P permease (cd01116)→
Dku-1-2 NC 015573.1 + 2737098 2737217 ←USP Like (cd00293) RNA→ P permease (cd01116)→ DeoC (cd00959)→
Tpo-1-7 NC 014152.1 + 434663 434779 (big gap) hypo→ RNA→ hypo→
Dac-1-5 NC 018068.1 - 2999709 2999591 ←DacC (COG1686) RNA→ HDc (cd00077)→
Dsp-1-4 NZ AGAF01000111.1 - 28413 28296 CdaR (COG3835)→ RNA→ REC (cd00156)→ HATPase c (cd00075)HPT (cd00088)CheA reg (cd00731)→

CheW (cd00732)→ HAMP (cd06225)MA (smart00283)→
Dac-1-6 NC 018068.1 + 1763932 1764037 ←2A78 (TIGR00950) RNA→ MA (smart00283)→ hypo→
Dsp-1-5 NZ AGAF01000192.1 - 19098 18983 hypo→ RNA→ CheW like (cd00588)→ Tar (COG0840)→
Dac-1-7 NC 018068.1 + 1353600 1353710 ←AcrR (COG1309)TetR N (pfam00440) RNA→ CheW like (cd00588)→ Tar (COG0840)→
Dsp-1-6 NZ AGAF01000226.1 + 5976 6090 ←hypo RNA→ CheW like (cd00588)→ Tar (COG0840)→
Dsp-1-7 NZ AGAF01000242.1 - 59574 59454 rubredoxin SM (cd00729)Flavin Reduct (pfam01613)→ RNA→ HDc (cd00077)→ COG1600 (COG1600)→
Dsp-1-8 NZ AGAF01000229.1 - 60324 60205 ←hypo RNA→ HAMP (cd06225)MA (smart00283)→
Mth-1-3 NC 007644.1 + 774348 774467 spore ybaN pdaB (TIGR02764)→ RNA→ HAMP (cd06225)MA (smart00283)→
Dac-1-8 NC 018068.1 + 4883348 4883465 ←tRNA-Gly RNA→ HDc (cd00077)→
Dsp-1-9 NZ AGAF01000016.1 + 5307 5418 ←hypo RNA→ ←hypo
Nth-1-2 NC 010718.1 - 2319093 2318976 HDc (cd00077)PAS (cd00130)GGDEF (cd01949)→ RNA→ MA (smart00283)→
Nth-1-3 NC 010718.1 - 2311755 2311635 ←SH3 3 (pfam08239)MurNAc-LAA (cd02696)Cu amine oxidN1 (pfam07833) RNA→ MA (smart00283)→
Nth-1-4 NC 010718.1 - 2633402 2633274 ←MA (smart00283) RNA→ E set proteins like (cd02861)→ hypo→
Cst-1-3 NC 014614.1 - 1005550 1005429 ←TupB (COG2998) RNA→ Transglut core (pfam01841)→
Csp-3-4 NZ ALXI01000175.1 - 8751 8629 HDc (cd00077)PAS 4 (pfam08448)GGDEF (cd01949)→ RNA→ RhsA (COG3209)RHS repeat (pfam05593)→
Dku-1-3 NC 015573.1 + 1050212 1050383 REC (cd00156)→ RNA→ HDc (cd00077)→ MA (smart00283)→
Dku-1-4 NC 015573.1 - 3293416 3293294 hypo→ RNA→ pseudogene→
Dku-1-5 NC 015573.1 + 771170 771290 UPF0153 (pfam03692)→ RNA→ HDc (cd00077)→ hypo→ RecA-like NTPases (cd01120)→

FhlA (COG3604)GGDEF (cd01949)→
Ace-1-1 NZ AEDB02000067.1 - 98499 98382 ←hypo RNA→ CBM 3 (pfam00942)Cellulase (pfam00150)→
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Tpo-1-8 NC 014152.1 + 728254 728385 hypo→ RNA→ hypo→
Tph-1-1 NC 018870.1 + 2167677 2167797 ←tRNA-Ala RNA→ Transglut core (pfam01841)→
CDe-1-3 NC 010424.1 + 1941819 1941937 CBS pair 24 (cd04637)→ RNA→ HDc (cd00077)→
Dme-1-3 NZ AGJB01000007.1 + 134445 134568 (big gap) hypo→ RNA→ M14 CPD I (cd03868)CW binding 2 (pfam04122)→
Tit-1-1 NC 013921.1 + 2124841 2124962 ←MurNAc-LAA (cd02696) RNA→ hypo→ PAS (cd00130)EAL (cd01948)GGDEF (cd01949)→
Tma-2-1 NC 014209.1 + 2041172 2041293 ←MurNAc-LAA (cd02696) RNA→ PAS (cd00130)EAL (cd01948)GGDEF (cd01949)→
Dru-1-1 NC 015589.1 - 1614097 1613974 GGDEF (cd01949)→ RNA→ ←hypo

Ame-1-3 NC 009633.1 + 1648988 1649102 HTH XRE (cd00093)→ RNA→ MA (smart00283)Cache 1 (pfam02743)→
Dru-1-2 NC 015589.1 - 3531138 3531032 AAA (cd00009)→ RNA→ hypo→
Hhy-1-1 NC 014654.1 + 299125 299231 Tra8 (COG2826)→ RNA→ hypo→ DUF11 (pfam01345)→
Csa-1-1 NC 014376.1 + 1527897 1528009 rubredoxin like (cd00350)Rubrerythrin (cd01041)→ RNA→ pseudogene→
Pth-1-3 NC 009454.1 + 1181109 1181224 Peptidase A24 (pfam01478)DiS P DiS (pfam06750)→ RNA→ PulE-GspE (cd01129)→ PilT (cd01131)→

PulF (COG1459)→ Sigma70 r4 (cd06171)→ PilM (COG4972)→ hypo→ PilO (pfam04350)→
Dme-1-4 NZ AGJB01000010.1 - 48329 48207 ←MTHFR (cd00537)MTHFR C (pfam12225) RNA→ COG4564 (COG4564)HAMP (cd06225)MA (smart00283)→
Dru-1-3 NC 015589.1 - 1842858 1842740 COG3603 (COG3603)→ RNA→ HAMP (cd06225)MA (smart00283)→
Chy-1-1 NC 007503.1 + 906909 907027 REC (cd00156)→ RNA→ COG1413 (COG1413)→ AdoMet MTases (cd02440)→ MA (smart00283)→

CheW like (cd00588)CheW (cd00732)→ REC (cd00156)→ REC (cd00156)→
HATPase c (cd00075)HPT (cd00088)CheW like (cd00588)→ hypo→

Mth-1-4 NC 007644.1 - 1595686 1595571 pilT fam (TIGR01420)→ RNA→ PulF (COG1459)→
Toc-1-1 NC 014377.1 - 1785318 1785197 SerA (COG0111)→ RNA→ AAA (cd00009)HTH 12 (pfam08461)→
Toc-1-2 NC 014377.1 - 472234 472111 ←hemeryth dom (TIGR02481) RNA→ CheW (cd00732)→

HAMP (cd06225)MA (smart00283)Cache 1 (pfam02743)→
Pth-1-4 NC 009454.1 + 804538 804660 ←HTH XRE (cd00093) RNA→ HDc (cd00077)→ hypo→ CBS pair GGDEF assoc2 (cd04599)GGDEF (cd01949)→
Dru-1-4 NC 015589.1 - 3171794 3171680 pilT fam (TIGR01420)→ RNA→ PulF (COG1459)→
Dac-2-1 NC 013216.1 - 3575671 3575549 ←hypo RNA→ COG5278 (COG5278)HAMP (cd06225)MA (smart00283)→
Dre-1-4 NC 009253.1 + 416208 416327 HAMP (cd06225)MA (smart00283)Cache 1 (pfam02743)→ RNA→ MA (smart00283)→
Cth-2-1 NC 017304.1 - 923171 923055 ←NAT SF (cd04301) RNA→ Cu amine oxidN1 (pfam07833)→
Cth-1-1 NC 009012.1 + 1772105 1772221 ←NAT SF (cd04301) RNA→ Cu amine oxidN1 (pfam07833)→
Cth-3-1 NZ ACVX01000041.1 + 17575 17691 ←NAT SF (cd04301) RNA→ Cu amine oxidN1 (pfam07833)→
Cth-4-1 NZ ABVG02000001.1 + 1978255 1978371 ←NAT SF (cd04301) RNA→ Cu amine oxidN1 (pfam07833)→
Ckl-1-1 NC 009706.1 - 3897181 3897065 WHTH GntR (cd07377)→ RNA→ Sigma70 r4 (cd06171)→
Ckl-2-1 NC 011837.1 - 3828684 3828568 WHTH GntR (cd07377)→ RNA→ Sigma70 r4 (cd06171)→
Csa-1-2 NC 014376.1 + 3402837 3402953 WHTH GntR (cd07377)→ RNA→ sigma70-ECF (TIGR02937)→
Pth-1-5 NC 009454.1 + 201378 201499 HAMP (cd06225)MA (smart00283)Cache 1 (pfam02743)→ RNA→ HAMP (cd06225)MA (smart00283)→
Ral-1-1 NC 014824.1 - 212923 212809 HDc (cd00077)→ RNA→ hypo→ COG0433 (COG0433)→ hypo→
Ddi-1-2 NZ AGJE01000018.1 + 52875 53005 spore V T (TIGR02851)→ RNA→ sigma-70 region 4 domain protein→
Eha-2-1 NC 014828.1 - 58184 58068 ←NADPH BDH (cd08179) RNA→ ←PPX1 (COG1227)CBS pair (cd02205)
Eha-2-2 NC 014828.1 + 2083106 2083214 COG1924 (COG1924)→ RNA→ ←Transposase 25 (pfam03050)
Cbu-1-2 NZ ABDT01000056.2 + 21514 21628 HAD like (cd01427)→ RNA→ HAMP (cd06225)MA (smart00283)Cache 1 (pfam02743)→
Cbu-2-2 NZ ACOM01000007.1 + 60358 60472 HAD like (cd01427)→ RNA→ HAMP (cd06225)MA (smart00283)Cache 1 (pfam02743)→
Cbo-2-1 NC 010674.1 - 2563888 2563773 PheRS beta core (cd00769)tRNA bind bactPheRS (cd02796)→ RNA→

ChtBD3 (cd00036)Big 3 (pfam07523)GH18 PF-ChiA-like (cd06543)→
Cbo-3-1 NC 018648.1 - 2564200 2564085 PheRS beta core (cd00769)tRNA bind bactPheRS (cd02796)→ RNA→

ChtBD3 (cd00036)Big 3 (pfam07523)GH18 PF-ChiA-like (cd06543)→
Cdi-1-1 NC 009089.1 - 3303469 3303355 COG4932 (COG4932)→ RNA→ hypo→
Cdi-10-1 NZ ABHD02000026.1 - 145158 145044 COG4932 (COG4932)→ RNA→ hypo→
Cdi-2-1 NZ ABKJ02000019.1 - 145207 145093 COG4932 (COG4932)→ RNA→ hypo→
Cdi-17-1 NC 017173.1 - 3198361 3198247 COG4932 (COG4932)MIP-T3 (pfam10243)→ RNA→ metaprodigal→
Cdi-18-1 NC 017174.1 - 3160678 3160564 COG4932 (COG4932)→ RNA→ metaprodigal→
Cdi-7-1 NZ ABKL02000031.1 - 19683 19569 COG4932 (COG4932)→ RNA→ hypo→
Cdi-6-1 NZ ADNX01000089.1 + 65142 65256 COG4932 (COG4932)→ RNA→ hypo (cons)→
Cdi-5-1 NZ ADVM01000006.1 + 65163 65277 COG4932 (COG4932)→ RNA→ hypo→
Cdi-15-1 NC 017178.1 - 3128140 3128026 COG4932 (COG4932)→ RNA→ metaprodigal→
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Cdi-16-1 NC 017179.1 - 3144619 3144505 COG4932 (COG4932)MIP-T3 (pfam10243)→ RNA→ hypo→
Cdi-3-1 NC 013315.1 - 3136667 3136553 COG4932 (COG4932)MIP-T3 (pfam10243)→ RNA→ hypo→
Cdi-14-1 NC 013316.1 - 3217195 3217081 COG4932 (COG4932)MIP-T3 (pfam10243)→ RNA→ hypo→
Cdi-8-1 NZ AAML04000014.1 - 635387 635273 hypo→ RNA→ hypo→
Cdi-11-1 NZ ABFD02000011.1 - 151171 151057 COG4932 (COG4932)MIP-T3 (pfam10243)→ RNA→ hypo→
Cdi-12-1 NZ ABHE02000034.1 - 6401 6287 COG4932 (COG4932)MIP-T3 (pfam10243)→ RNA→ hypo→
Cdi-13-1 NZ ABHF02000037.1 - 5340 5226 COG4932 (COG4932)MIP-T3 (pfam10243)→ RNA→ hypo→
Cdi-9-1 NZ ABHG02000023.1 - 149068 148954 COG4932 (COG4932)MIP-T3 (pfam10243)→ RNA→ hypo→
Cdi-4-1 NZ ABKK02000032.1 - 5344 5230 COG4932 (COG4932)→ RNA→ hypo→
Cbo-5-1 NC 010723.1 + 834895 835010 flagell flgL (TIGR02550)→ RNA→ FlgB (TIGR01396)→ FlgC (TIGR01395)→ FliE (pfam02049)→

fliF (COG1766)→ fliG (TIGR00207)→ FliH bacil (TIGR03825)→ ATPase flagellum-secretory path III (cd01136)→
FliJ (pfam02050)→ Flg hook (pfam02120)→ FlgD (pfam03963)→ flg new (TIGR02530)→

Cbo-4-1 NZ ACSC01000002.1 - 3011353 3011238 flagell flgL (TIGR02550)→ RNA→ FlgB (TIGR01396)→ FlgC (COG1558)→ FliE (pfam02049)→
fliF (COG1766)→ fliG (TIGR00207)→ FliH bacil (TIGR03825)→ ATPase flagellum-secretory path III (cd01136)→
FliJ (pfam02050)→ Flg hook (pfam02120)→ FlgD (pfam03963)→ flg new (TIGR02530)→

Cbo-2-2 NC 010674.1 + 856599 856715 flagell flgL (TIGR02550)→ RNA→ FlgB (TIGR01396)→ FlgC (COG1558)→ FliE (pfam02049)→
fliF (COG1766)→ fliG (TIGR00207)→ FliH bacil (TIGR03825)→ ATPase flagellum-secretory path III (cd01136)→
FliJ (pfam02050)→ Flg hook (pfam02120)→ FlgD (pfam03963)→ flg new (TIGR02530)→

Cbo-3-2 NC 018648.1 + 856905 857021 flagell flgL (TIGR02550)→ RNA→ FlgB (TIGR01396)→ FlgC (COG1558)→ FliE (pfam02049)→
fliF (COG1766)→ fliG (TIGR00207)→ FliH bacil (TIGR03825)→ ATPase flagellum-secretory path III (cd01136)→
FliJ (pfam02050)→ Flg hook (pfam02120)→ FlgD (pfam03963)→ flg new (TIGR02530)→

Cpe-6-1 NZ ABDW01000004.1 + 131170 131283 hypo→ RNA→ F5 F8 type C (pfam00754)NPCBM (pfam08305)→
Cpe-5-1 NZ ABOO01000024.1 + 23718 23836 hypo→ RNA→ F5 F8 type C (pfam00754)NPCBM (pfam08305)→
Cpe-1-1 NC 008261.1 + 1218258 1218376 hypo→ RNA→ F5 F8 type C (pfam00754)NPCBM (pfam08305)→
Cpe-7-1 NZ ABDY01000002.1 - 211403 211285 hypo→ RNA→ F5 F8 type C (pfam00754)NPCBM (pfam08305)→
Cpe-2-1 NZ ABDV01000039.1 + 10606 10723 hypo→ RNA→ F5 F8 type C (pfam00754)NPCBM (pfam08305)→
Cpe-4-1 NZ ABDX01000001.1 - 131088 130971 hypo→ RNA→ F5 F8 type C (pfam00754)NPCBM (pfam08305)→
Cpe-3-1 NZ ABDU01000076.2 - 6951 6834 hypo→ RNA→ F5 F8 type C (pfam00754)NPCBM (pfam08305)→
Cdi-1-2 NC 009089.1 - 3266970 3266857 SCP bacterial (cd05379)CW binding 2 (pfam04122)→ RNA→ FN3 (cd00063)F5 F8 type C (pfam00754)→
Cdi-17-2 NC 017173.1 - 3161070 3160957 SCP bacterial (cd05379)CW binding 2 (pfam04122)→ RNA→ FN3 (cd00063)F5 F8 type C (pfam00754)→
Cdi-15-2 NC 017178.1 - 3087663 3087550 SCP bacterial (cd05379)CW binding 2 (pfam04122)→ RNA→ FN3 (cd00063)F5 F8 type C (pfam00754)→
Cdi-16-2 NC 017179.1 - 3104142 3104029 SCP bacterial (cd05379)CW binding 2 (pfam04122)→ RNA→ FN3 (cd00063)F5 F8 type C (pfam00754)→
Cdi-3-2 NC 013315.1 - 3096190 3096077 SCP bacterial (cd05379)CW binding 2 (pfam04122)→ RNA→ FN3 (cd00063)F5 F8 type C (pfam00754)→
Cdi-14-2 NC 013316.1 - 3176718 3176605 SCP bacterial (cd05379)CW binding 2 (pfam04122)→ RNA→ FN3 (cd00063)F5 F8 type C (pfam00754)→
Cdi-8-2 NZ AAML04000014.1 - 594915 594802 SCP bacterial (cd05379)CW binding 2 (pfam04122)→ RNA→ hypo→
Cdi-11-2 NZ ABFD02000011.1 - 110696 110583 SCP bacterial (cd05379)CW binding 2 (pfam04122)→ RNA→ FN3 (cd00063)F5 F8 type C (pfam00754)→
Cdi-12-2 NZ ABHE02000032.1 - 27258 27145 SCP bacterial (cd05379)CW binding 2 (pfam04122)→ RNA→ FN3 (cd00063)F5 F8 type C (pfam00754)→
Cdi-13-2 NZ ABHF02000035.1 - 108621 108508 SCP bacterial (cd05379)CW binding 2 (pfam04122)→ RNA→ FN3 (cd00063)F5 F8 type C (pfam00754)→
Cdi-9-2 NZ ABHG02000023.1 - 108592 108479 SCP bacterial (cd05379)CW binding 2 (pfam04122)→ RNA→ FN3 (cd00063)F5 F8 type C (pfam00754)→
Cdi-4-2 NZ ABKK02000030.1 - 108723 108610 SCP bacterial (cd05379)CW binding 2 (pfam04122)→ RNA→ FN3 (cd00063)F5 F8 type C (pfam00754)→
Cdi-10-2 NZ ABHD02000026.1 - 108607 108494 SCP bacterial (cd05379)CW binding 2 (pfam04122)→ RNA→ FN3 (cd00063)F5 F8 type C (pfam00754)→
Cdi-2-2 NZ ABKJ02000019.1 - 108657 108544 SCP bacterial (cd05379)CW binding 2 (pfam04122)→ RNA→ FN3 (cd00063)F5 F8 type C (pfam00754)→
Cdi-18-2 NC 017174.1 + 3343636 3343756 ←Peptidase C1 (cd02619) RNA→ metaprodigal→
Cdi-7-2 NZ ABKL02000032.1 + 53666 53786 ←Peptidase C1 (cd02619) RNA→ hypo→
Cdi-6-2 NZ ADNX01000084.1 - 7484 7364 ←Peptidase C1 (cd02619) RNA→ hypo (cons)→
Cdi-5-2 NZ ADVM01000002.1 - 7487 7367 ←Peptidase C1 (cd02619) RNA→ hypo→
Cdi-1-3 NC 009089.1 + 308769 308887 TagB (COG1887)→ RNA→ FlgB (TIGR01396)→ FlgC (COG1558)→ FliE (pfam02049)→ fliF (COG1766)→

fliG (TIGR00207)→ FliH (COG1317)→ ATPase flagellum-secretory path III (cd01136)→ FliJ (pfam02050)→
FliJ (pfam02050)→ Flg hook (pfam02120)→ FlgD (pfam03963)→ FlgG (COG4786)→ FlbD (pfam06289)→
MotA (COG1291)→

Cdi-10-3 NZ ABHD02000006.1 + 63119 63232 AHBA syn (cd00616)→ RNA→ FlgB (TIGR01396)→ FlgC (COG1558)→ FliE (pfam02049)→ fliF (COG1766)→
fliG (TIGR00207)→ FliH (COG1317)→ ATPase flagellum-secretory path III (cd01136)→ FliJ (pfam02050)→
Flg hook (pfam02120)→ FlgD (pfam03963)→ flgG G neg (TIGR02488)→ FlbD (pfam06289)→ MotA (COG1291)→
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Cdi-17-3 NC 017173.1 + 283994 284107 TagB (COG1887)→ RNA→ FlgB (TIGR01396)→ FlgC (COG1558)→ FliE (pfam02049)→ fliF (COG1766)→
fliG (TIGR00207)→ FliH (COG1317)→ ATPase flagellum-secretory path III (cd01136)→ FliJ (pfam02050)→
Flg hook (pfam02120)→ FlgD (pfam03963)→ FlgG (COG4786)→ FlbD (pfam06289)→ MotA (COG1291)→

Cdi-2-3 NZ ABKJ02000008.1 + 57620 57733 AHBA syn (cd00616)→ RNA→ FlgB (TIGR01396)→ FlgC (COG1558)→ FliE (pfam02049)→ fliF (COG1766)→
fliG (TIGR00207)→ FliH (COG1317)→ ATPase flagellum-secretory path III (cd01136)→ flagellar protein→

Cdi-12-3 NZ ABHE02000004.1 + 159951 160064 AHBA syn (cd00616)→ RNA→
Cdi-9-3 NZ ABHG02000003.1 + 159782 159895 AHBA syn (cd00616)→ RNA→
Cdi-15-3 NC 017178.1 + 303770 303883 AHBA syn (cd00616)→ RNA→ FlgB (TIGR01396)→ FlgC (COG1558)→ FliE (pfam02049)→ fliF (COG1766)→

fliG (TIGR00207)→ FliH (COG1317)→ ATPase flagellum-secretory path III (cd01136)→ FliJ (pfam02050)→
Flg hook (pfam02120)→ FlgD (pfam03963)→ FlgG (COG4786)→ FlbD (pfam06289)→ MotA (COG1291)→

Cdi-3-3 NC 013315.1 + 310577 310690 AHBA syn (cd00616)→ RNA→ FlgB (TIGR01396)→ FlgC (COG1558)→ FliE (pfam02049)→ fliF (COG1766)→
fliG (TIGR00207)→ FliH (COG1317)→ ATPase flagellum-secretory path III (cd01136)→ FliJ (pfam02050)→
Flg hook (pfam02120)→ FlgD (pfam03963)→ FlgG (COG4786)→ FlbD (pfam06289)→ MotA (COG1291)→

Cdi-14-3 NC 013316.1 + 308003 308116 AHBA syn (cd00616)→ RNA→ FlgB (TIGR01396)→ FlgC (COG1558)→ FliE (pfam02049)→ fliF (COG1766)→
fliG (TIGR00207)→ FliH (COG1317)→ ATPase flagellum-secretory path III (cd01136)→ FliJ (pfam02050)→
Flg hook (pfam02120)→ FlgD (pfam03963)→ FlgG (COG4786)→ FlbD (pfam06289)→ MotA (COG1291)→

Cdi-8-3 NZ AAML04000003.1 + 159697 159810 AHBA syn (cd00616)→ RNA→ FlgB (TIGR01396)→ FlgB (TIGR01396)→ FlgC (COG1558)→
FlgC (COG1558)→ FliE (pfam02049)→ fliF (COG1766)→ fliG (TIGR00207)→ FliH (COG1317)→
ATPase flagellum-secretory path III (cd01136)→ FliJ (pfam02050)→ FliJ (pfam02050)→ Flg hook (pfam02120)→
FlgD (pfam03963)→ FlgG (COG4786)→ FlbD (pfam06289)→ MotA (COG1291)→

Cdi-11-3 NZ ABFD02000003.1 + 159701 159814 AHBA syn (cd00616)→ RNA→ FlgB (TIGR01396)→ FlgC (COG1558)→ FliE (pfam02049)→ fliF (COG1766)→
fliG (TIGR00207)→ FliH (COG1317)→ ATPase flagellum-secretory path III (cd01136)→ FliJ (pfam02050)→
Flg hook (pfam02120)→ FlgD (pfam03963)→ FlgG (COG4786)→ FlbD (pfam06289)→ MotA (COG1291)→

Cdi-13-3 NZ ABHF02000006.1 + 63211 63324 AHBA syn (cd00616)→ RNA→ FlgB (TIGR01396)→ FlgC (COG1558)→ FliE (pfam02049)→ fliF (COG1766)→
fliG (TIGR00207)→ FliH (COG1317)→ ATPase flagellum-secretory path III (cd01136)→ FliJ (pfam02050)→
Flg hook (pfam02120)→ FlgD (pfam03963)→ FlgG (COG4786)→ FlbD (pfam06289)→ MotA (COG1291)→

Cdi-4-3 NZ ABKK02000005.1 + 159693 159806 AHBA syn (cd00616)→ RNA→ FlgB (TIGR01396)→ FlgC (COG1558)→ FliE (pfam02049)→ fliF (COG1766)→
fliG (TIGR00207)→ FliH (COG1317)→ ATPase flagellum-secretory path III (cd01136)→ flagellar protein→

Cdi-16-3 NC 017179.1 + 320237 320350 AHBA syn (cd00616)→ RNA→ FlgB (TIGR01396)→ FlgC (COG1558)→ FliE (pfam02049)→ fliF (COG1766)→
fliG (TIGR00207)→ FliH (COG1317)→ ATPase flagellum-secretory path III (cd01136)→ FliJ (pfam02050)→
Flg hook (pfam02120)→ FlgD (pfam03963)→ FlgG (COG4786)→ FlbD (pfam06289)→ MotA (COG1291)→

Cdi-10-4 NZ ABHD02000025.1 + 781810 781937 ←putative regulatory protein RNA→ hypo→
Cdi-2-4 NZ ABKJ02000018.1 + 1047589 1047716 ←putative regulatory protein RNA→ hypo→
Cdi-1-4 NC 009089.1 + 2907217 2907344 ←Pencillinase R (pfam03965) RNA→ ←hypo

Cdi-1-5 NC 009089.1 - 1653924 1653801 SapB (COG1285)→ RNA→ hypo→
Cdi-15-4 NC 017178.1 - 1506132 1506009 SapB (COG1285)→ RNA→ metaprodigal→
Cdi-16-4 NC 017179.1 - 1522488 1522365 SapB (COG1285)→ RNA→ hypo→
Cdi-3-4 NC 013315.1 - 1512714 1512591 SapB (COG1285)→ RNA→ hypo→
Cdi-14-4 NC 013316.1 - 1510335 1510212 SapB (COG1285)→ RNA→ hypo→
Cdi-8-4 NZ AAML04000010.1 - 412871 412748 SapB (COG1285)→ RNA→ hypo→
Cdi-11-4 NZ ABFD02000008.1 - 415693 415570 SapB (COG1285)→ RNA→ hypo→
Cdi-12-4 NZ ABHE02000023.1 - 219629 219506 SapB (COG1285)→ RNA→ hypo→
Cdi-13-4 NZ ABHF02000026.1 - 218703 218580 SapB (COG1285)→ RNA→ hypo→
Cdi-9-4 NZ ABHG02000015.1 - 218860 218737 SapB (COG1285)→ RNA→ hypo→
Cdi-4-4 NZ ABKK02000021.1 - 218701 218578 SapB (COG1285)→ RNA→ hypo→
Cdi-17-4 NC 017173.1 - 1548200 1548077 SapB (COG1285)→ RNA→ metaprodigal→
Cdi-8-5 NZ AAML04000014.1 + 1246918 1247041 (big gap) ←hypo RNA→
Cdi-10-5 NZ ABHD02000014.1 - 122959 122836 SapB (COG1285)→ RNA→ hypo→
Cdi-2-5 NZ ABKJ02000016.1 - 132498 132375 SapB (COG1285)→ RNA→ hypo→
Cdi-11-5 NZ ABFD02000012.1 + 238837 238960 (big gap) ←hypo RNA→ hypo→
Cdi-1-6 NC 009089.1 + 3936232 3936355 (big gap) ←zinc finger protein RNA→ hypo→
Cdi-15-5 NC 017178.1 + 3769703 3769826 (big gap) ←metaprodigal RNA→ metaprodigal→
Cdi-16-5 NC 017179.1 + 3758249 3758372 (big gap) ←hypo RNA→ hypo→
Cdi-3-5 NC 013315.1 + 3750231 3750354 (big gap) ←hypo RNA→ hypo→
Cdi-14-5 NC 013316.1 + 3831015 3831138 (big gap) ←hypo RNA→ hypo→
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Cdi-10-6 NZ ABHD02000029.1 + 23167 23290 (big gap) ←hypo RNA→ hypo→
Cdi-12-5 NZ ABHE02000037.1 + 202622 202745 (big gap) ←hypo RNA→ hypo→
Cdi-13-5 NZ ABHF02000040.1 + 327984 328107 (big gap) ←hypo RNA→ hypo→
Cdi-9-5 NZ ABHG02000025.1 + 140260 140383 (big gap) ←hypo RNA→ hypo→
Cdi-2-6 NZ ABKJ02000020.1 + 105110 105233 (big gap) ←hypo RNA→ hypo→
Cdi-4-5 NZ ABKK02000036.1 + 22578 22701 (big gap) ←hypo RNA→ hypo→
Cdi-17-5 NC 017173.1 + 3833849 3833972 (big gap) ←metaprodigal RNA→ metaprodigal→
Cdi-8-6 NZ AAML04000013.1 + 96361 96478 (big gap) ←DUF77 (pfam01910) RNA→ hypo→
Cdi-10-7 NZ ABHD02000025.1 + 167082 167199 (big gap) ←DUF77 (pfam01910) RNA→ hypo→
Cdi-2-7 NZ ABKJ02000018.1 + 432748 432865 (big gap) ←DUF77 (pfam01910) RNA→ hypo→
Cdi-18-3 NC 017174.1 + 2134486 2134603 ←metaprodigal RNA→ metaprodigal→
Cdi-7-3 NZ ABKL02000024.1 + 185058 185175 ←hypo RNA→ hypo→
Cdi-6-3 NZ ADNX01000039.1 - 64473 64356 ←hypo (cons) RNA→ hypo (cons)→
Cdi-5-3 NZ ADVM01000039.1 + 154154 154271 ←hypo RNA→ ←HxlR (pfam01638)
Cdi-15-6 NC 017178.1 + 2135601 2135718 (big gap) ←DUF77 (pfam01910) RNA→ metaprodigal→
Cdi-16-6 NC 017179.1 + 2151959 2152076 (big gap) ←DUF77 (pfam01910) RNA→ hypo→
Cdi-3-6 NC 013315.1 + 2143951 2144068 (big gap) ←DUF77 (pfam01910) RNA→ ←HxlR (pfam01638)
Cdi-14-6 NC 013316.1 + 2224503 2224620 (big gap) ←DUF77 (pfam01910) RNA→ ←HxlR (pfam01638)

Cdi-11-6 NZ ABFD02000010.1 + 96367 96484 (big gap) ←DUF77 (pfam01910) RNA→ hypo→
Cdi-12-6 NZ ABHE02000026.1 + 354914 355031 (big gap) ←DUF77 (pfam01910) RNA→ hypo→
Cdi-13-6 NZ ABHF02000030.1 + 96502 96619 (big gap) ←DUF77 (pfam01910) RNA→ hypo→
Cdi-9-6 NZ ABHG02000017.1 + 557077 557194 (big gap) ←DUF77 (pfam01910) RNA→ hypo→
Cdi-1-7 NC 009089.1 + 2285915 2286032 (big gap) ←DUF77 (pfam01910) RNA→ ←HxlR (pfam01638)
Cdi-17-6 NC 017173.1 + 2198829 2198946 (big gap) ←DUF77 (pfam01910) RNA→ metaprodigal→
Cdi-4-6 NZ ABKK02000025.1 + 226339 226456 (big gap) ←DUF77 (pfam01910) RNA→ hypo→
Cdi-18-4 NC 017174.1 + 2533649 2533765 HTH XRE (cd00093)→ RNA→ metaprodigal→
Cdi-7-4 NZ ABKL02000025.1 + 123328 123444 HTH XRE (cd00093)→ RNA→ hypo→
Cdi-6-4 NZ ADNX01000031.1 - 165177 165061 HTH XRE (cd00093)→ RNA→ hypo (cons)→
Cdi-5-4 NZ ADVM01000029.1 - 193181 193065 HTH XRE (cd00093)→ RNA→ hypo→
Cdi-15-7 NC 017178.1 + 2493756 2493872 ←COG2963 (COG2963) RNA→ metaprodigal→
Cdi-16-7 NC 017179.1 + 2510121 2510237 ←COG2963 (COG2963) RNA→ hypo→
Cdi-3-7 NC 013315.1 + 2502109 2502225 ←COG2963 (COG2963) RNA→ pseudogene→
Cdi-14-7 NC 013316.1 + 2582665 2582781 ←COG2963 (COG2963) RNA→ CSP CDS (cd04458)→
Cdi-11-7 NZ ABFD02000010.1 + 454529 454645 ←COG2963 (COG2963) RNA→ hypo→
Cdi-12-7 NZ ABHE02000028.1 + 1254 1370 ←COG2963 (COG2963) RNA→ hypo→
Cdi-13-7 NZ ABHF02000032.1 + 111 227 RNA→ hypo→
Cdi-9-7 NZ ABHG02000019.1 + 685 801 ←COG2963 (COG2963) RNA→ hypo→
Cdi-4-7 NZ ABKK02000027.1 + 111 227 RNA→ (big gap) PIG-L (pfam02585)→
Cdi-1-8 NC 009089.1 + 2671801 2671917 HTH XRE (cd00093)→ RNA→ hypo→ hypo→ hypo→ hypo→
Cdi-10-8 NZ ABHD02000025.1 + 543305 543421 HTH XRE (cd00093)→ RNA→ hypo→
Cdi-2-8 NZ ABKJ02000018.1 + 812851 812967 HTH XRE (cd00093)→ RNA→ hypo→
Cdi-17-7 NC 017173.1 + 2560635 2560751 HTH XRE (cd00093)→ RNA→ metaprodigal→
Cdi-8-7 NZ AAML04000014.1 + 1058 1174 SapB (COG1285)→ RNA→ hypo→
Cdi-18-5 NC 017174.1 + 3731794 3731913 (big gap) ←metaprodigal RNA→ metaprodigal→
Cdi-7-5 NZ ABKL02000039.1 + 21214 21333 (big gap) ←hypo RNA→ hypo→
Cdi-6-5 NZ ADNX01000073.1 - 38640 38521 (big gap) ←hypo (cons) RNA→ hypo (cons)→
Cdi-5-5 NZ ADVM01000060.1 + 25126 25245 (big gap) ←hypo RNA→ hypo→
Cdi-2-9 NZ ABKJ02000008.1 - 248 128 ←putative phage regulatory protein RNA→
Cdi-10-9 NZ ABHD02000027.1 + 217619 217739 ←CopY TcrY (TIGR02698) RNA→ hypo→
Cdi-2-10 NZ ABKJ02000019.1 + 654790 654910 ←CopY TcrY (TIGR02698) RNA→
Cdi-17-8 NC 017173.1 + 2800323 2800443 ←Pencillinase R (pfam03965) RNA→ metaprodigal→
Cdi-2-11 NZ ABKJ02000018.1 + 444316 444436 ←Pencillinase R (pfam03965) RNA→ hypo→



150

Cdi-1-9 NC 009089.1 + 2297484 2297604 ←pseudogene RNA→ hypo→
Cdi-10-10 NZ ABHD02000025.1 + 178671 178791 ←Pencillinase R (pfam03965) RNA→ hypo→
Cdi-15-8 NC 017178.1 + 2149056 2149176 ←Pencillinase R (pfam03965) RNA→ metaprodigal→
Cdi-16-8 NC 017179.1 + 2165415 2165535 ←Pencillinase R (pfam03965) RNA→ hypo→
Cdi-3-8 NC 013315.1 + 2157405 2157525 (big gap) ←hypo RNA→ CSP CDS (cd04458)→
Cdi-14-8 NC 013316.1 + 2237959 2238079 (big gap) ←hypo RNA→ CSP CDS (cd04458)→
Cdi-8-8 NZ AAML04000013.1 + 109814 109934 ←Pencillinase R (pfam03965) RNA→ hypo→
Cdi-11-8 NZ ABFD02000010.1 + 109821 109941 ←Pencillinase R (pfam03965) RNA→ hypo→
Cdi-12-8 NZ ABHE02000027.1 + 11770 11890 ←Pencillinase R (pfam03965) RNA→ hypo→
Cdi-13-8 NZ ABHF02000031.1 + 10695 10815 ←Pencillinase R (pfam03965) RNA→ hypo→
Cdi-9-8 NZ ABHG02000018.1 + 11463 11583 ←Pencillinase R (pfam03965) RNA→ hypo→
Cdi-4-8 NZ ABKK02000026.1 + 11435 11555 ←Pencillinase R (pfam03965) RNA→ hypo→
Cdi-1-10 NC 009089.1 + 3379971 3380095 ←hypo RNA→ hypo→
Cdi-1-11 NC 009089.1 - 1142674 1142550 ←CopY TcrY (TIGR02698) RNA→ hypo→
Csp-1-1 NZ ACDK02000040.1 - 68187 68078 ←ThrRS anticodon (cd00860)ThrRS core (cd00771)TGS ThrRS N (cd01667) RNA→

F5 F8 type C (pfam00754)NPCBM (pfam08305)→
Cpe-8-1 NC 008262.1 - 1445220 1445103 MFS (cd06174)→ RNA→ NPCBM (smart00776)F5 F8 type C (pfam00754)→
Cpe-3-2 NZ ABDU01000065.2 - 913 794 pseudogene→ RNA→ pseudogene→
Cpe-6-2 NZ ABDW01000037.1 - 13624 13505 MFS (cd06174)→ RNA→ pseudogene→
Cpe-2-2 NZ ABDV01000006.1 + 21238 21357 pseudogene→ RNA→ NPCBM (smart00776)F5 F8 type C (pfam00754)NPCBM (pfam08305)→
Cpe-9-1 NC 003366.1 - 1510305 1510186 MFS (cd06174)→ RNA→ NPCBM (smart00776)F5 F8 type C (pfam00754)NPCBM (pfam08305)→
Cpe-1-2 NC 008261.1 - 1695709 1695590 MFS (cd06174)→ RNA→ NPCBM (smart00776)F5 F8 type C (pfam00754)NPCBM (pfam08305)→
Cpe-4-2 NZ ABDX01000004.1 + 24801 24920 pseudogene→ RNA→ NPCBM (smart00776)F5 F8 type C (pfam00754)NPCBM (pfam08305)→
Cpe-7-2 NZ ABDY01000007.1 + 25736 25855 pseudogene→ RNA→ NPCBM (smart00776)F5 F8 type C (pfam00754)NPCBM (pfam08305)→
Cpe-5-2 NZ ABOO01000003.1 - 113285 113165 pseudogene→ RNA→

NPCBM (smart00776)F5 F8 type C (pfam00754)Enhancin (pfam03272)NPCBM (pfam08305)→
Cdi-1-12 NC 009089.1 - 2296538 2296414 pseudogene→ RNA→ hypo→
Cdi-10-11 NZ ABHD02000025.1 - 177708 177584 Pencillinase R (pfam03965)→ RNA→ hypo→
Cdi-17-9 NC 017173.1 - 2209455 2209331 metaprodigal→ RNA→ metaprodigal→
Cdi-15-9 NC 017178.1 - 2148107 2147983 Pencillinase R (pfam03965)→ RNA→ metaprodigal→
Cdi-16-9 NC 017179.1 - 2164466 2164342 Pencillinase R (pfam03965)→ RNA→ hypo→
Cdi-3-9 NC 013315.1 - 2156456 2156332 (big gap) ←CSP CDS (cd04458) RNA→ (big gap) hypo→
Cdi-14-9 NC 013316.1 - 2237010 2236886 (big gap) ←CSP CDS (cd04458) RNA→ (big gap) hypo→
Cdi-8-9 NZ AAML04000013.1 - 108863 108739 Pencillinase R (pfam03965)→ RNA→ hypo→ hypo→
Cdi-11-9 NZ ABFD02000010.1 - 108872 108748 Pencillinase R (pfam03965)→ RNA→ hypo→
Cdi-12-9 NZ ABHE02000027.1 - 10821 10697 Pencillinase R (pfam03965)→ RNA→ hypo→
Cdi-13-9 NZ ABHF02000031.1 - 9746 9622 Pencillinase R (pfam03965)→ RNA→ hypo→
Cdi-9-9 NZ ABHG02000018.1 - 10514 10390 Pencillinase R (pfam03965)→ RNA→ hypo→
Cdi-4-9 NZ ABKK02000026.1 - 10486 10362 Pencillinase R (pfam03965)→ RNA→ hypo→
Cdi-2-12 NZ ABKJ02000018.1 - 443369 443245 Pencillinase R (pfam03965)→ RNA→ hypo→
Cdi-18-6 NC 017174.1 - 2145107 2144982 metaprodigal→ RNA→ metaprodigal→
Cdi-7-6 NZ ABKL02000024.1 - 195680 195555 hypo→ RNA→ hypo→
Cdi-6-6 NZ ADNX01000039.1 + 53851 53976 hypo (cons)→ RNA→ bacterial SH3 domain protein→
Cdi-5-6 NZ ADVM01000039.1 - 164776 164651 hypo→ RNA→ bacterial SH3 domain protein→
Dac-1-9 NC 018066.1 + 43360 43477 ←HTH XRE (cd00093) RNA→ hypo→
Ace-1-2 NZ AEDB02000059.1 + 34686 34803 ←hypo RNA→ Transglut core (pfam01841)→
Cth-2-2 NC 017304.1 - 719120 719002 ←EmrB/QacA family drug resistance transporter RNA→ Transglut core (pfam01841)→
Cth-3-2 NZ ACVX01000049.1 + 8634 8752 ←hypo RNA→ Transglut core (pfam01841)→
Cth-1-2 NC 009012.1 - 3637624 3637506 ←hypo RNA→ Transglut core (pfam01841)→
Cth-4-2 NZ ABVG02000001.1 - 31809 31691 ←hypo RNA→ Transglut core (pfam01841)→
Dgi-1-2 NZ AGJQ01000001.1 - 33902 33783 DNA BRE C (cd00397)→ RNA→ ←HTH XRE (cd00093)

Dyo-1-2 NZ CM001441.1 - 3834720 3834601 ←DNA BRE C (cd00397) RNA→ hypo→ HDc (cd00077)→
Cas-1-2 NZ ACCJ01000366.1 - 3767 3649 hypo→ RNA→ ←hypo
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Tpo-1-9 NC 014152.1 - 2921032 2920915 DPM DPG-synthase like (cd04179)→ RNA→ Flp (COG3847)→ Peptidase A24 (pfam01478)→
TadE (pfam07811)→ DUF2134 (pfam09977)→ pilus cpaB (TIGR03177)→ REC (cd00156)CpaE like (cd03111)→
VirB11-like ATPase (cd01130)→ TadB (COG4965)→ TadC (COG2064)→ DUF192 (pfam02643)→

Cth-4-3 NZ ABVG02000001.1 + 1525323 1525459 ←PilZ (pfam07238) RNA→ ←reco (TIGR00613)

Cth-1-3 NC 009012.1 + 1273258 1273394 ←PilZ (pfam07238) RNA→ ←reco (TIGR00613)
Ccl-1-2 NC 016627.1 + 2570431 2570559 DUF896 (pfam05979)→ RNA→ ←REC (cd00156)LuxR C like (cd06170)

Cth-2-3 NC 017304.1 - 1366559 1366428 ←PilZ (pfam07238) RNA→ ←reco (TIGR00613)

Cth-3-3 NZ ACVX01000002.1 + 111342 111473 ←PilZ (pfam07238) RNA→ ←reco (TIGR00613)
Ccl-1-3 NC 016627.1 - 1652251 1652121 ←PilZ (pfam07238) RNA→ ←reco (TIGR00613)

Ace-1-3 NZ AEDB02000017.1 - 96087 95957 ←PilZ (pfam07238) RNA→ ←reco (TIGR00613)

Ccl-1-4 NC 016627.1 + 3484434 3484561 ←AMMECR1 (pfam01871)ED 3B N AMMECR1 (cd07951) RNA→ ←hypo

Ace-1-4 NZ AEDB02000067.1 - 140066 139938 ←AMMECR1 (pfam01871)ED 3B N AMMECR1 (cd07951) RNA→ ←PenP (COG2367)

Ace-1-5 NZ AEDB02000063.1 + 30690 30819 DUF896 (pfam05979)→ RNA→ ←TadB (COG4965)
Hor-1-1 NC 011899.1 - 769839 769713 ←UPF0236 (pfam06782) RNA→ hypo→
Dac-1-10 NC 018068.1 - 4499247 4499127 ←pseudogene RNA→ COG5492 (COG5492)Transglut core (pfam01841)Big 2 (pfam02368)→

COG5492 (COG5492)Big 2 (pfam02368)→
Dde-1-2 NC 018017.1 + 4044822 4044939 hypo→ RNA→ HAMP (cd06225)MA (smart00283)Cache 1 (pfam02743)→
Dha-1-1 NC 011830.1 + 4958084 4958201 MFS (cd06174)→ RNA→ HAMP (cd06225)MA (smart00283)Cache 1 (pfam02743)→
Dha-2-1 NC 007907.1 + 5437243 5437360 MFS (cd06174)→ RNA→ HAMP (cd06225)MA (smart00283)Cache 1 (pfam02743)→
Dor-1-3 NC 016584.1 - 5373120 5373002 ←hypo RNA→ hypo→ hypo→
Dac-1-11 NC 018068.1 - 4400834 4400714 DUF86 (pfam01934)→ RNA→ hypo→ hypo→
Mth-1-5 NC 007644.1 + 394722 394842 corrinoid protein B12-BD (cd02070)→ RNA→ HATPase c (pfam02518)→ Transposase 8 (pfam01527)→

PHA02517 (PHA02517)→
Dku-1-6 NC 015573.1 + 569318 569436 tRNA-Thr→ RNA→ HATPase c (pfam02518)→ STAS anti-anti-sigma factors (cd07043)→ SpoIIE (pfam07228)→

STAS anti-anti-sigma factors (cd07043)→ DUF342 (pfam03961)→
Sli-1-1 NC 014220.1 - 1229391 1229278 pilT fam (TIGR01420)→ RNA→ Peptidase A24 (pfam01478)DiS P DiS (pfam06750)→ hypo→
Dme-1-5 NZ AGJB01000012.1 - 86203 86087 ←hypo RNA→ CW binding 2 (pfam04122)→
Csa-1-3 NC 014376.1 + 2969420 2969539 FtsX (pfam02687)→ RNA→ ←hypo
Sgl-1-2 NC 015172.1 - 3349453 3349331 COG2119 (COG2119)→ RNA→ HDc (cd00077)PAS (cd00130)GGDEF (cd01949)→ DUF111 (pfam01969)→
Dal-1-1 NZ ACJM01000018.1 + 13977 14096 COG2119 (COG2119)→ RNA→ HDc (cd00077)→ CheW like (cd00588)→ HAMP (cd06225)MA (smart00283)→
Dac-2-2 NC 013216.1 - 4175339 4175218 COG5652 (COG5652)→ RNA→ hypo→
Toc-1-3 NC 014377.1 - 1935934 1935814 PilT (cd01131)→ RNA→ PulF (COG1459)→ typeII sec gspG (TIGR01710)→
Eha-1-2 NZ ACEP01000072.1 - 452 324 DUF820 (cd06260)→ RNA→
Csp-4-1 NZ ABGC03000034.1 - 274487 274366 hypo→ RNA→ hypo→ hypo→ HATPase c (cd00075)PAS (cd00130)REC (cd00156)HisKA (cd00082)→
Dfo-2-1 NZ AAXA02000015.1 + 880657 880781 hypo→ RNA→ hypo→ hypo→ HATPase c (cd00075)PAS (cd00130)REC (cd00156)HisKA (cd00082)→ hypo→
Cco-1-1 NZ ABVR01000042.1 - 56244 56120 hypo→ RNA→ ←hypo

Lba-2-1 NZ ACTS01000034.1 - 711 587 RNA→ hypo→
Ova-1-2 NC 016048.1 + 1215737 1215851 hypo→ RNA→ Glutenin hmw (pfam03157)Flg new (pfam09479)→ hypo→ SLH (pfam00395)→
Ame-1-4 NC 009633.1 - 3306879 3306765 hypo→ RNA→ PAS (cd00130)EAL (cd01948)PAS 3 (pfam08447)GGDEF (cd01949)PilZ (pfam07238)→
Ame-1-5 NC 009633.1 - 2944892 2944774 ←Sigma70 r4 (cd06171) RNA→ EAL (cd01948)GGDEF (cd01949)→
Csp-3-5 NZ ALXI01000165.1 - 42071 41948 FlgL (COG1344)Flagellin C (pfam00700)→ RNA→ FlgB (TIGR01396)→ FlgC (TIGR01395)→

FliE (pfam02049)→ fliF (COG1766)→ fliG (TIGR00207)→ FliH bacil (TIGR03825)→
ATPase flagellum-secretory path III (cd01136)→ FliJ (pfam02050)→ Flg hook (pfam02120)→ FlgD (pfam03963)→
flg new (TIGR02530)→

Cbe-1-2 NC 009617.1 + 1066046 1066163 MPP Dcr2 (cd07383)→ RNA→ LbH MAT like (cd04647)→
HAMP (cd06225)MA (smart00283)Cache 1 (pfam02743)→

Tit-1-2 NC 013921.1 + 1888645 1888768 ←TPR (cd00189)CHD (cd07302)PEP TPR lipo (TIGR02917) RNA→ hypo→
Tma-2-2 NC 014209.1 + 1839366 1839489 ←TPR (cd00189)CHD (cd07302) RNA→ hypo→
Ame-1-6 NC 009633.1 + 608572 608692 COG0733 (COG0733)→ RNA→ hypo→ MA (smart00283)HAMP (pfam00672)→
Ame-1-7 NC 009633.1 + 790800 790926 HTH XRE (cd00093)→ RNA→ hypo→ NT KNTase like (cd05403)→ HEPN (pfam05168)→
Ame-1-8 NC 009633.1 + 1528245 1528361 SIR2-fam (cd01407)→ RNA→ (big gap) COG4584 (COG4584)→ AAA (cd00009)→ hypo→
Ame-1-9 NC 009633.1 + 974333 974451 HDc (cd00077)PAS (cd00130)REC (cd00156)GGDEF (cd01949)sensory box (TIGR00229)→ RNA→ hypo→

MA (smart00283)HAMP (pfam00672)→
Ame-1-10 NC 009633.1 - 3297150 3297032 Era like (cd00880)→ RNA→ hypo→ hypo→
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Mth-1-6 NC 007644.1 - 1536263 1536142 Adenylation DNA ligase LigD (cd07906)OBF DNA ligase LigD (cd07971)→ RNA→
HAMP (cd06225)MA (smart00283)Cache 1 (pfam02743)→

Csa-2-1 NC 009437.1 - 2504410 2504276 ←AAA (cd00009)CHD (cd07302)PEP TPR lipo (TIGR02917) RNA→ hypo→
Csa-2-2 NC 009437.1 - 912910 912774 ←MA (smart00283) RNA→ HDc (cd00077)→ HATPase c (cd00075)HPT (cd00088)CheA reg (cd00731)→

CheW like (cd00588)→
Chy-2-2 NC 014652.1 + 943660 943784 hypo→ RNA→ ←UDG fam4 (TIGR00758)

Cob-1-2 NC 014392.1 - 1764649 1764524 ←COG3899 (COG3899)CHD (cd07302) RNA→ hypo→
Cow-1-1 NC 014657.1 - 1656317 1656193 ←COG3899 (COG3899)CHD (cd07302) RNA→ hypo→
Cla-1-1 NC 015949.1 - 1572398 1572274 hypo→ RNA→ hypo→ hypo→
Ckr-1-1 NC 014721.1 + 897455 897579 hypo→ RNA→ hypo→ hypo→
Csa-2-3 NC 009437.1 + 1201989 1202113 hypo→ RNA→ hypo→
Ath-1-1 NC 012034.1 - 1980626 1980502 hypo→ RNA→ hypo→
Ckr-2-1 NC 014720.1 + 989702 989826 hypo→ RNA→ hypo→
Cob-1-3 NC 014392.1 - 1810559 1810435 Transposase 11 (pfam01609)→ RNA→ hypo→
Ath-1-2 NC 012034.1 - 1974661 1974538 UPF0236 (pfam06782)→ RNA→ CBM 3 (pfam00942)Glyco hydro 48 (pfam02011)Glyco hydro 9 (pfam00759)→
Ckr-2-2 NC 014720.1 + 996338 996461 pseudogene→ RNA→ CBM 3 (pfam00942)Glyco hydro 48 (pfam02011)Glyco hydro 9 (pfam00759)→
Csa-2-4 NC 009437.1 + 1205655 1205781 ←hypo RNA→ CBM 3 (pfam00942)Glyco hydro 48 (pfam02011)Glyco hydro 9 (pfam00759)→
Cob-1-4 NC 014392.1 - 1806893 1806771 ←COG3415 (COG3415)rve (pfam00665) RNA→

CBM 3 (pfam00942)Glyco hydro 48 (pfam02011)Glyco hydro 9 (pfam00759)→
Ath-1-3 NC 012034.1 - 1919856 1919724 ←AAA (cd00009)CHD (cd07302) RNA→ hypo→
Ckr-2-3 NC 014720.1 + 1045789 1045921 ←AAA (cd00009)CHD (cd07302) RNA→ hypo→
Dal-1-2 NZ ACJM01000004.1 - 66143 66026 ←hypo RNA→ Transglut core (pfam01841)→
Tpo-1-10 NC 014152.1 + 891738 891870 ←PBP1 BmpA Med like (cd06353) RNA→ PEP TPR lipo (TIGR02917)→

carbohydrate-binding family 25 protein→
Dal-1-3 NZ ACJM01000010.1 - 93377 93255 hypo→ RNA→ MA (smart00283)HAMP (pfam00672)→
Sgl-1-3 NC 015172.1 - 1642489 1642381 AAA (cd00009)→ RNA→ Cellulase (pfam00150)→
Cno-1-1 NC 008593.1 - 1871620 1871506 Sortase (cd00004)→ RNA→ Transglut core (pfam01841)→
Awo-1-4 NC 016894.1 - 2490788 2490678 ←COG4997 (COG4997) RNA→ PGU1 (COG5434)→
Cte-1-1 NC 004557.1 + 477001 477111 COG4932 (COG4932)→ RNA→ CYK3 (COG5279)→
Cpa-1-1 NZ ACXX02000001.1 + 460747 460865 Sortase D 5 (cd06166)→ RNA→ Transglut core (pfam01841)→
Cha-1-1 NZ ACIO01000620.1 + 644 748 KdgK (cd01166)→ RNA→ hypo→ GGDEF (cd01949)→
Dal-1-4 NZ ACJM01000007.1 - 61677 61560 TRF2 (pfam11611)→ RNA→ conserved Hypothetical protein CBG09235→
Dal-1-5 NZ ACJM01000001.1 + 102206 102324 ←nitrilase (cd07197) RNA→ GGDEF (cd01949)DUF3365 (pfam11845)→
Dru-1-5 NC 015589.1 - 668171 668052 hypo→ RNA→ hypo→
Dsp-1-10 NZ AGAF01000165.1 - 46558 46441 hypo→ RNA→ Sigma70 r4 (cd06171)→ hypo→
Dgi-1-3 NZ AGJQ01000018.1 + 12817 12937 FhlA (COG2203)GGDEF (cd01949)RsbU N (pfam08673)→ RNA→

←HATPase c (cd00075)PAS (cd00130)HisKA (cd00082)
Dru-1-6 NC 015589.1 + 3181074 3181195 ←HTH XRE (cd00093) RNA→ HDc (cd00077)→
Dal-1-6 NZ ACJM01000017.1 - 32832 32712 tRNA-Leu→ RNA→ INT P4 (cd00801)→
Cpa-1-2 NZ ACXX02000016.1 + 57322 57438 hypo→ RNA→ Cu amine oxidN1 (pfam07833)→
Dre-1-5 NC 009253.1 + 1107052 1107168 ←Transposase 11 (pfam01609) RNA→ PulE-GspE (cd01129)→ pilT fam (TIGR01420)→ PulF (COG1459)→

PilM (COG4972)→ fimbrial assembly family protein→ PilO (COG3167)→ hypo→ IV pilus PilQ (TIGR02515)→
ComGC (COG4537)→

Cca-1-1 NZ ACVI01000170.1 - 5744 5623 CBS pair (cd02205)GGDEF (cd01949)→ RNA→ ←RhaT (COG0697)
Csp-2-1 NC 016791.1 - 3911890 3911773 ←HTH XRE (cd00093) RNA→ sigma70-ECF (TIGR02937)→
Dac-2-3 NC 013216.1 + 1572808 1572930 ABC Class2 (cd03227)ABC UvrA I (cd03270)→ RNA→ ←HTH XRE (cd00093)
Ddi-1-3 NZ AGJE01000001.1 - 147713 147593 hypo→ RNA→ hypo→
Dgi-1-4 NZ AGJQ01000001.1 - 21034 20912 ←HTH XRE (cd00093) RNA→ hypo→
Dku-1-7 NC 015573.1 - 239189 239067 ←hypo RNA→ hypo→
Dsp-1-11 NZ AGAF01000111.1 - 50376 50255 hypo→ RNA→ hypo→ REC (cd00156)trans reg C (cd00383)→

HATPase c (cd00075)HAMP (cd06225)HisKA (cd00082)→
Hmo-1-1 NC 010337.2 - 120413 120292 COG4886 (COG4886)Ig (cd00096)SLH (pfam00395)→ RNA→ sigma70-ECF (TIGR02937)→
Sgl-1-4 NC 015172.1 + 1225427 1225549 FN3 (cd00063)COG5263 (COG5263)SLH (pfam00395)DUF342 (pfam03961)Flg new (pfam09479)→ RNA→ (big

gap) ←pseudogene
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Csa-1-4 NC 014376.1 - 3799476 3799360 FN3 (cd00063)COG5263 (COG5263)SLH (pfam00395)→ RNA→ RpoE (COG1595)→
Csa-1-5 NC 014376.1 + 1872790 1872906 COG5263 (COG5263)SLH (pfam00395)→ RNA→ ←PHA02517 (PHA02517)

Dha-2-2 NC 007907.1 - 15644 15525 MFS (cd06174)→ RNA→ ←hypo
Sgl-1-5 NC 015172.1 + 3108255 3108379 COG5263 (COG5263)SLH (pfam00395)→ RNA→ ←ABCC Glucan exporter like (cd03254)

Toc-1-4 NC 014377.1 - 1748989 1748869 PG binding 1 (pfam01471)→ RNA→ PRK09638 (PRK09638)→ Sigma70 r4 (cd06171)→
Csp-2-2 NC 016791.1 - 3968313 3968191 pseudogene→ RNA→ sigma70-ECF (TIGR02937)→
Pth-1-6 NC 009454.1 + 1981919 1982041 (big gap) PHA02517 (PHA02517)→ RNA→ Sigma70 r4 (cd06171)→
Tma-2-3 NC 014209.1 - 2214245 2214123 ←pseudogene RNA→ pseudogene→
Dsp-1-12 NZ AGAF01000050.1 - 9066 8943 hypo→ RNA→ hypo→
Sgl-1-6 NC 015172.1 - 20514 20401 pseudogene→ RNA→ sigma70-ECF (TIGR02937)→
Dsp-1-13 NZ AGAF01000059.1 + 30735 30858 DUF2316 (pfam10078)→ RNA→ PadR (pfam03551)→ DUF1048 (pfam06304)→ DUF1048 (pfam06304)→
Ova-1-3 NC 016048.1 - 3430298 3430190 hypo→ RNA→ sigma70-ECF (TIGR02937)→
Dha-1-2 NC 011830.1 + 2632802 2632923 LysM (cd00118)Herpes BLLF1 (pfam05109)SLH (pfam00395)Flg new (pfam09479)→ RNA→

Sigma70 r4 (cd06171)→
Csa-1-6 NC 014376.1 - 3784395 3784287 LysM (cd00118)SLH (pfam00395)Flg new (pfam09479)→ RNA→ RpoE (COG1595)→
Dha-1-3 NC 011830.1 + 2615719 2615827 hypo→ RNA→ ←HATPase c (cd00075)
Csa-1-7 NC 014376.1 - 3771087 3770965 LysM (cd00118)SLH (pfam00395)→ RNA→ RpoE (COG1595)→
Dha-2-3 NC 007907.1 - 5220227 5220107 Wzb (COG0394)→ RNA→ sigma70-ECF (TIGR02937)→
Dyo-1-3 NZ CM001441.1 + 1575273 1575397 Wzb (COG0394)→ RNA→ sigma70-ECF (TIGR02937)→
Dha-2-4 NC 007907.1 - 3900350 3900229 HTH MARR (smart00347)→ RNA→ hypo→
Toc-1-5 NC 014377.1 - 1606763 1606644 ←COG4584 (COG4584) RNA→ COG4584 (COG4584)→ AAA (cd00009)→
Dal-1-7 NZ ACJM01000005.1 + 37773 37892 hypo→ RNA→ DEXDc (cd00046)HELICc (cd00079)→ ABC UvrA I (cd03270)ABC UvrA II (cd03271)→

UvrC (COG0322)→
Dca-1-2 NC 015565.1 - 2301355 2301246 pilT fam (TIGR01420)→ RNA→ PulF (COG1459)→
Dca-1-3 NC 015565.1 - 2837949 2837831 EAL (cd01948)→ RNA→ HATPase c (cd00075)→ DUF342 (pfam03961)→

STAS anti-anti-sigma factors (cd07043)→ HDc (cd00077)→ SpoIIE (pfam07228)→
Dni-1-3 NZ AEVP01000014.1 + 772 890 EAL (cd01948)→ RNA→ HATPase c (cd00075)→ DUF342 (pfam03961)→

STAS anti-anti-sigma factors (cd07043)→ HDc (cd00077)→ SpoIIE (pfam07228)→
Dku-1-8 NC 015573.1 + 668113 668232 hypo→ RNA→ CheW (cd00732)→ HAMP (cd06225)MA (smart00283)→
Pth-1-7 NC 009454.1 + 357780 357891 hypo→ RNA→ hypo→ DUF1616 (pfam07760)→ Abi (pfam02517)→
Chy-1-2 NC 007503.1 - 90457 90335 Asn Synthase B C (cd01991)AsnB (cd00712)→ RNA→ HDc (cd00077)→ Nonheme Ferritin (cd01055)→
Chy-1-3 NC 007503.1 + 875547 875668 hypo→ RNA→ hypo→
Chy-1-4 NC 007503.1 + 851283 851407 EFG mtEFG C (cd03713)EFG mtEFG II (cd04088)EFG mtEFG1 IV (cd01434)EF-G bact (cd04170)→ RNA→

HDc (cd00077)→ MotA (COG1291)→ OmpA C-like (cd07185)→ MA (smart00283)HAMP (pfam00672)→
CheW (cd00732)→ HATPase c (cd00075)HPT (cd00088)CheA reg (cd00731)→ REC (cd00156)→
FlgM jcvi (TIGR03824)→ hypo→ DUF1078 (pfam06429)flgK ends (TIGR02492)→

Chy-1-5 NC 007503.1 + 777670 777787 ←hypo RNA→ hypo→
Chy-1-6 NC 007503.1 + 900382 900495 CheC (COG1776)fliN (TIGR02480)→ RNA→ DUF342 (pfam03961)→ DUF2225 (pfam09986)→

MA (smart00283)Cache 1 (pfam02743)→
Tps-1-1 NC 010321.1 - 1541181 1541061 ←pseudogene RNA→ (big gap) Transposase 9 (pfam01548)Transposase 20 (pfam02371)→ pseudogene→

LysM (cd00118)spore SleB (TIGR02869)→ MurC (COG0773)→
Tsp-2-1 NC 010320.1 - 2190656 2190536 ←PPC (pfam04151)Peptidases S8 1 (cd07487) RNA→ AAA (cd00009)→
Tsp-1-1 NC 014538.1 + 763686 763806 ←PPC (pfam04151)Peptidases S8 1 (cd07487) RNA→ AAA (cd00009)→
Tbr-1-1 NC 014964.1 - 1533394 1533274 ←pseudogene RNA→ (big gap) Transposase 9 (pfam01548)Transposase 20 (pfam02371)→ pseudogene→

LysM (cd00118)spore SleB (TIGR02869)→ MurC (COG0773)→
Tsp-3-1 NZ ACXP02000002.1 - 787751 787631 ←PPC (pfam04151)Peptidases S8 1 (cd07487) RNA→ AAA (cd00009)→
Tet-1-1 NZ ACXY01000004.1 - 66585 66465 ←PPC (pfam04151)Inhibitor I9 (pfam05922)Peptidases S8 1 (cd07487) RNA→ AAA (cd00009)→
Tsi-1-1 NZ CM001486.1 + 1883288 1883408 ←PPC (pfam04151)Inhibitor I9 (pfam05922)Peptidases S8 1 (cd07487) RNA→ AAA (cd00009)→
Tet-2-1 NZ AEYS01000015.1 - 35200 35080 ←PPC (pfam04151)Inhibitor I9 (pfam05922)Peptidases S8 1 (cd07487) RNA→ AAA (cd00009)→
Twi-1-1 NC 015958.1 + 948277 948397 ←PPC (pfam04151)Inhibitor I9 (pfam05922)Peptidases S8 1 (cd07487) RNA→ AAA (cd00009)→
Tit-1-3 NC 013921.1 + 837513 837633 ←hypo RNA→ AAA (cd00009)→
Tma-2-4 NC 014209.1 + 851883 852003 ←hypo RNA→ AAA (cd00009)→
Pth-1-8 NC 009454.1 - 2800912 2800793 COG2402 (COG2402)→ RNA→ HDc (cd00077)→ DUF342 (pfam03961)→ dam (TIGR00571)→
Dal-1-8 NZ ACJM01000030.1 - 1858 1742 ←MGS CPS II (cd01424) RNA→ GGDEF (cd01949)→
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Dal-1-9 NZ ACJM01000007.1 + 39987 40101 ←LytB (COG2247)COG5492 (COG5492)Peptidases S8 BacillopeptidaseF-like (cd07481) RNA→
LytB (COG2247)SCP bacterial (cd05379)→

Cpa-2-1 NZ DS999086.1 - 25662 25542 ALDH F21 RNP123 (cd07147)SpoIIE (pfam07228)→ RNA→ CheW (cd00732)→
Tte-1-1 NC 003869.1 + 706129 706249 hypo→ RNA→ CheW (cd00732)→ HDc (smart00471)→
Dal-1-10 NZ ACJM01000016.1 - 42145 42030 hypo→ RNA→ FlgB (COG1815)→ FlgC (TIGR01395)→ FliE (pfam02049)→ fliF (COG1766)→

fliG (TIGR00207)→ FliH (COG1317)→ ATPase flagellum-secretory path III (cd01136)→ FliJ (pfam02050)→
Flg hook (pfam02120)→ FlgD (pfam03963)→ flg new (TIGR02530)→ FlgE (COG1749)→ MotA (COG1291)→

Sli-1-2 NC 014220.1 - 1301540 1301421 hypo→ RNA→ Transglut core (pfam01841)→
Dre-1-6 NC 009253.1 - 3257026 3256909 (big gap) CapC (COG4464)→ RNA→ hypo→
Rob-1-2 NZ AAVO02000002.1 - 48268 48157 ←Transglut core (pfam01841) RNA→ hypo→
Ccl-1-5 NC 016627.1 - 4201075 4200956 pseudogene→ RNA→ REC (cd00156)→ HATPase c (cd00075)→
Dme-2-4 NC 018515.1 - 3209373 3209256 TM PBP2 (cd06261)→ RNA→ HDc (cd00077)→
Dor-1-4 NC 016584.1 - 4122128 4122010 ←DEXDc (cd00046)HELICc (cd00079)SWIM (pfam04434)SNF2 assoc (pfam08455) RNA→

HAMP (cd06225)MA (smart00283)Cache 1 (pfam02743)→
Dor-1-5 NC 016584.1 - 4078754 4078634 TM PBP2 (cd06261)→ RNA→ HDc (cd00077)→
Ast-1-1 NZ ABIL02000006.1 + 978351 978455 (big gap) YkuD (pfam03734)PG binding 4 (pfam12229)→ RNA→ hypo→
Cas-1-3 NZ ACCJ01000435.1 - 32239 32132 REC (cd00156)→ RNA→ S26 SPase I (cd06530)→ hypo→
Awo-1-5 NC 016894.1 + 234335 234460 PilT (cd01131)→ RNA→ hypo→
Dgi-1-5 NZ AGJQ01000019.1 - 72218 72087 ←HTH XRE (cd00093) RNA→ HDc (cd00077)→ hypo→ CBS pair 9 (cd04622)GGDEF (cd01949)→

environmental
env-1 DLM002 scaffold331 1 - 1293 1168 metaprodigal→ RNA→ metaprodigal→
env-2 DLM018 scaffold45464 1 + 1422 1547 metaprodigal→ RNA→ metaprodigal→
env-3 DLF005 scaffold538 1 - 1055 930 metaprodigal→ RNA→ metaprodigal→ metaprodigal→
env-4 NOM005 scaffold19905 2 - 937 812 metaprodigal→ RNA→ metaprodigal→ metaprodigal→
env-5 DLF002 scaffold272 1 + 58 183 RNA→ metaprodigal→
env-6 NLM006 scaffold21079 2 - 967 845 metaprodigal→ RNA→ COG4495 (COG4495)→ metaprodigal→
env-7 DOM013 scaffold28239 1 + 3283 3405 metaprodigal→ RNA→ ←Transposase 9 (pfam01548)Transposase 20 (pfam02371)

env-8 NLM006 scaffold19468 1 - 268 146 metaprodigal→ RNA→
env-9 DLF007 scaffold3460 24 + 7451 7558 metaprodigal→ RNA→ metaprodigal→ metaprodigal→
env-10 DOM005 scaffold1833 1 + 6431 6538 metaprodigal→ RNA→ metaprodigal→ metaprodigal→
env-11 DLM022 C1024150 1 - 530 413 metaprodigal→ RNA→ SCP bacterial (cd05379)→
env-12 DLM003 C788388 1 - 921 804 RNA→ SCP bacterial (cd05379)→
env-13 DOM008 scaffold9974 10 + 127 231 RNA→ UgpB (COG1653)5 nucleotid C (pfam02872)→ metaprodigal→
env-14 NLM007 scaffold10457 1 - 283 179 MviM (COG0673)→ RNA→
env-15 DLF007 scaffold12099 2 + 54 158 RNA→ UgpB (COG1653)→
env-16 DOF004 scaffold51758 1 - 284 180 MviM (COG0673)→ RNA→
env-17 NOM027 scaffold111 2 + 8416 8520 MviM (COG0673)→ RNA→
env-18 DOM026 scaffold30937 1 - 260 156 (big gap) GLY1 (COG2008)→ RNA→
env-19 NLM027 scaffold32927 1 - 260 156 MviM (COG0673)→ RNA→
env-20 NOM004 scaffold524 4 + 55 159 RNA→ metaprodigal→
env-21 BMHB3a c146893 + 1961 2076 NorM (COG0534)→ RNA→ metaprodigal→
env-22 NLM002 scaffold1264 3 + 254 378 Phage holin 4 (pfam05105)→ RNA→ metaprodigal→
env-23 BMHB3a c152247 + 138 255 RNA→ LbH MAT like (cd04647)→ HAMP (cd06225)MA (smart00283)Cache 1 (pfam02743)→

7.3 Conserved domains

Conserved domains found in protein-coding genes listed in Section 7.2 are
shown below, with the first sentence in their description from the Conserved
Domain Database (if any). Conserved domains associated with more than one

ClostridiaG20G are assigned a color, while others are shown in gray. The symbols
‘d’ and ‘u’ (if any) to the left of the colored domain name indicate whether the
domain occurs upstream or downstream of the RNA motif. Domains marked with
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lower-case ‘d’ occur (at least once) present downstream of some ClostridiaG20G in
the opposite orientation. Domains marked with capital ‘D’ occur downstream and
in the same orientation (i.e., a potential cis-regulatory arrangement). Domains
marked with a ‘u’ occur upstream of the RNA in either orientation. If the ‘d’/‘u’

symbols are missing, then the domain is downstream and in the same strand. (This
mode is used for motifs predicted as cis-regulatory. The number in parentheses
after the colored domain name is the number of occurrences in Section 7.2.

cd00004 (1) Sortases are cysteine transpeptidases, found in gram-positive bacteria, that anchor

surface proteins to peptidoglycans of the bacterial cell wall envelope.

cd00009 (19) The AAA+ (ATPases Associated with a wide variety of cellular Activities) super-

family represents an ancient group of ATPases belonging to the ASCE (for additional strand,

catalytic E) division of the P-loop NTPase fold.

cd00036 (2) Chitin/cellulose binding domain.

cd00046 (2) DEAD-like helicases superfamily.
cd00063 (16) Fibronectin type 3 domain; One of three types of internal repeats found in the

plasma protein fibronectin.

cd00075 (20) Histidine kinase-like ATPases; This family includes several ATP-binding pro-

teins for example: histidine kinase, DNA gyrase B, topoisomerases, heat shock protein HSP90,

phytochrome-like ATPases and DNA mismatch repair proteins

cd00077 (28) Metal dependent phosphohydrolases with conserved ’HD’ motif

cd00079 (2) Helicase superfamily c-terminal domain; associated with DEXDc-, DEAD-, and

DEAH-box proteins, yeast initiation factor 4A, Ski2p, and Hepatitis C virus NS3 helicases;

this domain is found in a wide variety of helicases and helicase related proteins; may not be

an autonomously folding unit, but an integral part of the helicase; 4 helicase superfamilies at

present according to the organization of their signature motifs; all helicases share the ability to

unwind nucleic acid duplexes with a distinct directional polarity; they utilize the free energy

from nucleoside triphosphate hydrolysis to fuel their translocation along DNA, unwinding the

duplex in the process

cd00082 (10) Histidine Kinase A (dimerization/phosphoacceptor) domain; Histidine Kinase A

dimers are formed through parallel association of 2 domains creating 4-helix bundles; usually

these domains contain a conserved His residue and are activated via trans-autophosphorylation

by the catalytic domain of the histidine kinase.

cd00088 (5) Histidine Phosphotransfer domain, involved in signalling through a two part com-

ponent systems in which an autophosphorylating histidine protein kinase serves as a phosphoryl

donor to a response regulator protein; the response regulator protein is modulated by phospho-

rylation and dephosphorylation of a conserved aspartic acid residue; two-component proteins are

abundant in most eubacteria; In E.
cd00093 (22) Helix-turn-helix XRE-family like proteins.

cd00096 (1) Immunoglobulin domain.
cd00118 (5) Lysin domain, found in a variety of enzymes involved in bacterial cell wall degra-

dation.

cd00130 (12) PAS domain; PAS motifs appear in archaea, eubacteria and eukarya.

cd00134 (3) Bacterial periplasmic transport systems use membrane-bound complexes and

substrate-bound, membrane-associated, periplasmic binding proteins (PBPs) to transport a

wide variety of substrates, such as, amino acids, peptides, sugars, vitamins and inorganic ions.

cd00156 (31) Signal receiver domain; originally thought to be unique to bacteria (CheY, OmpR,

NtrC, and PhoB), now recently identified in eukaroytes ETR1 Arabidopsis thaliana; this domain

receives the signal from the sensor partner in a two-component systems; contains a phosphoac-

ceptor site that is phosphorylated by histidine kinase homologs; usually found N-terminal to a

DNA binding effector domain; forms homodimers

cd00165 (1) S4/Hsp/ tRNA synthetase RNA-binding domain; The domain surface is populated

by conserved, charged residues that define a likely RNA-binding site; Found in stress proteins,

ribosomal proteins and tRNA synthetases; This may imply a hitherto unrecognized functional

similarity between these three protein classes.
cd00189 (2) Tetratricopeptide repeat domain; typically contains 34 amino acids [WLF]-X(2)-

[LIM]-[GAS]-X(2)-[YLF]-X(8)-[ASE]-X(3)-[FYL]-X(2)-[ASL]-X(4)-[PKE]

cd00198 (1) Von Willebrand factor type A (vWA) domain was originally found in the blood

coagulation protein von Willebrand factor (vWF).

cd00207 (1) 2Fe-2S iron-sulfur cluster binding domain.
cd00221 (1) Very Short Patch Repair (Vsr) Endonuclease.
cd00293 (1) Usp: Universal stress protein family.

cd00306 (1) Peptidase domain in the S8 and S53 families.
cd00350 (1) Rubredoxin like; nonheme iron binding domain containing a [Fe(SCys)4]
cd00383 (1) Effector domain of response regulator.

cd00397 (2) DNA breaking-rejoining enzymes, C-terminal catalytic domain.
cd00537 (1) Methylenetetrahydrofolate reductase (MTHFR).
cd00567 (1) Acyl-CoA dehydrogenase.

cd00588 (8) CheW-like domain.
cd00609 (1) Aspartate aminotransferase family.
cd00610 (2) Acetyl ornithine aminotransferase family.

cd00616 (13) 3-amino-5-hydroxybenzoic acid synthase family (AHBA syn).
cd00712 (1) Glutamine amidotransferases class-II (GATase) asparagine synthase B type.

cd00729 (1) Rubredoxin, Small Modular nonheme iron binding domain containing a [Fe(SCys)4]
cd00731 (3) CheA regulatory domain; CheA is a histidine protein kinase present in bacteria and

archea.
cd00732 (7) CheW, a small regulator protein, unique to the chemotaxis signalling in prokaryotes

and archea.

cd00769 (2) Phenylalanyl-tRNA synthetase (PheRS) beta chain core domain.

cd00771 (1) Threonyl-tRNA synthetase (ThrRS) class II core catalytic domain.
cd00801 (1) Bacteriophage P4 integrase.

cd00860 (1) ThrRS Threonyl-anticodon binding domain.

cd00880 (1) Era (E.
cd00959 (1) 2-deoxyribose-5-phosphate aldolase (DERA) of the DeoC family.

cd01041 (1) Rubrerythrin, ferritin-like diiron-binding domain.

cd01051 (3) Manganese catalase, ferritin-like diiron-binding domain. [(2,2)] and diman-

ganese(III) [(3,3)]
cd01055 (1) nonheme-containing ferritins.

cd01116 (4) Permease P (pink-eyed dilution).

cd01120 (1) RecA-like NTPases.
cd01129 (2) PulE/GspE The type II secretory pathway is the main terminal branch of the

general secretory pathway (GSP).

cd01130 (1) Type IV secretory pathway component VirB11, and related ATPases.
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cd01131 (3) Pilus retraction ATPase PilT.

cd01136 (25) Flagellum-specific ATPase/type III secretory pathway virulence-related protein.

cd01166 (1) 2-keto-3-deoxygluconate kinase (KdgK) phosphorylates 2-keto-3-deoxygluconate

(KDG) to form 2-keto-3-deoxy-6-phosphogluconate (KDGP).
cd01407 (1) SIR2 family of proteins includes silent information regulator 2 (Sir2) enzymes which

catalyze NAD+-dependent protein/histone deacetylation, where the acetyl group from the lysine

epsilon-amino group is transferred to the ADP-ribose moiety of NAD+, producing nicotinamide

and the novel metabolite O-acetyl-ADP-ribose.

cd01424 (1) Methylglyoxal synthase-like domain from type II glutamine-dependent carbamoyl

phosphate synthetase (CSP).
cd01427 (2) Haloacid dehalogenase-like hydrolases.

cd01434 (1) EFG mtEFG1 IV: domains similar to domain IV of the bacterial translational

elongation factor (EF) EF-G.

cd01667 (1) TGS ThrRS N: ThrRS (threonyl-tRNA Synthetase) is a class II tRNA synthetase

that couples threonine to its cognate tRNA.

cd01948 (10) EAL domain.
cd01949 (22) Diguanylate-cyclase (DGC) or GGDEF domain.
cd01991 (1) The C-terminal domain of Asparagine Synthase B.

cd02070 (1) B12 binding domain of corrinoid proteins.
cd02205 (2) The CBS domain, named after human CBS, is a small domain originally identified

in cystathionine beta-synthase and is subsequently found in a wide range of different proteins.

cd02440 (1) S-adenosylmethionine-dependent methyltransferases (SAM or AdoMet-MTase),

class I; AdoMet-MTases are enzymes that use S-adenosyl-L-methionine (SAM or AdoMet) as a

substrate for methyltransfer, creating the product S-adenosyl-L-homocysteine (AdoHcy).

cd02619 (4) C1 Peptidase family (MEROPS database nomenclature), also referred to as the

papain family; composed of two subfamilies of cysteine peptidases (CPs), C1A (papain) and C1B

(bleomycin hydrolase).

cd02696 (3) N-acetylmuramoyl-L-alanine amidase or MurNAc-LAA (also known as peptidogly-

can aminohydrolase, NAMLA amidase, NAMLAA, Amidase 3, and peptidoglycan amidase; EC

3.
cd02796 (2) tRNA-binding-domain-containing prokaryotic phenylalanly tRNA synthetase

(PheRS) beta chain.

cd02861 (1) E or ”early” set-like proteins.
cd02869 (1) PseudoU synth RsuA/RluD: Pseudouridine synthase, RsuA/RluD family.
cd03108 (1) Adenylosuccinate synthetase (AdSS) catalyzes the first step in the de novo biosyn-

thesis of AMP.

cd03111 (1) This protein family consists of proteins similar to the cpaE protein of the Caulobac-

ter pilus assembly and the orf4 protein of Actinobacillus pilus formation gene cluster.
cd03225 (2) Domain I of the ABC component of a cobalt transport family found in bacteria,

archaea, and eukaryota.

cd03227 (1) ABC-type Class 2 contains systems involved in cellular processes other than trans-

port.
cd03254 (1) Glucan exporter ATP-binding protein.

cd03270 (2) The excision repair protein UvrA domain I; Nucleotide excision repair in eubacteria

is a process that repairs DNA damage by the removal of a 12-13-mer oligonucleotide containing

the lesion.

cd03271 (1) The excision repair protein UvrA domain II; Nucleotide excision repair in eubacteria

is a process that repairs DNA damage by the removal of a 12-13-mer oligonucleotide containing

the lesion.

cd03293 (2) NrtD and SsuB are the ATP-binding subunits of the bacterial ABC-type nitrate

and sulfonate transport systems, respectively.
cd03371 (1) Thiamine pyrophosphate (TPP) family, PpyrDC subfamily, TPP-binding module;

composed of proteins similar to phosphonopyruvate decarboxylase (PpyrDC) proteins.

cd03713 (1) EFG mtEFG C: domains similar to the C-terminal domain of the bacterial trans-

lational elongation factor (EF) EF-G.
cd03868 (1) The first carboxypeptidase (CP)-like domain of Carboxypeptidase D (CPD; EC 3.
cd04088 (1) EFG mtEFG II: this subfamily represents the domain II of elongation factor G

(EF-G) in bacteria and, the C-terminus of mitochondrial Elongation factor G1 (mtEFG1) and

G2 (mtEFG2) like proteins found in eukaryotes.

cd04170 (1) Elongation factor G (EF-G) subfamily.

cd04179 (1) DPM DPG-synthase like is a member of the Glycosyltransferase 2 superfamily.
cd04301 (4) N-Acyltransferase superfamily: Various enzymes that characteristically catalyze

the transfer of an acyl group to a substrate.
cd04458 (5) Cold-Shock Protein (CSP) contains an S1-like cold-shock domain (CSD) that is

found in eukaryotes, prokaryotes, and archaea.

cd04599 (1) This cd contains two tandem repeats of the cystathionine beta-synthase (CBS pair)

domains in association with the GGDEF (DiGuanylate-Cyclase (DGC)) domain.

cd04622 (1) The CBS domain, named after human CBS, is a small domain originally identified

in cystathionine beta-synthase and is subsequently found in a wide range of different proteins.

cd04637 (1) The CBS domain, named after human CBS, is a small domain originally identified

in cystathionine beta-synthase and is subsequently found in a wide range of different proteins.
cd04647 (2) Maltose O-acyltransferase (MAT)-like: This family is composed of maltose O-

acetyltransferase, galactoside O-acetyltransferase (GAT), xenobiotic acyltransferase (XAT) and

similar proteins. [STAV]-X-[LIV]-[GAED]
cd05379 (19) SCP bacterial: SCP-like extracellular protein domain, as found in bacteria and

archaea.
cd05403 (2) Nucleotidyltransferase (NT) domain of Staphylococcus aureus kanamycin nu-

cleotidyltransferase, and similar proteins. [D/E]
cd05466 (3) The substrate binding domain of LysR-type transcriptional regulators (LTTRs), a

member of the type 2 periplasmic binding fold protein superfamily.

cd05826 (1) Sortase B (SrtB) or subfamily-2 sortases are membrane cysteine transpeptidases

found in gram-positive bacteria that anchor surface proteins to peptidoglycans of the bacterial

cell wall envelope.
cd06166 (1) Sortase D (SrtD) is a membrane transpeptidase found in gram-positive bacteria

that anchors surface proteins to peptidoglycans of the bacterial cell wall envelope.

cd06170 (3) C-terminal DNA-binding domain of LuxR-like proteins.
cd06171 (9) Sigma70, region (SR) 4 refers to the most C-terminal of four conserved domains

found in Escherichia coli (Ec) sigma70, the main housekeeping sigma, and related sigma-factors

(SFs).
cd06174 (8) The Major Facilitator Superfamily (MFS) is a large and diverse group of secondary

transporters that includes uniporters, symporters, and antiporters.

cd06225 (28) Histidine kinase, Adenylyl cyclase, Methyl-accepting protein, and Phosphatase

(HAMP) domain.
cd06259 (1) YdcF-like.
cd06260 (1) Domain of unknown function (DUF820).

cd06261 (2) Transmembrane subunit (TM) found in Periplasmic Binding Protein (PBP)-
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dependent ATP-Binding Cassette (ABC) transporters which generally bind type 2 PBPs.

cd06267 (1) Ligand binding domain of the LacI tanscriptional regulator family belonging to the

type I periplasmic-binding fold protein superfamily.
cd06353 (1) Periplasmic binding domain of the basic membrane lipoprotein Med in Bacillus and

its close homologs from other bacteria and Archaea.

cd06423 (1) CESA like is the cellulose synthase superfamily.
cd06462 (1) The S24, S26 LexA/signal peptidase superfamily contains LexA-related and type I

signal peptidase families.

cd06530 (4) The S26 Type I signal peptidase (SPase; LepB; leader peptidase B; leader peptidase

I; EC 3.

cd06543 (2) PF-ChiA is an uncharacterized chitinase found in the hyperthermophilic archaeon

Pyrococcus furiosus with a glycosyl hydrolase family 18 (GH18) catalytic domain as well as a

cellulose-binding domain.

cd07033 (1) Pyrimidine (PYR) binding domain of 1-deoxy-D-xylulose-5-phosphate synthase

(DXS), transketolase (TK), and related proteins.

cd07035 (1) Pyrimidine (PYR) binding domain of POX and related proteins.
cd07043 (4) Sulphate Transporter and Anti-Sigma factor antagonist) domain of anti-anti-sigma

factors, key regulators of anti-sigma factors by phosphorylation.
cd07147 (1) Aldehyde dehydrogenase family 21A1-like.
cd07185 (1) Peptidoglycan binding domains similar to the C-terminal domain of outer-membrane

protein OmpA.

cd07197 (1) Nitrilase superfamily, including nitrile- or amide-hydrolyzing enzymes and amide-

condensing enzymes.
cd07302 (7) cyclase homology domain.
cd07377 (3) Winged helix-turn-helix (WHTH) DNA-binding domain of the GntR family of

transcriptional regulators.

cd07383 (1) Saccharomyces cerevisiae DCR2 phosphatase and related proteins, metallophos-

phatase domain.

cd07477 (1) Peptidase S8 family domain in Subtilisin proteins.
cd07481 (1) Peptidase S8 family domain in BacillopeptidaseF-like proteins.
cd07487 (7) Peptidase S8 family domain, uncharacterized subfamily 1.

cd07906 (1) The Adenylation domain of Mycobacterium tuberculosis LigD-like ATP-dependent

DNA ligases is a component of the catalytic core unit.
cd07951 (2) The N-terminal domain, an extradiol dioxygenase class III subunit B-like domain,

of unknown proteins containing a C-terminal AMMECR1 domain.
cd07971 (1) The Oligonucleotide/oligosaccharide binding (OB)-fold domain of ATP-dependent

DNA ligase LigD is a DNA-binding module that is part of the catalytic core unit.
cd08179 (1) NADPH-dependent butanol dehydrogenase involved in the butanol and ethanol

formation pathway in bacteria.

COG0111 (1) Phosphoglycerate dehydrogenase and related dehydrogenases [Amino acid trans-

port and metabolism]

COG0322 (1) Nuclease subunit of the excinuclease complex [DNA replication, recombination,

and repair]
COG0385 (1) Predicted Na+-dependent transporter [General function prediction only]

COG0394 (2) Protein-tyrosine-phosphatase [Signal transduction mechanisms]

COG0433 (1) HerA helicase [Replication, recombination, and repair]
COG0534 (2) Na+-driven multidrug efflux pump [Defense mechanisms]

COG0655 (1) Multimeric flavodoxin WrbA [General function prediction only]

COG0673 (4) Predicted dehydrogenases and related proteins [General function prediction only]

COG0697 (2) Permeases of the drug/metabolite transporter (DMT) superfamily [Carbohydrate

transport and metabolism / Amino acid transport and metabolism / General function prediction

only]
COG0708 (1) Exonuclease III [DNA replication, recombination, and repair]

COG0733 (1) Na+-dependent transporters of the SNF family [General function prediction only]

COG0773 (2) UDP-N-acetylmuramate-alanine ligase [Cell envelope biogenesis, outer membrane]
COG0840 (4) Methyl-accepting chemotaxis protein [Cell motility and secretion / Signal trans-

duction mechanisms]

COG1088 (1) dTDP-D-glucose 4,6-dehydratase [Cell envelope biogenesis, outer membrane]

COG1220 (1) ATP-dependent protease HslVU (ClpYQ), ATPase subunit [Posttranslational

modification, protein turnover, chaperones]

COG1227 (1) Inorganic pyrophosphatase/exopolyphosphatase [Energy production and conver-

sion]
COG1283 (1) Na+/phosphate symporter [Inorganic ion transport and metabolism]

COG1285 (15) Uncharacterized membrane protein [Function unknown]

COG1291 (12) Flagellar motor component [Cell motility and secretion]
COG1309 (1) Transcriptional regulator [Transcription]

COG1316 (1) Transcriptional regulator [Transcription]

COG1317 (16) Flagellar biosynthesis/type III secretory pathway protein [Cell motility and

secretion / Intracellular trafficking and secretion]
COG1344 (1) Flagellin and related hook-associated proteins [Cell motility and secretion]
COG1406 (1) Predicted inhibitor of MCP methylation, homolog of CheC [Cell motility and

secretion]

COG1413 (1) FOG: HEAT repeat [Energy production and conversion]
COG1459 (6) Type II secretory pathway, component PulF [Cell motility and secretion / Intra-

cellular trafficking and secretion]
COG1473 (1) Metal-dependent amidase/aminoacylase/carboxypeptidase [General function pre-

diction only]

COG1558 (19) Flagellar basal body rod protein [Cell motility and secretion]

COG1595 (3) DNA-directed RNA polymerase specialized sigma subunit, sigma24 homolog

[Transcription]

COG1600 (1) Uncharacterized Fe-S protein [Energy production and conversion]
COG1653 (6) ABC-type sugar transport system, periplasmic component [Carbohydrate trans-

port and metabolism]

COG1686 (1) D-alanyl-D-alanine carboxypeptidase [Cell envelope biogenesis, outer membrane]

COG1749 (3) Flagellar hook protein FlgE [Cell motility and secretion]
COG1766 (25) Flagellar basal body M-ring protein [Cell motility and secretion]

COG1776 (1) Chemotaxis protein CheC, inhibitor of MCP methylation [Cell motility and

secretion / Signal transduction mechanisms]
COG1815 (3) Flagellar basal body protein [Cell motility and secretion]
COG1887 (2) Putative glycosyl/glycerophosphate transferases involved in teichoic acid biosyn-

thesis TagF/TagB/EpsJ/RodC [Cell envelope biogenesis, outer membrane]
COG1924 (1) Activator of 2-hydroxyglutaryl-CoA dehydratase (HSP70-class ATPase domain)

[Lipid metabolism]

COG2008 (1) Threonine aldolase [Amino acid transport and metabolism]

COG2064 (1) Flp pilus assembly protein TadC [Cell motility and secretion / Intracellular

trafficking and secretion]
COG2119 (2) Predicted membrane protein [Function unknown]

COG2203 (1) FOG: GAF domain [Signal transduction mechanisms]
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COG2247 (2) Putative cell wall-binding domain [Cell envelope biogenesis, outer membrane]

COG2265 (1) SAM-dependent methyltransferases related to tRNA (uracil-5-)-methyltransferase

[Translation, ribosomal structure and biogenesis]
COG2367 (1) Beta-lactamase class A [Defense mechanisms]

COG2378 (1) Predicted transcriptional regulator [Transcription]
COG2402 (1) Predicted nucleic acid-binding protein, contains PIN domain [General function

prediction only]

COG2715 (2) Uncharacterized membrane protein, required for spore maturation in B. [General

function prediction only]

COG2826 (2) Transposase and inactivated derivatives, IS30 family [DNA replication, recombi-

nation, and repair]

COG2963 (7) Transposase and inactivated derivatives [DNA replication, recombination, and

repair]
COG2998 (1) ABC-type tungstate transport system, permease component [Coenzyme

metabolism]
COG3067 (3) Na+/H+ antiporter [Inorganic ion transport and metabolism]

COG3144 (1) Flagellar hook-length control protein [Cell motility and secretion]
COG3167 (1) Tfp pilus assembly protein PilO [Cell motility and secretion / Intracellular traf-

ficking and secretion]
COG3183 (1) Predicted restriction endonuclease [Defense mechanisms]
COG3209 (1) Rhs family protein [Cell envelope biogenesis, outer membrane]

COG3290 (1) Signal transduction histidine kinase regulating citrate/malate metabolism [Signal

transduction mechanisms]
COG3334 (2) Uncharacterized conserved protein [Function unknown]

COG3415 (1) Transposase and inactivated derivatives [DNA replication, recombination, and

repair]

COG3603 (1) Uncharacterized conserved protein [Function unknown]
COG3604 (1) Transcriptional regulator containing GAF, AAA-type ATPase, and DNA binding

domains [Transcription / Signal transduction mechanisms]
COG3835 (1) Sugar diacid utilization regulator [Transcription / Signal transduction mecha-

nisms]

COG3847 (1) Flp pilus assembly protein, pilin Flp [Intracellular trafficking and secretion]

COG3850 (1) Signal transduction histidine kinase, nitrate/nitrite-specific [Signal transduction

mechanisms]
COG3899 (2) Predicted ATPase [General function prediction only]
COG3973 (1) Superfamily I DNA and RNA helicases [General function prediction only]
COG4464 (1) Capsular polysaccharide biosynthesis protein [Carbohydrate transport and

metabolism / Cell envelope biogenesis, outer membrane]

COG4495 (1) Uncharacterized protein conserved in bacteria [Function unknown]
COG4537 (1) Competence protein ComGC [Intracellular trafficking and secretion]

COG4564 (3) Signal transduction histidine kinase [Signal transduction mechanisms]

COG4584 (3) Transposase and inactivated derivatives [DNA replication, recombination, and

repair]
COG4786 (12) Flagellar basal body rod protein [Cell motility and secretion]

COG4886 (1) Leucine-rich repeat (LRR) protein [Function unknown]

COG4932 (19) Predicted outer membrane protein [Cell envelope biogenesis, outer membrane]
COG4965 (2) Flp pilus assembly protein TadB [Intracellular trafficking and secretion]

COG4972 (2) Tfp pilus assembly protein, ATPase PilM [Cell motility and secretion / Intracel-

lular trafficking and secretion]

COG4997 (1) Uncharacterized conserved protein [Function unknown]

COG5263 (4) FOG: Glucan-binding domain (YG repeat) [General function prediction only]

COG5278 (1) Predicted periplasmic ligand-binding sensor domain [Signal transduction mecha-

nisms]
COG5279 (1) Uncharacterized protein involved in cytokinesis, contains TGc

(transglutaminase/protease-like) domain [Cell division and chromosome partitioning]
COG5434 (1) Endopygalactorunase [Cell envelope biogenesis, outer membrane]

COG5492 (4) Bacterial surface proteins containing Ig-like domains [Cell motility and secretion]

COG5652 (1) Predicted integral membrane protein [Function unknown]
pfam00126 (2) Bacterial regulatory helix-turn-helix protein, lysR family.

pfam00150 (2) Cellulase (glycosyl hydrolase family 5).

pfam00216 (1) Bacterial DNA-binding protein.
pfam00395 (10) S-layer homology domain.

pfam00440 (1) Bacterial regulatory proteins, tetR family.
pfam00497 (1) Bacterial extracellular solute-binding proteins, family 3.
pfam00665 (1) Integrase core domain.

pfam00672 (4) HAMP domain.
pfam00700 (1) Bacterial flagellin C-terminal helical region.
pfam00754 (29) F5/8 type C domain.

pfam00759 (4) Glycosyl hydrolase family 9.
pfam00877 (1) NlpC/P60 family.
pfam00942 (5) Cellulose binding domain.

pfam01345 (1) Domain of unknown function DUF11.
pfam01471 (1) Putative peptidoglycan binding domain.
pfam01478 (3) Type IV leader peptidase family.
pfam01527 (1) Transposase.

pfam01548 (3) Transposase.
pfam01609 (2) Transposase DDE domain.
pfam01613 (1) Flavin reductase like domain.

pfam01638 (4) HxlR-like helix-turn-helix.
pfam01833 (2) IPT/TIG domain.
pfam01841 (14) Transglutaminase-like superfamily.
pfam01871 (2) AMMECR1.

pfam01910 (14) Domain of unknown function DUF77.
pfam01934 (2) Protein of unknown function DUF86.
pfam01969 (2) Protein of unknown function DUF111.

pfam01972 (2) Serine dehydrogenase proteinase.
pfam02011 (4) Glycosyl hydrolase family 48.
pfam02049 (26) Flagellar hook-basal body complex protein FliE.
pfam02050 (21) Flagellar FliJ protein.
pfam02108 (4) Flagellar assembly protein FliH.
pfam02120 (20) Flagellar hook-length control protein FliK.
pfam02256 (1) Iron hydrogenase small subunit.
pfam02311 (1) AraC-like ligand binding domain.

pfam02368 (2) Bacterial Ig-like domain (group 2).
pfam02371 (3) Transposase IS116/IS110/IS902 family.

pfam02517 (1) CAAX amino terminal protease family.
pfam02518 (2) Histidine kinase-, DNA gyrase B-, and HSP90-like ATPase.
pfam02585 (1) GlcNAc-PI de-N-acetylase.
pfam02643 (1) Uncharacterized ACR, COG1430.
pfam02687 (1) Predicted permease.

pfam02743 (18) Cache domain.
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pfam02872 (3) 5’-nucleotidase, C-terminal domain.

pfam03050 (1) Transposase IS66 family.

pfam03157 (1) High molecular weight glutenin subunit. [P/L]
pfam03272 (1) Viral enhancin protein.

pfam03358 (1) NADPH-dependent FMN reductase.
pfam03551 (1) Transcriptional regulator PadR-like family.
pfam03646 (1) FlaG protein.

pfam03692 (1) Uncharacterized protein family (UPF0153).
pfam03734 (1) L,D-transpeptidase catalytic domain.
pfam03961 (8) Protein of unknown function (DUF342).

pfam03963 (19) Flagellar hook capping protein.
pfam03965 (22) Penicillinase repressor.

pfam04122 (17) Putative cell wall binding repeat 2.

pfam04151 (7) Bacterial pre-peptidase C-terminal domain.
pfam04350 (1) Pilus assembly protein, PilO.

pfam04434 (1) SWIM zinc finger.

pfam04471 (1) Restriction endonuclease.
pfam04647 (1) Accessory gene regulator B.

pfam04932 (1) O-Antigen ligase.

pfam05105 (1) Holin family.
pfam05109 (1) Herpes virus major outer envelope glycoprotein (BLLF1).

pfam05168 (1) HEPN domain.
pfam05297 (1) Herpesvirus latent membrane protein 1 (LMP1).
pfam05384 (1) Sensor protein DegS.

pfam05593 (1) RHS Repeat.
pfam05922 (5) Peptidase inhibitor I9.
pfam05979 (2) Bacterial protein of unknown function (DUF896).

pfam06289 (10) Flagellar protein (FlbD).
pfam06304 (2) Protein of unknown function (DUF1048).
pfam06429 (1) Domain of unknown function (DUF1078).

pfam06450 (2) Bacterial Na+/H+ antiporter B (NhaB).
pfam06723 (1) MreB/Mbl protein.

pfam06750 (2) Bacterial Peptidase A24 N-terminal domain.

pfam06782 (2) Uncharacterized protein family (UPF0236).
pfam06965 (3) Na+/H+ antiporter 1.

pfam07228 (4) Stage II sporulation protein E (SpoIIE).
pfam07238 (8) PilZ domain.
pfam07523 (2) Bacterial Ig-like domain (group 3).

pfam07760 (2) Protein of unknown function (DUF1616).
pfam07811 (1) TadE-like protein.
pfam07833 (6) Copper amine oxidase N-terminal domain.

pfam08239 (1) Bacterial SH3 domain.
pfam08305 (14) NPCBM/NEW2 domain.
pfam08447 (1) PAS fold.

pfam08448 (1) PAS fold.
pfam08455 (1) Bacterial SNF2 helicase associated.
pfam08461 (1) Ribonuclease R winged-helix domain.

pfam08673 (1) Phosphoserine phosphatase RsbU, N-terminal domain.
pfam09424 (1) Yqey-like protein.

pfam09479 (4) Listeria-Bacteroides repeat domain (List Bact rpt).
pfam09977 (1) Predicted membrane protein (DUF2134).

pfam09986 (1) Uncharacterized protein conserved in bacteria (DUF2225).

pfam10057 (1) Uncharacterized conserved protein (DUF2294).

pfam10078 (1) Uncharacterized protein conserved in bacteria (DUF2316).

pfam10243 (8) Microtubule-binding protein MIP-T3.
pfam10588 (1) NADH-ubiquinone oxidoreductase-G iron-sulfur binding region.

pfam11611 (1) Telomeric repeat-binding factor 2.
pfam11845 (1) Protein of unknown function (DUF3365).
pfam12225 (1) Methylene-tetrahydrofolate reductase C terminal.

pfam12229 (1) Putative peptidoglycan binding domain.
PHA02517 (3) putative transposase OrfB; Reviewed
PLN02773 (1) pectinesterase family protein

PRK06242 (1) flavodoxin; Provisional
PRK09638 (1) RNA polymerase sigma factor SigY; Reviewed

PRK09943 (1) DNA-binding transcriptional repressor PuuR; Provisional

smart00283 (43) Methyl-accepting chemotaxis-like domains (chemotaxis sensory transducer).
smart00342 (1) helix turn helix, arabinose operon control protein.

smart00347 (1) helix turn helix multiple antibiotic resistance protein.

smart00471 (1) Metal dependent phosphohydrolases with conserved ’HD’ motif.
smart00776 (7) This novel putative carbohydrate binding module (NPCBM) domain is found

at the N-terminus of glycosyl hydrolase family 98 proteins.

TIGR00207 (24) flagellar motor switch protein FliG.

TIGR00229 (2) PAS domain S-box.
TIGR00571 (1) DNA adenine methylase (dam).
TIGR00591 (1) photolyase PhrII.

TIGR00613 (6) DNA repair protein RecO.
TIGR00758 (1) uracil-DNA glycosylase, family 4.
TIGR00950 (2) Carboxylate/Amino Acid/Amine Transporter.

TIGR01356 (1) 3-phosphoshikimate 1-carboxyvinyltransferase.
TIGR01395 (9) flagellar basal-body rod protein FlgC.
TIGR01396 (25) flagellar basal-body rod protein FlgB.

TIGR01397 (1) flagellar motor switch protein FliM.
TIGR01420 (5) pilus retraction protein PilT.

TIGR01710 (1) general secretion pathway protein G.
TIGR02121 (1) sodium/proline symporter.

TIGR02135 (1) phosphate transport system regulatory protein PhoU.

TIGR02473 (1) flagellar export protein FliJ.
TIGR02480 (1) flagellar motor switch protein FliN.

TIGR02481 (1) hemerythrin-like metal-binding domain.

TIGR02488 (1) flagellar basal-body rod protein FlgG, Gram-negative bacteria.
TIGR02489 (1) flagellar hook protein FlgE, epsilon proteobacterial.

TIGR02492 (1) flagellar hook-associated protein FlgK.
TIGR02512 (1) hydrogenases, Fe-only.
TIGR02515 (1) type IV pilus secretin (or competence protein) PilQ.

TIGR02530 (9) flagellar operon protein.
TIGR02543 (1) Listeria/Bacterioides repeat.

TIGR02550 (4) flagellar hook-associated protein 3.

TIGR02698 (3) copper transport repressor, CopY/TcrY family.
TIGR02764 (1) polysaccharide deacetylase family sporulation protein PdaB.

TIGR02787 (2) GTP-sensing transcriptional pleiotropic repressor CodY.

TIGR02851 (1) stage V sporulation protein T.
TIGR02869 (2) spore cortex-lytic enzyme.

TIGR02917 (3) putative PEP-CTERM system TPR-repeat lipoprotein.

TIGR02937 (9) RNA polymerase sigma factor, sigma-70 family.
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TIGR03030 (1) cellulose synthase catalytic subunit (UDP-forming).

TIGR03177 (1) Flp pilus assembly protein CpaB.

TIGR03319 (1) conserved hypothetical protein YmdA/YtgF.
TIGR03506 (1) fagellar hook-basal body proteins.

TIGR03824 (1) flagellar biosynthesis anti-sigma factor FlgM.

TIGR03825 (5) flagellar assembly protein FliH.

7.4 Multiple-sequence alignment

Each ClostridiaG20G is denoted by an abbreviation (like “Eco-1-1”) that refers
to a taxonomy given in Section 7.1. Nucleotides proposed to basepair as part
of the consensus structure are shaded in color when they comprise Watson-Crick or
G-U pairs. Otherwise they are shaded gray. Conserved stems are also indicated at
the bottom of the alignment by angle brackets, where matching < and > denote
base-paired columns. Below these angle brackets, the symbol “2” denotes base
pairs exhibiting covariation, “1” denotes base pairs exhibiting compatible muta-
tions, “0” denotes base pairs that are not observed to mutate and “?” denotes base

pairs that have a significant frequency of non-canonical nucleotides for Watson-
Crick or G-U pairs (> 5%). Below these base pair annotation is the consensus
sequence: “R” = “A” or “G”, “Y” = “C” or “U”, red nucleotides: nucleotide
identity conserved more than 97% of the time, black nucleotides: 90%, gray nu-
cleotides: 75%, red circle (qa): nucleotide is present 97% of the time, black circle (qa):
90%, gray circle (qa): 75%, white circle (qa): 50%. All percentages of sequences just
described (e.g. 97% conserved) assume that sequences have been weighted by the
GSC algorithm implemented by the Infernal software package.

Duplicate sequences: the following putative homologs are not shown in the alignment because their sequences are identical to a homolog already shown: Asp-1-5,
Cbo-3-1, Cbo-3-2, Cbo-4-1, Cbu-2-1, Cbu-2-2, Cdi-10-1, Cdi-10-10, Cdi-10-11, Cdi-10-6, Cdi-10-8, Cdi-11-1, Cdi-11-2, Cdi-11-3, Cdi-11-4, Cdi-11-6, Cdi-11-7, Cdi-11-8,
Cdi-11-9, Cdi-12-1, Cdi-12-2, Cdi-12-4, Cdi-12-5, Cdi-12-6, Cdi-12-7, Cdi-12-8, Cdi-12-9, Cdi-13-1, Cdi-13-2, Cdi-13-3, Cdi-13-4, Cdi-13-5, Cdi-13-6, Cdi-13-7, Cdi-
13-8, Cdi-13-9, Cdi-14-1, Cdi-14-2, Cdi-14-3, Cdi-14-4, Cdi-14-5, Cdi-14-6, Cdi-14-7, Cdi-14-8, Cdi-14-9, Cdi-15-4, Cdi-15-5, Cdi-16-1, Cdi-16-2, Cdi-16-4, Cdi-16-5,
Cdi-16-6, Cdi-16-7, Cdi-16-8, Cdi-16-9, Cdi-2-1, Cdi-2-2, Cdi-2-4, Cdi-2-5, Cdi-2-6, Cdi-2-7, Cdi-2-8, Cdi-3-1, Cdi-3-2, Cdi-3-3, Cdi-3-4, Cdi-3-5, Cdi-3-6, Cdi-3-7,
Cdi-3-8, Cdi-3-9, Cdi-4-1, Cdi-4-2, Cdi-4-3, Cdi-4-4, Cdi-4-5, Cdi-4-7, Cdi-4-8, Cdi-4-9, Cdi-5-1, Cdi-5-2, Cdi-5-3, Cdi-5-4, Cdi-5-5, Cdi-5-6, Cdi-6-1, Cdi-6-2, Cdi-6-3,
Cdi-6-4, Cdi-6-5, Cdi-6-6, Cdi-7-1, Cdi-7-2, Cdi-7-3, Cdi-7-4, Cdi-7-5, Cdi-7-6, Cdi-8-1, Cdi-8-2, Cdi-8-3, Cdi-8-4, Cdi-8-8, Cdi-8-9, Cdi-9-1, Cdi-9-2, Cdi-9-3, Cdi-9-4,
Cdi-9-5, Cdi-9-6, Cdi-9-7, Cdi-9-8, Cdi-9-9, Ckl-2-1, Cpe-6-2, Cpe-7-2, Cth-1-1, Cth-3-1, Cth-3-2, Cth-4-2, Dni-1-3, Sac-2-1, Sac-2-2, Tbr-1-1, Tsp-1-1, Tsp-2-1,
Tsp-3-1, env-10, env-17, env-19, env-2, env-22, env-4, env-7, env-9

alignment positions 1 · · · 150

Bca-1-1 CAUUUUUUGAAAUGUGACCGAAAUGUAACCAUUGCAUGAUACAGUAUUGACACAGACAGGGCGUGACCCGGCUCGGGCGGACAUUCCCUG...GA..G.CG..C..G.......ACAAAGGCAAACCGG.CCGAAAG.AC.CG.GGACGC
Bca-1-2 AAACCCAGCAGCAAAGGAAGAAACGCAAACCAAAAUGGGGAAAAUCCCCGGCCCGCUUUCGGGAAAGAAGGCGGGGAACG....UACUAU.......G.GAACC..G......ACAAAUGGCAAACCGG.CUGAAAA.AC.CG.GGACGC
Tpo-1-1 GUCACAAUAAGACGAGCGAUAUCUGUUUUAAACUGCAGGAAAAUAUAGACUUCCUGCAGUAUUUUAUUAAAAUGAACAAUAUAAUUGGUA....C..AAGU..C..........AUUUUGGCAAACUCC.GCGAAAG.UG.GG.GGACGC
Dac-1-1 AGGGGUAAGGUCCUAAAAAUUAUUGUUGAAAAUGAGGCUAUUUGGUAAUAUAUUAAAAGGAAUUGGUUUGUUUUUAGAGGACUAAUUUCC...................UAAGCAAUACGGCAGACCGU.CCGAAAG.AG.CG.GGACGC
Cba-1-1 AAAGACCACGCUGUAUUGUUAUUUAUUGUAAAAAGAAGUAUUCUUGGAAUGUAAUUGAAUCUUGGACCGCACAUAUACGGUGAUUUACAA...................UUGAAGACCGGGCAUAGCUG.UCGAAAG.GC.AG.UGUCGC
Cas-1-1 UGUAAUUUAUUGUAAAAAGAAGUAUUCUUAACGAAAAGGAGGGUGUUUGACCGCUGUUGUUUUGCGCUCACGCCGCCUGAAUCGCAAGUG......................AAUAACGGGCACAACUG.UCGAAAG.GC.AG.UGUCGC
Csp-5-1 GUAUUUAUUGACUUCAUAUUCCACGCGUACUAAAAUAUGCAUGGCUCAAACUUGAACAGCGAUCAGGACGGAUCGCUCCCCCGCGAUUCG.......U.CU..GCUG.......AUCAUGGCAAAACAG.AUGAAAA.UC.UG.UGACGC
CDe-1-1 UGUAAGGAAGGAAUUCGAAAGAAGUUGUUAAACUGUACGCAAAGGGGAAGGAUGUACCAGCCUGGAGAAAAAGUGCCACUAGCUGCAUAU....A..C.CC..C..G........AAAGGGCAAACCGGUACGAAAG.UC.CG.GGACGC
Ere-1-1 GAAGAUAGAAUUAUAACGUGAACAAUUAAAUUGUAAUAAAACAUUACCAACCUAAAAAUUGACAUAAAAAUGCAAAUACGAUAAAAUUUU..........GC.AUAU.......AAAAGGGCACACUUA.UGGAAAC.GU.AA.GGUCGC
Ere-1-2 CACAGACAGGCUACUAACAAUUUUAUUGCUAUAUUACAUCUGUAUGAAUAAAGAAAAUAUAUUGACAAAAAUGUGCAAAU...UCAAUAA.......A.AU..U...AUUAACCAUAAGGGCACACUUA.UGGAAAC.GU.AA.GGUCGC
Csp-3-1 UCUAUGACAGCAAAAUUCUGUAGGAACGGGAAAAAAGUAUGAUAAUUUUGUGACGAAAAUUGUCUAAAGAAGGUACAUGUGUUAUAAUUA...UC..U.UA..AAAG........AAAAGGCAAAUCAU.UAGAAAU.AA.UG.AGAUGC
Cha-2-1 UCUUCAUUUUCCGCUUGCAAAAUCUGACAACAUGAGCGAUAAUAAAGGUGCGUAGAUGAGUUUUCGUCCUAGCAAUACAAUGACAAUUAC.......................AUAUUCGGCACAUCUG.UUGAAAA.GC.AG.AGUCGC
Bpr-1-1 UCAAAUUGCUUAAUAAAAAUUUAAUAAAUUUUUAAUUGUGUACAUUUCAUUAUUGCAUUCCAUUCUUUUUUUCGUUAUAAUCGUCGACAG.............UUUG......AUAUCGGGCAAAGCAA.GCGAAAG.CU.UG.UGGCGC
Tpo-1-2 UCCGGGAGGAAUUAAGGUUUCAAUAAGAAAAUUUACUAAACUAUGGAAGGAAUUUCCCAAGAGUUGGCGAAAACAAUAAAGAGCUGAUAA........................UAUUGGGCAAACCCGUACGAAAG.AC.GG.GGGCGC
Cce-1-1 AUUUACUAUUUAACCUUAUUGCCCUUACAAAAAUUAAGAAUUGUGGAGUUUAAAAUAUAGGUUAUUAAACCCGUAUAUCAAACUUAAGAA........AAAG.U..G.......AAAAAGGCAAAUCAU.GGGAAAU.CA.UG.AGACGC
Tpo-1-3 CUUUAUAACUUUGUUGUAUUUUGAAGGAUUUUGUCCUUUAUUGUUGAAUAUUAUUACCAAAAUAAGUAUGUGUUAGUUUUGGUAAUAUGC..........G..ACUG.......ACAAAGGCAAACUUG.UCGAAAG.AC.AG.UGACGC
Cst-1-1 UUAUUUACUUUUGAAUUUUUUUAAUAUAGAAUUGUUUUAGUGAUUAAUAACUAGUUAAUACUACAUAACAAAAUAGUUAUUUAAUCCUAC....U..U.AA..U..G.......AAAAAGGCAAACUAU.GGGAAAC.UG.UA.GGACGC
Cst-1-2 AACUAUGUUUUAAUAUACUUAUUCAGGGUAUAUUUAAAGUAACUAGAAUUAGUAAUAUAUUCGUACUCCUUUAGUUAGAAUUUCCCAAUU....U..G.UA..U..G.......AAAAAGGCAAACUAC.AGGAAAC.UG.UA.GGACGC
Ame-1-1 AAAUUAUCAAAAAUAUGUUUCGAUGAAAAGUAUAUAGGUAUAUAUUAACUACCAAACGAUGACAAUGAUUAUAGAUAGAAAUUUAACAAA.........GAA.U..G........UAAAGGCAAACCAU.UGCAAAC.AA.UG.GGACGC
Aar-1-1 GAACAUAUAUUAAAAUUCUGAAUGAGCGGUUAUUAGAAGAAUUAGAGAAGAUUAAGGCUUAAUCUAUAAAAAGUUGUUAAUACUUUCUAG...........AACUAG........AAAGGGCACACUUA.UCGAAAG.GU.AA.GGCCGC
Aca-1-1 AUAAAAUUCUCUGGAAACAAUAGGUAUUCAUUGACAUUCCCACGGUUAGACCAUAUACUUAGGGUAGAAAUAAGCACCGC....UUAAAA.......C.GG.....U.CUUUAUAUUUUGGCAAAACCG.GGGAAAU.CC.GG.UGACGC
Asp-1-1 AAUUCUCUGGAAACAAUAGGUAUUCAUUGACAUUCCUACUGUUAGACCAUAUACUUAGGGUAGAAAUAAGCACCGCUUAAAAUGGUCUUU......................AUAUUUUGGCAAAACCG.GGGAAAU.CC.GG.UGACGC
Cbo-1-1 UGGAGGAUAAUUCAAUCGUAAUGAUGAUUUCGGUUGGGUAGAUAAGGGGAUGGUGGGUGGCAUUUGUUGAUAUAGUUUGA.....UUUGU.......U.GA..A..U.GUAAAUAUUGGGGCAAAGCAC.GUGAAAA.CG.UG.UGACGC
Eba-1-1 UACUUGUCAAGUUAUAUAAUAAAAAAAAUAAUUUGUUGAUAUCUGUCGAAUUAAAGAGAAUAAUUUUUUUCGUUGUAUUGGAACUUACAC......................GAAAUGAGGCAAACUUG.UCUAAAG.AC.AA.GGACGC
Tac-1-1 AAAUUGUAACAUUGAUAAUAAAAAAAUCCAAUAUUUUGUCGGCGGUUUUGCUUGUAUAAUAUUACAGCAUUAGAUAUAAUUAGUAGAAAG....................AUAUAAUUUGGCAAACUCC.UCCAAAG.AG.GU.GGGCGC
Tpo-1-4 AAAAAAAGACGAACGAUUGUUGCAGGAGGACUGCUGUUUUGUCGAGAAAUUAAAUUAUACAUAUCUUUUUCAAAUUAUAGUAAUUCAUAU......................AAAAGUUGGCAAACUUC.GCGAAAG.UG.AA.GGACGC
Lba-1-1 AACGUAUGUAUUUGCAAAGUAGCCUUGGUCGCCUUAUGACACAAGACUAUUUUUUUACUUGUCAGGCCUUUGAACUUGAAAAAGGCGUGA..................AAACUACAUUCGGCAAACUUA.UUGAAAA.GU.AA.GGACGC
Lba-1-2 AACGUAUGUAUUUGCAAAGUAGCCUUGGUCGCCUUAUGACACAAGACUAUUUUUUUACUUGUCAGGCCUUUGAACUUGAAAAAGGCGUGA..................AAACUACAUUCGGCAAACUUA.UUGAAAA.GU.AA.GGACGC
Cce-1-2 ACAAAAACCACUUUAUUAAAAUGCAAAUUAGAUAUAUAAUAUAUCAAUAUAUCACAACGUAUCUUUAAUUCUGAAGAAAUAAUAAACUUU...................AUAAAUUAAAGGCAAACUAU.GCGGGAG.CA.UA.GGACGC
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Tpo-1-5 GGAAAAUAACGUUUUCUCGAAAAAUGGAAAAUUUAGUCUGGACAACUUGGGUUUACGGCUAUUAUAAUAUAUUUGGAAAAUAAAUAUUGG.....G.U.CC..C..G........AAACGGCAAACCAG.GUGAAAA.UC.UG.GGACGC
Ova-1-1 GCUUUGGGGUCCGGCGCGCUUUUUAUUUCCAGAAUGGUACAAUUUGCCACUUCUUCUGUUGCAAUCAUUCGCCAAAAAGU..AUACAAUA.......A.AU..U....GUAAAAUCAUUGGCAAAACCG.UCGAAAG.AC.GG.CGUCGC
Dme-2-1 GUCGUCAUGUCAGUUACAGGUGUACUGGCAACUAUGUAUCUGUUGUAAACUUAAAGGUAUAGUAUUGUACAACUAAAUACUUUGUGAAAA.......CGGU..U..G...........GGGUAAACUUC.GCGAAAG.CG.AA.GGACGC
Dyo-1-1 AUACCAUCGUUAUGUCUCUUACAGGUGUGCUGGCUACAAUGUACCUGUUGUAAGCCUGAAUAGUAUUGUACAACUAAAUACUCUUAAAAU.......CGGU..U..G...........GGGUAAACUUC.GCGAAAG.CG.AA.GGACGC
Dsp-1-1 GAUGAAAAACAUCUUUAGUUCUUGACGAUUACUAACCCUGCUUGAUAUACUGACAACAAAUCUGUUAUUCUGAAUUUAAUAAUCAGCAGU....U..CGGU..U..G...........GGGUAAACUUU.GCGAAAG.CG.AA.GGACGC
Dme-2-2 AGCAAAUACCAAUUAUUAUACUUGACGAUUAAAAGAAACAUUUGGUAUACUACGGAUGAUUUUGUAAUCCGUAAAAGUUGAAUAGUCCAA...GU..U.CG..GUUG...........GGGUAAACUUC.GCGAAAG.CG.AA.GGACGC
Dac-1-2 AUUGCUAAAACUUAUGGGAUUAUCCCUCUUGACUGUCUUUUAAGUUCCUUGCUAUACUUUUGGUAAUAUAUGAUAAUAUAACUUAUAUUU..UUU..U.....C..G.......GUUGGGGUAAACUUC.GCGAAAG.CG.GG.GGACGC
Dde-1-1 GCCGCUAGGACAUGGGAUAAAAGAUGUUGCUCGGUUAUUGCCUGAGGCAGUUUAUCUAUGCUAUACUAAAUUAUUAAAAAUUAAAUAUUU.CUAAU.G.GU..U..G...........GGGCAAACUUU.GUUAAAG.CA.AA.GGACGC
Dme-1-1 GCUUAUUUUCUGUAGAAAAAUCAAAUACUAUCCAAAAAGAAUUGCAUCUGCAAUCUGAUUAUUGUAGAAUACUAAUAAUUGUAUAAUCUUU........UA..UUGU.......GUUGGGGUAAACUUC.GUGAAAG.CG.AA.GGACGC
Ddi-1-1 GAAAAUUUAAUGAUAAAAUAUGUUGAAUUUUGUUGCCUACAGUAGUUUCUUUGUGCUAUACUCGGGUAAAUUACGAUAAUUAAACAUCUUAU........AA.U..G.......GUUGGGGCAAACUUU.GCGAAAG.CA.CA.GGACGC
Aar-1-2 UAAUUAUAAAAACUGGUUGACAUAAUUUAAAAGAGACGAUAUAAUGUGAACAAGAAAAGUGCUAGAAAAUUAAACUACAUAAUAUUCAUC.......C.CCU.C..A.......AAAAAGGCACACUUG.CUGAAAA.GU.AA.GGUCGC
Sth-1-1 ACAAGAGCAUUCCUGGUUCAUGUUACAUAUCAUCCAGGUAUAUACUAUUGAACAAGCAUUCAAAAACACGCGUGUCUCGC.ACUCUUCCC....C..C.AG..C..G.......AUAAAGGCACACCCG.CCGAAAG.AC.GG.GGCCGC
Dsp-1-2 UGUGUCGGUAUUUGCGUCGUGUUGGGUGCUCCAGAUUCUUGUCAUUAACCGUAGGUAUAGCUAUAAUUAAUUAUGUCUAUUAUUUCAGUU.............CUUU........UAAGGGCAAACUUA.CUUAAAG.GU.GA.GGACGC
Dsp-1-3 UCUGAAGAAUAACUAGUUCAUAAGGGUUAAACAUAAUUAAGUCAGUUUUCUGUGGCCAUCCAUGUUAUAAUCUUACUAAAUUAAAUAAUG.........GU..UCUG.......AAAAUGGCAAACUUA.GCGAAAG.CU.AA.GGACGC
Tma-1-1 AUCGCCGGAUGAGCGGCAGGAUCGCCGGGGCUAUCGUCGAACCCUCACCGAAACGGGCUGCUUGGACGACUUCAGGCAGC.AUGGCGACA....CG.C.CG..C..G........AACGGGCAAACCCG.CCGAAAG.GC.GG.GGGCGC
Dme-2-3 AAAAUAUAUAUAAUAUUUACUUUUUGUAUGUUAUAGUCAAAUAAAAGCAAAUAUGAAGAAGAUUUUUUAAAAUUAUAUAAAGAUAUAAAG.........UU..AUUG........ACAAGGCAAACUGA.GCGAAAG.CU.CA.GGACGC
Dor-1-1 UUUGAAAUAAUAUAUAUAAUAUUUAGAUUUGUUAUGAUAUAGUUGCAGAUAAAAGGAAUAAUUGUGAUAUAUGUUCCUAUUGUUAUAAGG....C..U.AA..A..G.......ACAAAGGCAAACCCA.GCUAAAG.CU.GG.GGACGC
Eli-1-1 GAAUAGUGAUUGACAGGAAACUUUCGGAAUAUUUAAAAGUAACUGGUUUUUAUAGUUCUUGACAAAUGUCCGAAUCAGUUGUAGAAUAGA.....A.U.UG..UU.C........AAAAGGCAAAGCGGUGCGAAAG.CC.CG.UGGCGC
Csp-3-2 GAUGCAAUUGUGAGAUUUAAAAAGUUUCGGAAUAGUUGGGGAAAAAUAAAAAGAGAAAGUUUUAGCAACAAUUAAUAUAAUAUUUAUUUA.........GU..AAUG.......AAAAAGGCAAAUUUA.UCGAAAG.GU.AA.AGACGC
Mth-1-1 UUUUUUGGUUAAAUUUCUCUCCACCUGCAGGAAUUUGCCAAAACGUGUUGAAUAAAUACCGAAAGCAACCAAGGUAAAACUUUCUUACUC....C..G.GG..C..G.......UCAAAGGCAAGCUCU.CCGAAAG.GG.GAUGCGCGC
Osp-1-1 CUAGAAAGGGAAUUCUAGCUGUCGGUUUUUUAUUACUCGAAAAGAAAGUGUAGAGUAUUUCUUUUCAUCAUAUGGUGUCACCGUACUAAC.........GG..UAGG.......ACAUCGGCAAACCCG.GGGAAAU.CC.GG.CGACGC
Dac-1-3 AAUCUACUCCGAAAAGUUAUUAUUGUAAUUUGUAUUAAAUUUGAUUACAAUACAGGAAGAAAAUACUAAAUACUAGCAUACUAACAACAA....A..A.UA..UUAU........CUAGGGCAAAUUGU.UCGAAAG.AA.CA.AGACGC
Dor-1-2 CCCGGUAUUCAUAGUUUUUAUAAGCCCAUCCAGGUUUAUCUAGUGUUGAGGAAGAGGAAAAGUGAGUUUUUUGUAGAACAUAGUCUUUAA.........UA..C..U...CAAAUAGUAGGCAAAUCUA.UUGAAAA.AU.AG.AGACGC
Dku-1-1 UAUAGAAGGAGUUUGGGAGAUCGUGUCAAAUAUUUUACCACUUAGUUACCAAAGUCAACCUGCCUUCAAACAAAUAACUCAUCUUAGCAC...A...U.UG..U..C........CAGGGGCAAACUUCACCGAAAG.GG.AG.GGGCGC
Dme-1-2 CUCCAUCAGGAUACUUAUGUAAACUUAAUGCAAGAUUCGACGCGCUUUAUAGAACGGGUGGAGUUUGAAGAAUGAGAAAAUCAUAUAAAA....A..C.AA..U..G.......ACAAAGGCAAACCUG.GCGAAAG.UC.AG.GGACGC
Awo-1-1 UAUAGAAAAAUAAGUAAUACAAAUAGAACGAUUUAAAACUGCAGAGGAUUUCUACAGGAAAGAAUGACUCUGCAGGAUAAAAUAUACUGA......................AUUAGAGGGCAAAGCUG.UUGUGAA.AC.AG.UGACGC
Sac-1-1 CGUCGGGCCGUGUUAUGAUGAGCACAAAUCUCAUCAUUCGACGCAUAGAUAACCCUCAGAUGAGAUAUCAAGAAAUGGGUUGUGGCAGAA.........CGAAC..G.......AUAAAGGCAAACCAU.GCGAAAG.CA.UG.GGACGC
Eli-1-2 AUUAUUUGUUUAAAUUCUUGGACAAAACUAUAAUUGAAUAUUGACUUCAUUCGCAUUGUGAGUUAUAGUAAAUAAUAUACAUCCGAAUCA..........U..UUUG......AAAUAGGGCAAAACUA.CUGAAAG.GU.AG.UGACGC
Pth-1-1 AAUAUAAAAUUUUUGUUACAUAUUGAAGGACAAAGAAUUUUCCUGUAGAAUGGUAAAAAAAAAGGAGCAAUAUCCCGAAG.AAGAUAAAU....A..U.UUC.CACG........GAAGGGCAAACCUC.CCGAAAG.GG.UG.GGACGC
CDe-1-2 GCGGUUGCCCAGGGGGCCAUUUUCGUCCUGUUGACAAGUAUCAUCACAAAAGAUAUGUUUUUGAUUAACUAGAUAUGGAAUUGCGAGUUU...UC..C.UA.....G........AAAGGGCAAACCUG.GCGAAAG.CC.AG.GGACGC
Cob-1-1 GUUGAAUGCAGCAGACAAUUCAGAAAUUUUGAAAUUGAUUUUUGAAAAUAAAAAGAGUAUAAUUUAAAUUGUUAAAAAAUUAAAGUGAUA....U..U.CC..U..G.......AAAAAGGCAAACACA.GGGAAAC.CU.GU.GGGCGC
Chy-2-1 GCCUAAAAGACAGUAGCAGAGUUUUAAAAAUUAGAUUGUUUUAUGUUGUAAAUAUGGAAUAAAAUUAAAUUGUAUUGAACACAAAGCGAA.........U.U.CCUG.......AAAAGGGCAAACACA.GGGAAAC.CU.G..GGGCGC
Awo-1-2 AUGGCUGCCAGUUGCAAAACAGUCGGUGUUAAAAGACUACCCGAGCAACGUGGAAAAUCGUUGCUCUUUUUAUUUUUAGAAAUCGAAAAA..................AUUGAAUAAUCGGCAAACUUA.CUGAAAA.GU.AA.GGACGC
Awo-1-3 UAGCACUAAACAGGGCUGAAGACCUGUAUUUUCGCUUAAGAUCAGGAUUAUUUACAUUGACAGGUACGACAGAAUAAAGUAAUAUUAUAA.......U.AACAU..G.......AUAUUGGCAUACUUA.UUGAAAA.GU.AA.GGACGC
Lba-1-3 UAGGAAAAAGUACUUGAUUUUUUCAUAGAUGUCGUGUAUUAUAUAACUAUCAAAGAAAUCAUCAUACAUCACUAAUCAUCAUAUUAUUUA..................AUUUAAUACUUGGCAAACUUG.CUGAAAA.GC.AA.GGACGC
Ame-1-2 UUUUGACAGUUUUUUCAGUUUUUGGAAUGUAUAUGUAGAUUUUAUUUGAUAAAUAUGGUAAUAUGUAUAAAAAUGCAUGGAAGUGAAAC.....AAUUAA...A..U.......AAAAGGGCAAACUUA.UCGAAAG.AU.AA.GGGCGC
Dre-1-1 GUAAGCUAAAAUAGAGUGUCUAUUGGUUGUGAACCGGGACAGAUGUCCUAUUUUAAAGAUGAAACAAAGUCUAUAUAAUUUAAAUUAACA..................UAAUAAAGAAAGGCAAACCUA.CUGAAAG.GU.AG.GGGCGC
Aca-1-2 UUUUCGGAAAGAGCCAUAUGAAUGUUGUAUUCAUACGGCUUUUUCAUUGUAACAGUUUCUGGGAUGAAGUAUAUUAGAAGAAAGGAAU....................AUUACAUAUUGGGCAAAACAG.GUGAAAG.CC.UG.CGGCGC
Asp-1-2 UUUUCGGAAAAAGCCAUAUGAAUGUUGUAUUCAUACGGCUUUUUCAUUGUAACAGUUUCUGGGAUGAAGUAUAUUAGAAGAAAGGAAU....................AUUACAUAUUGGGCAAAACAG.GUGAAAG.CC.UG.CGGCGC
Cbu-1-1 AAAAUAUAUUAAAAUGAAGUAAUAUAAAGAAAUUUUUGUUUAUAUUGUAAAAAAUAAUAGUUAUGGUAAAAUAGUUAUGAAUAAGUAUAA....A..U.UUC.A..U........AUUGGGCAAAGCAG.UUGAAAA.GC.UG.UGACGC
Aca-1-3 GGAAAGAAAAAAGGUGAUAUUAUUCCUUGACAUAAGAGAGAUUAGCAGACUAUAAUUAAAGCGUAGACAAAAGUGGUUUG....UCUCGG....A..U.AA..AUUU.......UCAUCGGUAAAGCUG.CCGAAAG.GC.AG.UGACAC
Asp-1-3 GGAAAGAAAAAAGGUGAUAUUAUUCCUUGACAUAAGAGAGAUUAGCAGACUAUAAUUAAAGCGUAGACAAAAGUGGUUUG....UCUCGG....A..U.AA..AUUU.......UCAUCGGUAAAGCUG.CCGAAAG.GC.AG.UGACAC
Asp-1-4 AAGUUUUUGGAAAGCUAUUGACAUCUUUUGUUAGCGGGCAUAUAAUAAAAUUAAGAUAAGGAUAGAUGACUAGGCCUUAUCAUACAAUUG..................AAUUAUUCAUCGGUAAAACUA.UUGAAAG.AU.AG.UGACAC
Aca-1-4 AUUAUAGCAAAAAUCAUUGACAAAGUGUGAAAGAGAGCAUACAAUAGAAUUAAGAUAAGAAUAGCUAACUGGGUCUUAUC.....AUACA.......A..U..U..G.AAUUAUUCAUCGGUAAAACUA.UUGAAAG.AU.AG.UGACAC
Ece-1-1 UUGAAUUCGAAACAGAAUCCAAAUAUAAUAUAAAUAAGUCAAAACUUUAGACAUAAAAAUCAUAUUAACGUACUUGUCCGUGAUAGGACU.......U.CA...........AAUCAAAGGCAAAACAG.ACGAAAG.UC.UG.UGACGC
Esp-1-1 UUUCGGGCGUUAAAACGAUAAAUUUUUCUUGUGUAUAGUGAGCGUUAAAGUAUAAUAAAAUCAAUUUUUUGCAUAAGAUUAAAGCUAUAA.........UAA.G..G.......AAAUCGGCAAACCAG.AUGAAAG.UC.UG.GGACGC
Dfo-1-1 GGGCGUUAAAACGGUAAUGUUUUUCUUGCGUACAGUAGAUACGCUAUAGUAUAAUAAAACCAGUUUUUUGCAUAAAUUUAAAAGCUAUAA.........UAA.G..G.......AAAUCGGCAAACCAG.AUGAAAG.UC.UG.GGACGC
Rob-1-1 GUUAAAACGGUAAUUUUUUUUCUUGUGCAUAGUAGAACGUUAAAGUAUAAUAAAAUCAGUUUUUUUGCAUAAGUUUAAAAGUUAUAUCUA.............U..A.AUAAGGAAAUCGGCAAACCAG.AUGAAAG.UC.UG.GGACGC
Eha-1-1 AUUUUCGGGUGUUAAAACGGUAAUGUUUUUCUUGUAUACAGUAGAGAACCAUAGUAUAAUAAAACCAGUUUUUUUGCAAAAGUUUAAAAA.............U..A.AUAAGGAAAUCGGCAAACCAG.AUGAAAG.UC.UG.GGACGC
Dfo-1-2 AAGAGAAUUCACAUUGUGUGUUCUUUUUUUUAUACUCUAACAUAGAAAAAUAUGGACAUGAGAAAAUAAGAAGUGCUAUAAUUAAAAUAA....U..A.....UUUU...........GGGCAAAACAG.ACGAAAG.UC.UG.CGACGC
Ece-1-2 UCACAUUGAACAUAAAAAGAAGUUUAUAUUUGUGCUUUUUGCGAAUAAAAAUAUGAUUGAAGGUAUUGUAUAAUGAACAUGAAUAAAUUA....A..A.UA..G..U........GUAUGGCAAAACAG.ACGAAAG.UC.UG.CGACGC
Csp-3-3 UUUGUUCUUUGUGAACUAAAUAUCAAUAUAUUUUACAAUAAAUACUAUAAAAUCAAAAUAAAGUUUUUUGUUCAACAGUACGAUAAAUUA....A..AUAU.....U.......GAAUUGGCAAAGCAG.UUGAAAA.AC.UG.UGACGC
Cbe-1-1 AAGUUUAACAAUACUACAUUAACAAUAAACGUUAGAUAAGCAAAAUAAAGUUUUUAUUUAAAAGUACGAUAUAUUUAAUG.UUAAAUUUA.......A.UA..U..U.......GAAUUGGCAAAGCAG.UUGAAAA.AC.UG.UGACGC
Fpr-1-1 CUUUUGUGCAACUUGCCAAAGAUGCUUUUGGGUUAUUGACAAAAAAAAAAAAAGUUUUAAUGAUUUUUGUGUAAGAUGCCACGUUGAAAC...................AGAAAAAAACGGCAAACCAG.UCGAAAG.GC.UG.CGACGC
Tpo-1-6 AUUCACAAAAAUAUGACGAAAUAUAGGAUUAAUGCUUUGUAAAGUUUUCCUCACAUAGUGUAUCGUUACCAUGAACAAAAGCAGUACCUA.........AC..UUUG.......AUAAAGGCAACUUUA.UCGAAAG.AU.AA.AGGCGC
Nth-1-1 AAUUUCUCAAAAAAUGAUAAUUAAGUCCUAAUGCAAUUUCGAGAAACUUUGUUAAAAUAGUAACAUCGGGGAAUUAAAAUAAGAUAGCUU...GU..U.AU..C..G...........GGGCAAACCUA.AUGAAAG.UU.AG.GGACGC
Dre-1-2 UAUACUAAAGGAAGGAAAAAAAUACAUUUUGUCGAAUCGAAAUAACAAAUAGGUAUAAAUUACCAAAAUAUUUGUAUCUGUCAAUAAAAC....U....UAAC...A.......AACAGGGCAAACCUG.GUGAAAG.UC.AG.GGACGC
Eli-1-3 GCGAAAUAAUCAAUGAUUCUUGACGCGGCGAAUCGUGCCUGUUAUAAUGAGACAUAGUCUAUAGUGAUUUUAAUUUAAUAACGUUUUUAA...........AACGUA.......AAAAGGGCAAAUCUG.UUGAAAG.GC.AG.AGACGC
Pth-1-2 GUUGAAAAUAGCUGUUAAAAACCCUUAAUUUAAUUAAUUUAGAAGUAAUUAGAGGGGUAUGUAGUUUGUUUAUAGAAUCC......AUAA.......U.CAA.CAAG........AAAAGGCAAACCCGGGCGAAAG.CC.GG.GGGCGC
Ccl-1-1 CAAGUGUUUAAGAGAGUAGUGCUCUUAAGUGCUCUUAUUGGUAAUCCCAAUAAGAGCUUUUUUGCUAAUAUAUAUCUGAACUCAAAAACC....C..U.UU..C..G.......AUACUGGCAAACCCA.AUGAAAA.UU.GG.GGACGC
Tsu-1-1 GGCUGGAAAGCCGCUACAACUGAAUAAGCUUCGGGGGUGAGCCGCGGUUUCUGUCCCGGUUGCACAGGCCGGGGCGCGGCCACCCCCCGC.......G.GCAGC..G.......ACAAAGGCACCCCUG.UCGAAAG.GC.AG.GUUCGC
Tma-1-2 AACAACUAAAUAGGGUUCGGGGGUGGCCGGCGCCCCGUGCCCGCCGAAGCCUACCGUUCGGUUCGGGCCGGGCGUCUGGUCACCCCCCGC.......G.GCAGC..G.......ACAAAGGCACCCCUG.CCGAAAG.GC.AG.GCUCGC
Csy-1-1 CACUCUUUGGAACAAUUCUUAAAUUUCCUGGUAAUUUUCAAAGAAACCAUUUGCACUUCCAAAUAAAAUAAAGUAUAAUGACUAAUAACA....A..A.UA..U..U......AUAUUUGGCAAACCCG.UCGAAAG.GC.GG.UGGCGC
Sgl-1-1 CAUAUCCAAAAAAAUUUUUCCGCGACCCCUCAAAAAGGAAGGGGGGGAGCGUAUUAAUCAUUAAGGGAGUUUCUGCAAGGAAACUGACUG....UG.A.AC..U..G........AAAAGGCAAACUUG.CCGAAAG.GC.AA.GGACGC
Bpr-1-2 AUUCCAUAUAUGAUGAAGUAUAUUAUAACUACACGGCAUAAUAAUCUUAACUUAAAUAAAAUAAUUUUAACUAAUUUUAGUUAAGAUUCA..................UAUCAAAUAAAGGCAAAGCCA.UUGGAAA.AU.GG.UGACGC
Dni-1-1 AAAAAAUCAAAAAAUAGUAAAAUUUCAUAUAACAGUACAAUAAAUAAGUUUUUUGUACAUUUUUAUGUGAUAAUUUUAUAUGUGAAAUUA.....G...AU..G..U......AUAUUGGGCAAACCCG.UCGAAAG.GC.GG.UGGCGC
Aca-1-5 UUCUCUUUGCAAAGAUCAUCGAGAAAUUUCAGAAAAGCACUUGAUUUUUAGAGACAAUUUGUAUAUGAUGAGAAUAUAGG....UUUAGA.......A.AG..A..G.UAAAAUAAAUAGGCAAAGCUG.CCGAAAG.GC.AG.UGACGC
Dca-1-1 ACGUGAUGACUUUAUUCGAUAAAUUUAUACAUCAAGAUUAAACACGCUUAUUACAAAUUAUAUAAUUCACGUAGGACCUUUUUCCUAAAA....AG...GU..U..G.......AAAAAGGCAAACCUAUCCGAAAG.GU.AG.GGGCGC
Dni-1-2 ACGUGAUGACUUUAUUCGAUAAAUUUAUACAUCAAGAUUGAACACGCUUAUUACAAAUUAUAUAAUUCACGUAGGACCUUUUUCCUAAAA....AG...GU..U..G.......AAAAAGGCAAACCUAUCCGAAAG.GU.AG.GGGCGC
Dac-1-4 UAUUUUGUGUUAUACUAAUACUAUAAGGCUCAAAAGAUACUAUCAUAAAAGUACCACAAUACUCAAUUACUAUAGACUAUAUUUAAUAUA...GC....UG..C..G.......ACAAUGGCAAACCCU.GCGAAAG.CA.GG.GGACGC
Sac-1-2 CGCGGAUAUGCAUAGGAUGCAGCAAGCGGCCAACCCAUACGUUGUCCUGAACUGGACAAUCCGGUAUAAUUACCAAUAAUUACAAAUUAC.....A.U.GU..C..G.......UUCAAGGCACAACAU.CCGAAAG.GG.UG.UGUCGC
Dre-1-3 AAAACUAUAUUAUAAAGAUCAUAAAACAAAUAGUAGGAUUUUGUAGAAAAAUGUAGAAUAUUGUAGAAUAUGCUACUGGG..............A..A.UU..U..CACUUCAAAAAUGGGUAAAUCU...UGAAAGG.U.AG.GGACGC
Mth-1-2 AAUGUGGGAAAGGGUGGGAAUUUGGAUAAUAAAAGAGGAAACAAGCGAUAGAUGUCGAAGUAAAGGUUAAAAAUAAUAAUUUUGAACCAG...AG..C.UGC.U..C.......AAAAGGGUAAACCCA.UCGAAAG.GU.GG.GGACAC
Dgi-1-1 GCUUGAUUAUCGGUUUGCCUGGUUAUUUAACAUGCUAUAUAAUUAAUUUAAGUAGACUGUCAAUAGAUUAACUGUAUAAAAUUUCUCUCC.......A.CGGGU..U...........AGGCAAACCUG.GUGAAAG.CC.AG.GGACGC
Dku-1-2 GAAACAUAAUUAAAUCCCUAUUGCCUCCACAGGGAUUAAUCAGCUAUAAUAAAUACUGCACCAGGUAAAAGCAAAAAGAAUACGGUGCUU.......A.CGGGU..U...........GGGCAAACCGG.GCGAAAG.CC.CG.GGACGC
Tpo-1-7 GGAAUAAGGCGAUAAAUUAAGCUGCCCCAACGCAGGAGUUCUGCUGUUCCGGGGCGUAUUUUAUGAAACAGGAAAAAUUCGACAGAUACG....U..A.UAU.CGUU...........UGGCAAACCAU.GCGAAAG.CA.UG.GGGCGC
Dac-1-5 AAAUGUUGUUCUUUAGAAUAUUGUAUAAUAUACUACCUUUCAGUGGAGAUUAAUCCCUUAAACAUUAGUAGGAAUAAAAGUUAAUUAAAC.........UUC.AGUG.......CUAAAGGCAAACUCA.GUGAGAG.CU.GA.GGACGC
Dsp-1-4 GGUUAGUAGGUUUUCUUUUAGUAUAUUAACCUAAUUAAAGAGAAUUUGGAGAAUCAAUGAAAGGAGAUAGCUAUAUUUAUAAUUAAAUAA...........AAAACG.......AUAAAGGCAAACUUG.GUGAAAG.CC.AA.GGACGC
Dac-1-6 CCCUAAAGUAUUACUAUAAAUUGAAAUAUUCCCUAUAUUUUUAUUAAUAUCAACAUUCGAUUACAUUCUUGUGCUAUAAUAUACAAUAAA.............A..G.......ACAAAGGCAAACUUG.GUGAAAG.CU.AA.GGACGC
Dsp-1-5 GAUUGUAAAUCUGAAGAGUUAGAAGGGGGUAUUUGGCGGAUUUAAUUUGCUCAUAUGUAAUUUGACAAAGGGUCAGAAUAUGUAUCAACA.......U.AU..AACG.......AUAAAGGCAAACUUG.GUGAGAG.CC.AA.GGACGC
Dac-1-7 AUACUCUGUUCUAUAUCAAGUGAUAAUGAGCUAGUUAGAAUUUAAAAUAAUGGUAUUUCAACCCAAUAAUUGCUUAAUGC....CAUCUA....A..U.AA..AAUG.......ACAAAGGCAAACUUU.GUGUAAA.CC.AG..GAGGC
Dsp-1-6 AGAGUGUUAUGAAAGUUGCUAAUUUUACAAAAAAUUUUAAUUAUUGACACCAUUCUUUGUGGUUAUUAUGUUAAAAUAUAGUAUCGACAU.........AUAAC..G.......ACAAAGGCAAACUUG.GUGUAAA.CC.AA.GGACGC
Dsp-1-7 AUUUUAUUGUAGAACAUGCUAUAUUUCAGUAGUACUAGUGGCCUACUUUGAAUAGGACCUAGCGCGCUUUUGCUGGAAUUAACUUAAUAU....U..C.UG..C..G.......AUAAAGGCAAACUCA.GUGAGAG.CU.GA.GGACGC
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Dsp-1-8 CUUAAGUGCUACCCAUUAAUAACUAGACAUAACAUUGUCUGCCUCAACUUGACUUAACUUAACUUAACUUAACUUAACUUAAUUUAAUAC....U..C.A.G.C..G.......AUAAAGGCAAACUCA.GUGAGAA.CU.GA.GGACGC
Mth-1-3 UAGCCUUACCGCCCGCCGGCAAUUUCUCUCCUGGUAUAUCUUGCAUAUUCUUCCUCUCCUGCGGUAUAAUAAGGGCGAAAAAAGGAAAAA....U....UC..CCCG........AAAGGGCAAACCUG.CUGAAAG.GC.AG.GGGCGC
Dac-1-8 AGUGUUGGAAAUAGCGCCUUAAAAAUUUAAUUUUGAUUGCAAUUCAAAGUGAGUCUCUGAAAUCACUUUAAUCCGAAAUUAAUAUUGAGU....C..U.UU..C..G.......ACAAGGGCAAACUUA.GCGAAAG.CU.AA.GGACGC
Dsp-1-9 GACGUAUUGGAUGCCCUACAAAGGAUGCUUAAGAAAACUGAUUUGAUUUAUUAUUGCAGACCUCUGUUCAUGCCCAAAAUUAUAAUAAGG..............UUG.......AUAAAGGCAAACUUA.GCGAAAG.UU.AA.GGACGC
Nth-1-2 UUGGUAGAAGUUUUUUUGAAGAUCAUGACACGCUGAUAUUGUGAUCAAGAAAUUGAUAUUUACAGUCAAAUAAUUUUAAACUGACAGUUU...AU..C.CU..U..G.......ACAAGGGCAAACCUA.UCGUGAG.GU.AG.GGGCGC
Nth-1-3 AGUGCUCAGGUCUCAGAGGAAAGAUAAUAAUUAACUAGAAUUUAAAAUAUUAACUAAAAUAGUUUAUUUUAUGACUAUUUAAUAGAAUAG...AA..U.CU..U..G.......AUAAAGGCAAACCUA.UCGCGAG.GU.GG.GGGCGC
Nth-1-4 AAUAGUCCUAAAGGAUUUUGUCUAUUUAACUAGAAAGUUAAUAAUAACAGAACCAAUAUUACAAUAUUUUAAUUUAAAAUACUAUAAUUC...UU..U.CU..U..G.......AAAAUGGCAAACCUG.CCGUGAG.GU.GG.GGGCGC
Cst-1-3 CUAAAUGUAAUGUUAUUUACUUGAAAAUUUUGGUAUAAUAAGAAUAUAAAUAGUAAAUUGUUUUUACGUGCGAUUGAUCUAUUAGAUCUC....U..C.CU..CACG.......ACAAUGGCAAAGUAG.UAGAAAU.GC.UA.UGACGC
Csp-3-4 UAGGCAAUAAAUGAACUUAAAUGGAAAAAAUUAUUUAUAAAGGAGGAAAAGUGAAGAAAAUGAAGAAUAAUAUAUAAUUGUAAGUUUAGA....A.....CC.AUAG.......AUAAAGACAAAUCAG.UUGAAAG.AU.UG.AGACGU
Dku-1-3 ACUUUACGAUCUUACGUCAAGAAAGCUAAAAUUACGUCGAAAUAGAAUAGAGGGGUCGAAAAGUUAAAAAGCUAUUUUGUUCAAUCCGAA.........UC..C..U........GGAGGGCAAACUCG.GCGAAAG.CC.GG.GGGCGC
Dku-1-4 GACACGGCUCGACAUCAAUUUCACUUGACAGGGACGAAUUAUGAUGAUUCAAUAAAAGCGAAGGUAAAAUAAUGUAGAAUCAAUGUCAAA.......U.CC..CGGU...........GGGCAAACCCG.GCAAAAG.CC.GG.GGACGC
Dku-1-5 GUAGUUAUAUGUAGAAUCAAGAAGGAAAAUUAACGGUAAUGUUGAAAUACCUCUUGAAAAAAUAUUGAAAUACCUCUUGAAAAUUCGCAA.............CUUU......CCGGAGGGCAAACCCG.GCGAAAG.CC.GG.GGACGC
Ace-1-1 AAUCUAGUAUUUGAGUCCUAAUCUAGUACUAAUAGCCUAUUAAAAUCGAUUCCAUAAUAUGCUAUAAUGAAAUCUAUAUUAACAAAACAU....C..A.UU..U..G........AAAUGGUAAACCUG.GUGAAAA.CC.AG.UGACAC
Tpo-1-8 ACCAUUUUCGGGGGGAACGGAUAUGGUAAAGAGGAAAUUACUGUAAACUGUCGAAUAUAAUUAAGGAAUAUCAAAAUUAAGUUGAAGAUU....U..U.UU..C..G.......AAAAAGGCAAACCUG.UCGAAAG.GC.GG.GGACGC
Tph-1-1 CCAACUUUUUUGUUAACAUUUUUAGGACCUUAGAAGGAACUUGUUCAACAACAUCGUAUUAGUAAAAUUAGACAGCAAAACCGAUAAUUC....G..A.UC..C..G.......AGAAAGGCAAAACCG.UCGAAAG.AC.GG.CGGCGC
CDe-1-3 AGGGAAAAGUCAAGCAAUUGUCCCUUCGACAAAAACUAACAGAAACUCUGAAGGAAAUAGUUGCUAGGUGUCGAAUUCAAAAAAAAAUGG....U..A.UC..U..G......AUUCAGGGCAAAGUCG.CCGAAAG.GU.GA.CGGCGC
Dme-1-3 ACAAGAGGGUUCUUCCAAAAUACGACAUCAUAACAUAGUUUUACCUAUCUUUGUAUAAUAUUCAUCUAUUGCAAUUUAAUUUAAAAAAUU.....G.U.UC..U..G.......AUAAAGGCAAAACAU.CUGAAAA.GG.UG.UGACGC
Tit-1-1 UGGUUUUUUUGUCGAAUAUAAUAAUUUAGUAGCUAAUAAUGUAAAAAAACAUUGAACUACUUAAUAUAACUUUUUUAAAUUACUAAAAUG...AUA.U.UA..U..G.......AGAAAGGCAAACCUA.CCGAAAG.GU.AA.GGACGC
Tma-2-1 UGGUUUUUUUGUCGAAUAUAAUAAUUUAGUAGCUAAUAAUGUAAAAAAACAUCGAACUACUUAACAUAACUUUUUUAAAUUACUAAAAUG...AUA.U.UA..U..G.......AGAGAGGCAAACCUA.CCGAAAG.GU.AA.GGGCGC
Dru-1-1 GUAAAAAGCAAAAAAGCAGGAAAUACAAAAACCCUAACCUCAGGGAUUGUUAAUAGACAACACCAUAGUUAAAUAAAAUAACAAGGCAAC....U..U.G...UCAG.......AUACUGGCAAACUGG.UGGAAAC.AC.CG.GGACGC
Ame-1-3 UAGCAUUUAAUUUAGAGUAAUUAUUUCAUCGGUAGUAAUGGUCUUGGUAAUACAUUGAAGCUGAGGAAGUAUAUAUGUUCAAAAAAAUAG.......A...A.U.........ACAGAGGGCAAACUUA.UCGAAAG.GU.AA.GGACGC
Dru-1-2 CAUGGAUAUUGAAAAAGAUGUAAAAAAAGGAUAGAAUGAGUAGGAAAAUAGUCCUGUCUAUGGGACUUUUUACCUAUAAAAUAAAGAGAC................G.......AUAAAGGCAAACUUA.UCGAAAG.GU.AA.GGACGC
Hhy-1-1 AUGUUGCAAUUCACCUAAUCUUAAUAAUAAUAAUUAUUUUUUGCAAUCUGAUUAUUUUUUAUGUAUAAUUAACUAAUAAUAAAAUAAAAA......................AAUAAAAGGCAAUUCAA.UCGAAAG.GU.UG.UUACGC
Csa-1-1 ACAAGUUUUACAGAGUUCAAUGCGUAUUAUUAUUACCUGAUCCAUUUAGAACAGAAGUAGCCAUUAUAAAUAAAUAGUUACUAUUAAAAA.............UAAG.......UCAAAGGAAAACCUG.U.UAAA..AA.AG.GGACGC
Pth-1-3 GUUCCGGGUGCAAAGUUUAUUUGACCGAAUAUUUAAUUUAAUAUAACCCGGUUAGUUUCAUCUGGUUUUAUUAACAAUCUUUAUUAUCAA.......A.AC..U..G.......UAAAAGGCAAACAGU.CCGAAAG.GG.CU.GGGCGC
Dme-1-4 AUUAUUAGAAAUAAUUGUUGAAAUUCUUAACCAAUAAGGUGAUAAUAAAAGAGAAAGUCGAAAAUUAAGAUAAUUAUGAGAUUAUUUCAA....A..A.CA..UUUG........UAAAGGCAAACUCA.GUGAAAG.CC.GA.GGACGC
Dru-1-3 AUCCAAUAACCUAAAAUAAAUGUAUUUUUUUAUAUAAAAAACUUAUUAAAAAUAAAAGGAUUUUAUAAUUUGUUGUUUAAUAUAGCUAAU....U..G.UU..A..A......AUAUCGGGCAAAUCUG.UCGAAAG.GC.AG.AGACGC
Chy-1-1 AGGUGUAGUGGAAAAAGUAGCACGGUAGUUAUGUCUGAAAGCUGAGGAAUAUGCUAAAAAAUUUACUAAAAUGAUAAAAACAGGUACUCC...UC..C.UU..U..G.......UCAAAGGCAAACCCG.GUGAAAG.CC.GG.GGGCGC
Mth-1-4 CCGGGGAGUAAUUUUUGAGGAAGGUUUAAAUAUUGGUUAAGGACACCGGCUAAAGGAGGAUUCUGGCGGUUUGCGGCGAAUAGAAAAAUA.........UC..CUUG.......UUAAGGGCAAACCUG.GUGAAAG.CC.AG.GGGCGC
Toc-1-1 UUUGAUAAAACCGGGCUUUAAUUUUGAUUACAUAAAAAGCAGGAAAUGGCAUAAAUAUGAAGAAUAGUAAAAAUAUGUAAAAUAAAAUUA....U..U.UC..C..G.......UCAAGGGCAAACC.G.UCGAAAG.GU.AG.GGACGC
Toc-1-2 UUUUCUGAUAUGGAAAAAUAUAGCUUGACUAUGUAAAAGUAAAAAAUGUAAAAUAUUAGUAGUUAUUUUUUGCGUAAUUCGACAUAUACC.........GC..C..G......AUAAAAGGCAAACCUG.UCGAAAG.GC.AG.GGGCGC
Pth-1-4 UGAUCAUUAUUGCUACCGAGAUAGUAGGGAUUGAUAAUGUAAACAGAUAGUUGUAUAAUUGUUGAAGAAUGUCAAAAAAUCAUAUUCACU...GU..U.UC..C..U.......AAAAGGGCAAACCAU.UCGAAAG.AA.UG.GGACGC
Dru-1-4 ACAAACAUAAUUUAUAAAUUUGGCGCAAUUUUCUUGACGAAGCUCCAGAAUAUGAUUAAAAUUUGUCUAUAAGCAAUAAUUGGAAAAAUU.......A.AAUAC..G........AAAAGGCAAACCUA.GCGAAAG.UU.AG.GGACGC
Dac-2-1 GAAGGCCAACGCUUUAGUGAUUUAUCUUUGAAAAAUAUAUAUUUAUGUGUAAAACAAGGAUUUUGUGCUAUAAUGUCUAAAAAAUAAAAA...................AUAACUAAUGGGCAAAACCAUACGAAAG.AU.GG.UGACGC
Dre-1-4 AUUUAUUUAUUAUGUACUAUUAGUAAUAAUAAGCAAUUAUUGCAGGUUUUUAAAAUAUUAUGUCGAAAUAGAACUAACUA......AUAA.........UU..U.....GAAACUGAAGGGCAAACCCGAACGAAAG.AC.GG.GGACGC
Cth-2-1 UAAAAUUGAUUUAGAUAAAAAUUAUCAUUCACAUGAAAGGAGUAUCAAAAAAGAAGAAAUUCCAAAACACACAAUUCAGUAUCCAAGCGG..................AACAUUACAAAGGCAAACCCA.UCAAAAG.AU.GG.CGACGC
Cth-4-1 UAAAAUUGAUUUAGAUAAAAAUUAUCAUUCACAUGAAAGGAGUAUCAAAAAAGAAGAAAUUCCAAAACACACAAUUCAGUAUCCAAGCGG..................AACAUUACAAAGGCAAACCCA.UCAAAAG.AU.GG.CGACGC
Ckl-1-1 GAAAGCACUUGGAUAUGACAGGCAGCAGAUCAUUGAAGUGGUAUUUCAAUAUUCCAAUGACAACUCUGAUUAUGGUUUUG.AAAAUAGAA.......U.UC..C..G......ACAAAGGGCAAACUUG.CCGAAAG.GU.AA.GGACGC
Csa-1-2 GAAAGCACUUGGAUAUGACAGGCAGCAGAUCAUUGAAGUGGUAUUUCAAUAUUCCAAUGACAACUCUGAUUAUGGUUUUG.AAAAUAGAA.......U.UC..C..G......ACAAAGGGCAAACUUG.CCGAAAG.GU.AA.GGACGC
Pth-1-5 UUAAAGCAAAAAAGUUAAAUAAAAAUUAACAAAAUACCUUGUUAAUUUGGCAUUUUUGUUAUAUUAUACUAAUAUAAAUUAUAAUAAUAU...AC..U.CAA.U..G.......AUAAUGGCAAAUCCACUCGAAAG.AU.GG.AGACGC
Ral-1-1 UGUGUGUAAUACCAAAUAUAUCUUUAAAUAAGCAGGAUACGUACAGAUUCAUUGACAAUUACAAGUACAUGGUAUAUAAUAAAAAUAUAU..................UAUAUCACAAAGGCAAAAUUG.CUGAAAG.GC.AG.UGACGC
Ddi-1-2 UAAUGGAAUUAAUUGGAAUAAUAUAAAUUUUAUGGUCGUAACUUUUAAGGAAGUGAUGCCAGUCUUAUUACUUUUCAAAGAAAAAGUUAA.......U.CAUGC..G.......ACAAGGGCAAAACUG.UUUAAAA.GC.AG.UGACGC
Eha-2-1 CUUCCCACACCUUGAAAAAGAUACGGAAAUACACUUGCAAUCCUCUGCCUGACAUGCUAUAAUAAAUUGUGAGAAUUGUAUAAAUAUUGC.........AA..AAUG........UAUCGGCAAACCCG.UCGAAAG.GC.GG.GGACGC
Eha-2-2 GCGCAAUCGGAGCUGCUUUAAUUGGCAGGCAUAACACUGAAAAAAUGCAGGUCCAAAUUUCUUAAUUUAGCAUAUAAAAUUAAAUAUCAG.........................AAAAGGCAAACUG.ACCGAAAG.GC.AG.GGGCAU
Cbu-1-2 AUUGAAAAAUAGGCAUUAUAAUGGUAAUAUGUGAAAUGUAUUGUAAUUUAUAAGGGAUAUAAAUUUAAUUACAAUCAUAAUAAUUUAAUA.......A.G...U..A.......UUAAUGGCAAAAUUA.GAGAAAU.CU.AA.UGACGC
Cbo-2-1 AUAAUACACUUCAAAGUGCCCUUACAGGUUAUACUAAAGUAUAAAUAGAUUAGGAAAAUACCAAUAAUUACAUGUAUACAACUUUCAAUA....A..A.AU..U..........UAAUAGGCAUAGCUA.GGGAAAU.CU.AG.UGACGC
Cdi-1-1 GAUUUAUGUAAAAAAAUAAUAACUUUUUAGAAAAAAGUUCCAAAGGGAUAUAGACAAUUAAAAAGAUAUAAGCUAUAAUAUAGAUAUAAA....A..U.UA.............AAUGAGGCAAAACUA.GGGAAAC.CU.AG.UCACGC
Cdi-17-1 GAUUUAUGUAAAAAAAUAAUAACUUUUUAGAAAAAAGUUCCAAAGGGAUAUAGACAAUUAAGAAGAUAUAAGCUAUAAUAUAGAUAUAAA....A..U.UA.............AAUGAGGCAAAACUA.GGGAAAC.CU.AG.UCACGC
Cdi-18-1 AGAUUUAUGUAAAAAAAUAAUAACUUUUUAGAAAAAAAUUCUAAAGAGCAUAGACAAUUAAAAAGAUAUAAGCUAUAAUAUAGAUAUAAA....A..U.UA.............AAUGAGGCAAAACUA.GGGAAAC.CU.AG.UCACGC
Cdi-15-1 GAUUUAUGUAAAAAAAUAAUAACUUUUUAGAAAAAAGUUCCAAAGGGAUAUAGACAAUUAAAAAGAUAUAAGCUAUAAUAUAGAUAUAAA....A..U.UA.............AAUGAGGCAAAACUA.GGGAAAC.CU.AG.UCACGC
Cbo-5-1 AGAGACUUUUUUGAAAAAAUUUUUAAAAUAUUUUGUUUUAUUUUGAAAAAGUAUGGAAAAUAGGUUAUAAUAUAGUUAUA.UUAUGUAAU.......A.CAAUU..G........AAUAGGCAAAAUUA.ACGAAAG.UU.AG.UGACGC
Cbo-2-2 UUGGGGAUUUUGUUAGAAAGUUAAAAAAAUUUUUGUUUUAUUUUGACAAAUCAUGGGAAAUAGAUUAUAAUAUAGUUAUAAUAUGUAAUA....U..A.AC..U..G........AAUAGGCAAAACUA.AUUAAAG.UU.AG.UGACGC
Cpe-6-1 AUAAGUCUUUUUCCACAAUAUUAUAUAAAAAUUUGUAAUAUCUUAUAUUGAAUAGAAGAUUAAAUUUUUGUAUUAUAUAAAUACUAAAAA..........UAAU..........AUAUUGGCAAAUCUA.GAGAAAU.UU.AG.AGACGC
Cpe-5-1 AAACAAGUCGUUUUUUAUAAUAUUACAUAAAAAAUUAGAAUAUCUUAUAUUGAAUAUAGGAUUAAAUUUUUGUAUUAUAU.A...............A.AUA.CUA.AAAUAAUAUAUUGGCAAACCUA.GGGAAAU.CU.AG.AGACGC
Cpe-1-1 AAACAAGUCGUUUUUUAUAAUAUUACAUAAAAAAUUAGAAUAUCUUAUAUUGAAUAUAGGAUUAAAUUUUUGUAUUAUAU.A...............A.AUA.CUA.AAAUAAUAUAUUGGCAAACCUA.GGGAAAU.CU.AG.AGACGC
Cpe-7-1 AAACAAGUCGUUUUUUAUAAUAUUACAUAAAAAAUUAGAAUAUCUUAUAUUGAAUAUAGGAUUAAAUUUUUGUAUUAUAU.A...............A.AUA.CUA.AAAUAAUAUAUUGGCAAACCUA.GGGAAAU.CU.AG.AGACGC
Cpe-2-1 AAACAAGUCGUUUUUUAUAAUAUUACAUAAAAAAUUAGAAUAUCUUAUAUUGAAUAUAGGAUUAAAUUUUUGUAUUAUAU.........A.......A.AUA.CUAA.AAUAAUAUAUUGGCAAACCUA.GGGAAAU.CU.AG.AGACGC
Cpe-4-1 AAACAAGUCGUUUUUUAUAAUAUUACAUAAAAAAUUAGAAUAUCUUAUAUUGAAUAUAGGAUUAAAUUUUUGUAUUAUAU.........A.......A.AUA.CUAA.AAUAAUAUAUUGGCAAACCUA.GGGAAAU.CU.AG.AGACGC
Cpe-3-1 AAACAAGUCGUUUUUUAUAAUAUUACAUAAAAAAUUAGAAUAUCUUAUAUUGAAUAUAGGAUUAAAUUUUUGUAUUAUAU.........A.......A.AUA.CUAA.AAUAAUAUAUUGGCAAACCUA.GGGAAAU.CU.AG.AGACGC
Cdi-1-2 AUAUAAAUGUUAUUUUUUUAUAAUUUAAUGUAAAAAAAUUGUAUUAAAAAGUUUAAAUAUAGUAUAAAAUGGGUAAGAAA...................GU..AGU..GAAAAUUAAAUGGCAAAAUUA.GGGAAAU.CU.AA.UGACGC
Cdi-17-2 AUAUAAAUGUUAUUUUUUUAUAAUUUAAUUUAAAAAAAUUGUAUUAAAAAGUUUAAAUAUAGUAUAAAAUGGGUAAGAAA...................GU..AGU..GAAAAUUAAAUGGCAAAAUUA.GGGAAAU.CU.AA.UGACGC
Cdi-15-2 AUAUAAAUGUUAUUUUUUUAUAAUUUAAUGUAAAAAAAUUGUAUUAAAAAGUUUAAAUAUAGUAUAAAAUGGGUAAGAAA...................GU..AGU..GAAAAUUAAAUGGCAAAAUUA.GGGAAAU.CU.AA.UGACGC
Cdi-10-2 AUAUAAAUGUUAUUUUUUUAUAAUUUAAUCUAAAAAAAUUGUAUUAAAAAGUUUAAAUAUAGUAUAAAAUGGGUAAGAAA...................GU..AGU..GAAAAUUAAAUGGCAAAAUUA.GGGAAAU.CU.AA.UGACGC
Cdi-18-2 CAAAAAUUUCAUGUAAUUGUUGAUUAUAAGUUUUAUUUGUGUUAUCAUUCUAUAAAACAGAUUGAUAUGAUAUUAAAAAUGCAAACGCAA.......A.AC..U..U........AAUAGGCAAACCUA.GAGAAAU.CU.AG.GGACGC
Cdi-1-3 AAUAUUAGAAAUUAAAUUAAAAAAUUACAUAAAAAAAAUACUUAAAAAAAUAUUUAAAAAAUUUGUUAUUUAUUGUAUACUUAAGUUAAA.......A.C...U..........AAAUAGGCAAAUCUA.GAGAAAU.CU.AG.UGACGC
Cdi-10-3 UUGGUAACUAAAUAUAAAAUAUAAAAUAUUUGAUUAUAAACAAAAAAGAUAUUUAAAAAAUUUGUUAUUUAUUGUAUACUUAAGUUAAAA.............C..U.......AAAUAGGCAAAUCUA.GAGAAAU.CU.AG.UGACGC
Cdi-17-3 AUAUUAAAAAUUAAAUUAAAAAAUUAUAUAGAAAAAAUACUUAAAAAAAUAUUUAAAAAAUUUGUUAUUUAUUGUAUACUUAAGUUAAAA.............C..U.......AAAUAGGCAAAUCUA.GAGAAAU.CU.AG.UGACGC
Cdi-2-3 UUGCUAACUAAAUAUAAAAUAUAAAAUAUUUGAUUAUACACAAAAAAGAUAUUUAAAAAAUUUGUUAUUUAUUGUAUACUUAAGUUAAAA.............C..U.......AAAUAGGCAAAUCUA.GAGAAAU.CU.AG.UGACGC
Cdi-12-3 UUGGUAACUAAAUUUAAAAAAUAAAAUAUUUAAUUAUACACAAAAAAGAUAUUUAAAAAAUUUGUUAUUUAUUGUAUACUUAAGUUAAAA.............C..U.......AAAUAGGCAAAUCUA.GAGAAAU.CU.AG.UGACGC
Cdi-15-3 UUGGUAACUAAAUUUAAAAAAUAAAAUAUUUAAUUAUACACAAAAAAGAUAUUUAAAAAAUUUGUUAUUUAUUGUAUACUUAAGUUAAAA.............C..U.......AAAUAGGCAAAUCUA.GAGAAAU.CU.AG.UGACGC
Cdi-16-3 UUGGUAACUAAAUUUAAAAAAUAAAAUAUUUAAUUAUACACAAAAAAGAUAUUUAAAAAAUUUGUUAUUUAUUGUAUACUUAAGUUAAAA.............C..U.......AAAUAGGCAAAUCUA.GAGAAAU.CU.AG.UGACGC
Cdi-10-4 AUUACGUUCAUACCUAUAAAUUUAUUCAAUUUUCAAACAAUCUUGUUGAAUAAUAACUAAUUCUAUUGUAUUAUUUAGUUAUAGAAUAAA.....................ACUAAAUCGGCAAAACUA.GAGAAAU.CU.AG.UGACGC
Cdi-1-4 AUUACGUUCAUACCUAUAAAUUUAUUCAAUUUUCAAACAAUCUUGUUGAAUAAUAACUAAUUCUAUUGUAUUAUUUAGUUAUAGAAUAAA.........AC..U..........AAAUCGGCAAAACUA.GAGAAAU.CU.AG.UGACGC
Cdi-1-5 UUGUUAAGAUACUGUUAAAUAUUUCAAUUUUCUGACAAGUAUGUUGAACAAUAACUUAUCCUAGUGUAUUAUUUUAGUUG.UAGAAUAAA.........AC..U..........AAAUCGGCAAAACUA.GAGAAAU.UU.AG.UGACGC
Cdi-17-4 UUGUUAAGAUAUUGUUAAAUAUUUCAAUUUUCUGACAAGUAUGUUGAACAAUAACUUAUCCUAGUGUAUUAUUUUAGUUG.UAGAAUAAA.........AC..U..........AAAUCGGCAAAACUA.GAGAAAU.UU.AG.UGACGC
Cdi-8-5 AACGUUCAUAUUUGUAAAUUUAUUUAAUUUUCAAAUAAGUAUAUUGAAUAAUAAGCAAUUCUAUUGUAUUAUUGUAAUUG.UAGAAUAAA.........AC..U..........AAAUCGGCAAAACUA.GAGAAAU.UU.AG.UGACGC
Cdi-10-5 UUGUUAAGAUAUUGUUAAAUAUUUCAAUUUUCUGACAAGUAUGUUGAACAAUAACUUAUCCUAGUGUAUUAUUUUAGUUG.UAGAAUAAA.........AC..U..........AAAUCGGCAAAACUA.GAGAAAU.UU.AG.UGACGC
Cdi-11-5 UAACGUUCAUAUUUGUAAUUUAUUUAAUUUUCAAAUAAGUAUAUUGAAUAAUAAGCAAUUCUAUUGUAUUAUUGUAAUUGUAGAAUAAAA.........C...U..........AAAUCGGCAAAACUA.GAGAAAU.UU.AG.UGACGC
Cdi-1-6 AACGUUCAUAUUUGUAAAUUUAUUUAAUUUUCAAAUAAGUAUAUUGAAUAAUAAGCAAUUCUAUUGUAUUAUUGUAAUUGUAGAAUAAAA.........C...U..........AAAUCGGCAAAACUA.GAGAAAU.UU.AG.UGACGC
Cdi-17-5 AACGUUCAUAUUUAUAAAUUCAUUUAAUUUUCAAAUAAGUAUAUUGAAUAAUAAGCAAUUCUAUUGUAUUAUUGUAAUUGUAGAAUAAAA.........C...U..........AAAUCGGCAAAACUA.GAGAAAU.UU.AG.UGACGC
Cdi-8-6 GAGAAAUAAAAUAUUUUUUAAUUUUAAAUUUUUAAUAUGCACCUUGAAAAAAGAAACGUUUUCCUAUAUUAUGGUAAUAG.UAGAAUAAA.......A.C...U..........AAAUAGGCAAAACUA.GAGAAAU.UU.AG.UGACGC
Cdi-10-7 GAAAUAAAAUAUUUUUUAAUUUUUAAAUUUUUUAAUAUGCACCUUGAAAAAAGAAACGUUUUCCUAUAUUAUGGUAAUAG.UAGAAUAAA.......A.C...U..........AAAUAGGCAAAACUA.GAGAAAU.UU.AG.UGACGC
Cdi-18-3 AAAUAAAAUAUUUUUUUAAUUUUUAAAAUCUUUAAUAUGUAGCUUGAAAAACAAAACGUUUUCCUAUAUGAUGGUAAUAG.UAGAAUAAA.......A.C...U..........AAAUAGGCAAAACUA.GAGAAAU.UU.AG.UGACGC
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Cdi-15-6 AAAUAAAAUAUUUUUUUAAUUUUUAAAUUUUUUAAUAUGCACCUUGAAAAAAGAAACGUUUUCCUAUAUUAUGGUAAUAG.UAGAAUAAA.......A.C...U..........AAAUAGGCAAAACUA.GAGAAAU.UU.AG.UGACGC
Cdi-1-7 AAAUAAAAUAUUUUUUUAAUUUUUAAAUUUUUUAAUAUGCACCUUGAAAAAAGAAACGUUUUCCUAUAUUAUGGUAAUAG.UAGAAUAAA.......A.C...U..........AAAUAGGCAAAACUA.GAGAAAU.UU.AG.UGACGC
Cdi-17-6 AAAUAAAAUAUUUUUUUAAUUUUUAAAUUUUUUAAUAUGCACCUUGAAAAAAGAAACGUUUUCCUAUAUUAUGGUAAUAG.UAGAAUAAA.......A.C...U..........AAAUAGGCAAAACUA.GAGAAAU.UU.AG.UGACGC
Cdi-4-6 GAAAUAAAAUAUUUUUUAAUUUUUAAAUUUUUUAAUAUGCACCUUGAAAAAAGAAACGUUUUCCUAUAUUAUGGUAAUAG.UAGAAUAAA.......A.C...U..........AAAUAGGCAAAACUA.GAGAAAU.UU.AG.UGACGC
Cdi-18-4 UUUAACAUUAAUAUAUAAAUUUAUUAAUUUUUCAGCUAGAUAUGUUGAAUAAUAACUAAUUCUAUUGUAUUAUUAGUUUG.UAGAAUAAA.......A.C...U..........AAAUCGGCAAAACUA.GAGAAAU.UU.AG.UGACGC
Cdi-15-7 UUUAACGUUCAUAUAUAAAUUUAUUAAUUUUUCAGCUAGAUAUGUUGAAUAAUAGCUAAUUCUAUUGUAUUAUUAAUCUG.UAGAAUAAA.......A.C...U..........AAAUCGGCAAAACUA.GAGAAAU.UU.AG.UGACGC
Cdi-1-8 UUUAACGUUCAUAUAUAAAUUUAUUAAUUUUUCAGCUAGAUAUGUUGAAUAAUAACUAAUUCUAUUGUAUUAUUAAUCUG.UAGAAUAAA.......A.C...U..........AAAUCGGCAAAACUA.GAGAAAU.UU.AG.UGACGC
Cdi-17-7 UUUAACGUUUGUAUAUAAAUUUAUUAAAUUUUCAGCUAGAUAUGUUGAAUAAUAACUAAUUCUAUUGUAUUAUUAAUCUG.UAGAAUAAA.......A.C...U..........AAAUCGGCAAAACUA.GAGAAAU.UU.AG.UGACGC
Cdi-8-7 UUGUUAAGAUACUGUUAAAUAUUUCAAUUUUCUGACAAGUAUGUUGAACAAUAACUUAUCCUAGUGUAUUAUUUUAGUUG.UAGAAUAAA.......A.C...U..........AAAUCGGCAAAACUA.GAGAAAU.UU.AG.UGACGC
Cdi-18-5 AACGUUCAUAUUUAUAAAUUUAUUUAAUUUUCAAACAAGUAUAUUGAAUAAUAAUCAAUUCUAUUGUAUUAUUGUAAUUGUAGAAUAAAA.............C..U.......AAAUCGGCAAAACUA.GAGAAAU.UU.AG.UGACGC
Cdi-2-9 AUUAUUCAUUCCUAUAAAUUUAUUCAAUUUUCAAACAAUCUUGUUGAAUAAUAACUAAUUCUAUUGUAUUAUUUUAGUUGUAGAAUAAAA.............C..U.......AAAUCGGCAAAACUA.GAGAAAU.UU.AG.UGACGC
Cdi-10-9 AUUAUUCACAUCUACAAAUUUAUUUAAUUUUCAAACAAUCUUGUUGAACAAUAACUAAUUCUAUUGUAUUAUUUUAGUUGUAGAAUAAAA.............C..U.......AAAUCGGCAAAACUA.GAGAAAU.UU.AG.UGACGC
Cdi-2-10 AUUAUUCACAUCUACAAAUUUAUUUAAUUUUCAAACAAUCUUGUUGAACAAUAACUAAUUCUAUUGUAUUAUUUUAGUUGUAGAAUAAAA.............C..U.......AAAUCGGCAAAACUA.GAGAAAU.UU.AG.UGACGC
Cdi-17-8 UAUGUUCAUAUCUGUAAAUUUAUUCAAUUUUCAAACAAUCUUGUUGAAUAAUAACUAAUUCUAUUGUAUUAUUUUAGUUGUAGAAUAAGA.............C..U.......AAAUCGGCAAAACUA.GAGAAAU.UU.AG.UGACGC
Cdi-2-11 AAUAUUCAUAUCUAUAAAUUUAUUUAACUUUCAAACAAUCCUGUUGAAUAAUAACUAAUUCUAUUGUAUUAUUUUAGUUGUAGAAUAAAA.............C..U.......AAAUCGGCAAAACUA.GAGAAAU.UU.AG.UGACGC
Cdi-1-9 AAUGUUCAUAUCUAUAAAUUUAUUUAACUUUCAAACAAUCCUGUUGAAUAAUAACUAAUUCUAUUGUAUUAUUUUAGUUGUAGAAUAAAA.............C..U.......AAAUCGGCAAAACUA.GAGAAAU.UU.AG.UGACGC
Cdi-15-8 AAUGUUCAUAUCUAUAAAUUUAUUUAACUUUCAAACAAUCCUGUUGAAUAAUAACUAAUUCUAUUGUAUUAUUUUAGUUGUAGAAUAAAA.............C..U.......AAAUCGGCAAAACUA.GAGAAAU.UU.AG.UGACGC
Cdi-1-10 AUACUAUUCAUACCUAUAAAUUUAUUUAAUUUUCAAACAACCUUGUUGAACAUUAACUAAUUCUAUUGUAUUAUUUUAGUUGUAUAACAA.......A.AC..U..........AAAUCGGCAAAACUA.GAGAAAA.UU.AG.UGACGC
Cdi-1-11 AUAACUUUCAUAUCUAUAAAAUUAUUUAACUUUCAAACUAUCCUGUUGAAUAAUAACUAAUUCUAUUGUAUUAUUUUAGUUGUAUAACAA.......A.AC..U..........AAAUCGGCAAAACUA.GAGAAAA.UU.AG.UGACGC
Csp-1-1 UUAUAAAAUAUAUGGAUAAAUAUGUGAUUUUAUGUUAAAAUACGGAUAAUAAAUUUUAAAAUAAUUAAAAUUUAUUUUAAAGUUAUAAAA......................UUAAAUAGGCAAACUUA.GAGAAAU.UU.AA.GGACGC
Cpe-8-1 UUAAGUUUUUGUAUAAAUUAUUAAAAAAUGCUCAUUUAUAUUAAAUUUAUUAUAAAGACUAUAAAAUUAAAAGAAAUUAU.GAUAUUAUA.......A.CU..UU.......AAAAUUCGGCAAAAUUA.GAGAAAU.CU.AA.UGACGC
Cpe-3-2 UAAGUUUUUGAAUAAAUUAUUAAAAAAAUGCUUAUUUAUAUUAAAUUUAUUAUAAAGACUAUAAAAUUAAAAGAAAUUAU.GAUAUUAUA.......A.CU..U.....UAAAAAAAUGGGCAAAAUUA.GAGAAAU.CU.AA.UGACGC
Cpe-2-2 AAGUUUUUGGAUAAAUUAUUAAAAAAAAUGCUUAUUUAUAUUAAAUUUAUUAUAAAGACUAUAAAAUUAAAAGAAAUUAU.GAUAUUAUA.......A.CU..U.....UAAAAAAAUGGGCAAAAUUA.GAGAAAU.CU.AA.UGACGC
Cpe-9-1 AAGUUUUUGAAUAAAUUAUUAAAAAAAAUGCUUAUUUAUAUUAAAUUUAUUAUAAAGACUAUAAAAUUAAAAGAAAUUAU.GAUAUUAUA.......A.CU..U.....UAAAAAAAUGGGCAAAAUUA.GAGAAAU.CU.AA.UGACGC
Cpe-1-2 AAGUUUUUGGAUAAAUUAUUAAAAAAAAUGCUUAUUUAUAUUAAAUUUAUUAUAAAGACUAUAAAAUUAAAAGAAAUUAU.GAUAUUAUA.......A.CU..U.....UAAAAAAAUGGGCAAAAUUA.GAGAAAU.CU.AA.UGACGC
Cpe-4-2 AAGUUUUUGGAUAAAUUAUUAAAAAAAAUGAUUAUUUAUAUUAAAUUUAUUAUAAAGACUAUAAAAUUAAAAGAAAUUAU.GAUAUUAUA.......A.CU..U.....UAAAAAAAUGGGCAAAAUUA.GAGAAAU.CU.AA.UGACGC
Cpe-5-2 AAGUUUUUGGAUAAAUUAUUAAAAAAAAUGCUUAUUUAUAUUAAAUUUAUUAUAAAGACUAUAAAAUUAAAAGAAAUUAU.GAUAUUAUA.......A.CU..U....UAAAAAAAAUGGGCAAAAUUA.GAGAAAU.CU.AA.UGACGC
Cdi-1-12 UGAUUAUUAUUAAUUAAAAAUUUAAUUUAUAUUUAAAUAAUAUAAAAUUUGAGGUAAUAUUAUUUUUUAAUUGUUCAAAUUAUGUUAUUA.......U.UC..A..G.......AUAUAGGCAAUAUUA.GAUAAAU.CU.AA.UGACGC
Cdi-17-9 UGAUUAUUAUUAAUUAAAAAUUUAAUUUAUAUUUAAAUAAUAUAAAAUUUGAGGUAAUAUUAUUUUUUAAUUGUUCAAAUUAUGUUAUUA.......U.UC..A..G.......AUAUAGGCAAUAUUA.GAUAAAU.CU.AA.UGACGC
Cdi-15-9 UGAUUAUUAUUAAUUAAAAAUUUAAUUUAUAUUUAAAUAAUAUAAAAUUUGAGGUAAUAUUAUUUUUUAAUUGUUCAAAUUAUGUUAUUA.......U.UC..A..G.......AUAUAGGCAAUAUUA.GAUAAAU.CU.AA.UGACGC
Cdi-2-12 UGAUUAUUAUUAAUUAAAAAUUUAAUUUAUAUUUAAAUAAUAUAAAAUUUGAGGUAAUAUUAUUUUUUAAUUGUUCAAAUUAUGUUAUUA.......U.UC..A..G.......AUAUAGGCAAUAUUA.GAUAAAU.CU.AA.UGACGC
Cdi-18-6 UGAUUAUUAUUAAUUAAAAAUUUAAUUUAUAUUUAAUUAAUAUAAAAUUUGAGGUAAUAUUAUUUUUUAAUUGUUUAAAUUAUGUUAUCA...................UUCAUAUAUAGGCAAUAUUA.GAUAAAU.CU.AA.UGACGC
Dac-1-9 UUCACAAAAAAUACUAUCAACUAUAUACAAUAGGAUAUAAUUAUAAUAUACUAUAUAUAAUGAAAAAUUGAAUUUUGACUUAAGUUCAAA.....G.A.AU..U..G.......AAAAGGGCAAACUUA.UCGAAAG.AU.AA.GGACGC
Ace-1-2 UCAUUCAACUCAAGCAUGUAAUUUUUUUAAAGCAUUGAAUUAUGUUUGGUUUUAUAGUAUAAUAGUAUUAAGAACAAUUUAAUUUGCAAU....C..A.UU..U..G.......UAAAAGGCAAAUCUA.UCGAAAG.AU.AG.AGACGC
Cth-2-2 AGCCAAAAAAAUCUCCAUAAUUUUAUAAAAAGUGAUUGAAAUUCCACUAGUUUUGAGGUAUAAUAUAAUUGUAGACAAGUAAAUAUUGUA.........CU..UUUG.......AAAAGGGCAAAUCUA.UCGAAAG.AU.AG.AGACGC
Cth-1-2 AGCCAAAAAAAUCUCCAUAAUUUUAUAAAAAGUGAUUGAAAUUCCACUAGUUUUGAGGUAUAAUAUAAUUGUAGACAAGUAAAUAUUGUA.........CU..UUUG.......AAAAGGGCAAAUCUA.UCGAAAG.AU.AG.AGACGC
Dgi-1-2 AAAAAUGCUGGUGUAUUAGAAUGAACUUAAUAUAAAGGAUGAAGUUUUGGAUAAAAGCAAGAAAUUUAAUAUACUUAUAAAGUAAAUAGC.....A.A.A.U.U..G.......AUAAAGGCAAAUCCG.UCGAAAG.GC.GG.AGACGC
Dyo-1-2 UUAAGGAAAAGACUCUCUGUAAUUCCGGGCUAAAAGGUUGAAAAGAGACGACUAAAUGUGCCGUUGAAUAGGAAAUGUACAAGAACUUAC.....A.A.AU..U..G.......AUAAAGGCAAAUCCA.UCGAAAG.GU.GG.AGACGC
Cas-1-2 AGGAAGGGAGGGCAGAGGGCCCGGCGGGGGGAAGGUUGUGAUCCACAGGAAAGCGCGGGAAUGGCGAAGCGCUUUUAAGUUGCAUACACA.......U.UAGAC..U.......AUAAAGGCAAACCCG.UCGAAAG.GC.GG.CGGCGC
Tpo-1-9 AAAAGUCCUAAAAAAAUUGAGACUACAGUAGAAUACAAGAAAACCAGGCAGAAUGAUACAAUAUAAUUAGCUAAAAAGCAAAAAAUUAAA........ACCA.C..G.......AUAAAGGCUAAGCCG.UCGAAAG.AC.GG.UGGCGC
Cth-4-3 GAAACCCUUUAUUUUUUAAAAAUGCUGUGCUAUAAUAAAAGUAAGUUCAAUAUUUCCUCCCGAAAAAGGUAUAAGGAGAUAUAAACUGUG...AC..U.UA..U..G......AAACAGGGCAAAAUCA.UCGAAAG.GU.GA.UGACGC
Cth-1-3 GAAACCCUUUAUUUUUUAAAAAUGCUGUGCUAUAAUAAAAGUAAGUUCAAUAUUUCCUCCCGAAAAAGGUAUAAGGAGAUAUAAACUGUG...AC..U.UA..U..G......AAACAGGGCAAAAUCA.UCGAAAG.GU.GA.UGACGC
Ccl-1-2 CGGUGCUAUAACAUCUUCACCAACUGUGUUAUAAUAAAAUUGUAACACAUUCUACCUCCCUUAAACGUCAGGUAUAAGGAGAUAAAUAGA....C..U.UA..U..G......AAACAGGGCAAAAUCA.UUGAAAG.AU.GA.UGACGC
Cth-2-3 AAACCCUUUAUUUUUUAAAAAUGCUGUGCUAUAAUAAAAGUAAGUUCAAUAUUUCCUCCCGAAAAAGGUAUAAGGAGAUAUAAACUGUGA.........CU..UAUG......AAACAGGGCAAAAUCA.CCGAAAG.GU.GA.UGACGC
Cth-3-3 AAACCCUUUAUUUUUUAAAAAUGCUGUGCUAUAAUAAAAGUAAGUUCAAUAUUUCCUCCCGAAAAAGGUAUAAGGAGAUAUAAACUGUGA.........CU..UAUG......AAACAGGGCAAAAUCA.CCGAAAG.GU.GA.UGACGC
Ccl-1-3 AUACUUUAUUUUCACACUAUCCUAUGCUAUAAUAAAAAUAGUAGUACAAUAUUUCCUCCCGAUCACGGUAUAAGGAGAUAUAAAUAGUGA.........CU..UAUG......AAACAGGGCAAAGUCG.UUGAAAA.AC.GG.CGGCGC
Ace-1-3 ACACUUUAUUUUUAAUUCGCCCUGUGCUAUAAUAAAUAUUGUAGUACAAUAUUUCCUCCCGAUCACGGUAUAAGGAGAUAUAAAUAGUGA.........CU..UAUG......AAACAGGGCAAAGUCG.UUGAAAG.AC.GG.CGACGC
Ccl-1-4 ACAAAAUGUACAGUAAUAUUUUACUCUGUUAUAAUAAUAUCGUACAUUAUACUCCCCUUUAUAUUUGGUAUAAGGAGAUAUAAAUAGUGA.........CU..UAUG......AAACAGGGCAAAAUUG.CCGAAAG.GC.AA.UGACGC
Ace-1-4 CGAAAUGUACAGUAAUUUUUUACUAUGUUAUAAUAAUAUUGUACAUUAUACUCCCCUUUAUAUUUGGGUAUAAGGAGAUAUAAAUAGUGA.........CU..UAUG......AAACAGGGCAAAGUUG.UCGAAAG.GC.AA.UGACGC
Ace-1-5 CUAUGUUUUAAACCCUGUACAAUCUAUGCUAUAAUAAAAAUGUAAUACAUUCUACCUCCCUUAAACCUAAGGUAUAAGGAGAUAAAUAGG.........CU..UAUG......AAACAGGGCAAAAUCA.UUGAAAA.AU.GA.UGACGC
Hor-1-1 ACUUAUAUAAGGUAUGGCAGCCGGGUUACCGAAGGUAGGAGAUAGUGGAAAAACCUGCCGGGUCUGGGCAGGUUUUUUCUAUUCCUUCUA....C..C.U.C.C..G.......GAAAUGGUAAACCCA.UCGAAAG.GU.GG.GGACAC
Dac-1-10 AUUGAUUAUUCUUUGUAACUUGUUAAUGCUCUAAAUUUCGACAGAAUAUUCAAUUUGCAGAUGUUACAAUAAGGCAGAUAAGGAUUUUAG.......A.CUA.GCAG........CAAAGGCAAACUUG.GCGAAGG.CC.AA.GGACGC
Dde-1-2 UUUCAAAUUGUAAUAAUUUAUAGUAGAAUUGAUUAGGUAAUACCACAUACCACAUACCACAUACCAUUAUACUUAGAUAUACUUCCUUAU.....A.U.U.G.C..G.......ACAAAGGCAAACUUA.GCGAAAG.CU.GA.GGACGC
Dha-1-1 AAUUAUCUUUCAAAUUGUAGUAAUUUGUAGUAGAAUGAUUGAGGUAAUACCUCAUACAACAUACCAAUGUGGCUGGAUAUCUUUAAUUAU.....A.U.U.G.C..G.......ACAAAGGCAAACUUA.GUGAAAG.CU.AA.GGACGC
Dha-2-1 AAUUACCUUUCAAAUUGUAGUAAUUUGUAGUAGAAUGAUUGAGGUAAUACCUCAUACAACAUACCAAUAUGGCUGGAUAUCUUUAAUUAU.....A.U.U.G.C..G.......ACAAAGGCAAACUUA.GUGAAAG.CU.AA.GGACGC
Dor-1-3 GGCAGAAAUUAAAAUUACAUAACCUUCGCUUUUUCGACAUAAAUCUAAUAUUUAACGUGAUAUAAUGACUUAAAAGUUGAAAAUUAGUAC....U..G.UUG.C..G.......AUAAAGGCAAACUUA.GUGAAAA.CU.AA.GGACGC
Dac-1-11 GAGUAAUUAUUUAUUCCCUACUGUUUAUUUCGACAUAAAAUUUGUAUGAUUCGUGGUAUAAUUUCUACAAUUUAAAUAUUGCUAAUAUCU.......A.CUAGC..G.......AUAAAGGCAAACUUA.GUGAAAA.CU.AA.GGACGC
Mth-1-5 UGGUUUUGUUUCCCAUAAAAAGGCUAAAAGAGCGAUAAAAAACUAAUUCUCCACCCCCUAGACUAAAAAAUUUGCAAAUCAGUAGAAGGC...UU..U.AG..U..G.......UAAAAGGCAAACCAC.CUGAAAG.GG.UG.GGACGC
Dku-1-6 UUUUUCGCUGGUCGAAAAUUUUCUGUGUUCUGGCGGUGUUGAAUCAGCCUUUUAAGUGUUAAAUUAAAAUUAAAAACUUUAAUUGUCUUU....A..U.UG..U..G.......UUAAAGGCAAACCAC.UCGAAAG.GG.UG.GGGCGC
Sli-1-1 UUAGGGACGGGCUGGUCCAUAUAAUGAAACGGUUGCCAGGGUAGCCAGAAUGCGGUUAUAAUAUCGUGGAAGUAGCCUGAAUACAUAACA.......................ACUAAGGGCAAACUCA.CCGAAAG.GU.GA.GGGCGC
Dme-1-5 GUUCUAAUAAUCGCGCGUACUUAUUAUUUUCGACAAAUUUGGAUUUUUCUCUCUAUUUUUCCAUGGUAUAAUAACCAUGUUUUUGCUAGG....U..U.CAA.A..G.......AAAAAGGCAAACCCG.UUGAAAA.GC.GG.GGACGC
Csa-1-3 UGUCCGUCAUACGUCCAGUAAAAACACUUAAUAAAAUGAGCGUUACAGAUAUUGUUAACACACAAUGAAAUAGCAUAAAAAUUAAACAGU.........GUA.AUU........UUAAGGGCAAACUUG.CCGAAAG.AC.AA.GGACGU
Sgl-1-2 AAAAUAAAACAAAAAAGGAAGGAAAAAUUAAAAAUAAGUCGAAAUAUAAAAAUUGAAAAAUAAUGAAUGCCAAUUUUUAAUAAAAAGGGU....U....GG..AAUA.......UUAAGGGCAAACCUG.UGGAAAU.GC.AG.GGACGC
Dal-1-1 UAUGGCAUAAUCAACGUACUAUUCAGAAAUUUUUUAUAUUUUUAUAAUUAGUUUUGUUCAUUUUGGUCUCUGGUGUGACGAAUAUCGUAA..........AA.GGUG.......AAAAAGGCAAACGUU.CUGAAAG.GA.AC.GGGCGC
Dac-2-2 UGUGUGUAUCCGUCAAGUUAUCCUAAUAUCUCUCUAUAUUUAGACAGAUGUGUUUACUUCUUGAUGAAUUUAAGUUAAAAUAGUAAAAAU.........AG..CCUU........AGAGGGCAAAUCUG.GCGAAAG.CC.AG.AGACGC
Toc-1-3 GGCAAUUGCGUGAAAAGGGAUUAAUUCACCCGGAUUUAUAUCAAUUGAAGAAGGAUUUUGGAUAAUUUUGCCGAAUUAAAUUUAUAAAAA....U..C.CC..U..G.......UAAAGGGCAAACCCG.GUGAAAG.CC.GG.GGGCGC
Eha-1-2 CUAAAACUAACAUAAAAAAAUAUACAGAUUUUUUAUCCGGAAUUAUUGACGUAUAAAUAACUUCAUGGUAUUUUAUUUUUGAUAAAAAUG....G..A.AA..UUAU.......UUAAAGGCAAAUCUG.CUGAAAG.GC.AG.GGACGC
Csp-4-1 GAUUUUUUAUGAAGUAAAAUAUGUGUAGAUUUUUUUAAAAAAUUAUUGACGUGCGGAAAACCGUGUGGUAUCUUCUUUUG......AAGA.......A.AG..A..G.AUUAUUUUAAAGGCAAACCUG.UUGAAAA.GC.AG.GGGCGC
Dfo-2-1 CAAAAACAGAAGUAAAAUAUGUGUAGAUUUUUUGAAAAAAAUUAUUGACGUGAGGAAAACCAUGUGGUAUGUUUUUUUGGAAAAAAAGAG.......A.UU..AUU........UUAAAGGCAAACCUG.UUGAAAG.GC.AG.GGGCGC
Cco-1-1 CGAUAAAGCCCUAAAAUACGGGAUAUAUCGGCAUUUACCAACUUAUGAAAAGAUAAUCAGAAAUUUAGUAAGUUUUGUUUUAAAAAAGAG.......A.UU..AUU........UUAAAGGCAAACCUG.UUGAAAG.GC.AG.GAGCGC
Lba-2-1 AGAUUUUUUAUGAAGUAAAAUAUGUGUAGAUUUCUUAAAAAAAUUAUUGACGUGCGGAAAACUGUGUGGUAAGGUCUUUUGAAGAAAGAG.......A.UU..AUU........UUAAAGGCAAACCUG.UUGAAAG.GC.AG.GGGCGC
Ova-1-2 UGCUGCUGAUCAACAGCACGCUGAAUCAGGAACAGGCCAAAGAGGGCGCAUGAAUUCCCGGCGGAUGGAUGUACGGGAGAUUACAAGAUA....A..U.CU..U..G........AAGGGGCAAACCGC.CUGAAAA.GA.CG.GGACGC
Ame-1-4 UAUGUUAUAUAAAUAUAGGCAAAUAGUCCUGAUUAAAUUGAGUAUACAUACUUAAAAGUAGUAAUGGUACUUGAAAAUAU...AUAAUUG....U..A.UA..UUAG........UAAAGGCAAAACCA.UUGAAAG.AU.GG.UGACGC
Ame-1-5 AGUAUGAUUGUAGAAAUAAGAACAAAGUCCUACUUCCAAUAGGACUUUGUAUCUGAAAAUUAGCAAUAUUUCUUAAAAAUUCAUUUUUAA...AA..A.UA..A..G........UAAAGGCAAAACCA.UCGAAAG.AU.GG.UGACGC
Csp-3-5 CCUAAUAUUUGUUCUUUUUUUGUGCAAAUAAGUAAUUUUUAUUGAAAAACCAAGAAAUAAAUGGUAAUAUAGAAUAUAAGCGAGUAAUUA....U..A.AA..U..G.......AAACUGGCACACUUA.UUGAAAA.AU.AA.GGUCGC
Cbe-1-2 UUUUACAAUAUUGUGACUUAAAUUUAGUGUAUAUAAGUUGAAAAAUGUUGUAAAAGAUGUAAUAAUAGAAUAAAAAUGAA.AAAAAUAUA.......A.UA..U..........CAAUAGGCACACUUA.UUGAAAA.AU.AG.GGUCGC
Tit-1-2 AUAUUAGAAGAAAAAGCAGUUUUUUUUUUUUAAUCUUAACAAAUAACUAUUUUCGUGUUAUUUUAUAAAUAACAAAAAUUUAAUAAUACA....A..U.GU..C..G.......AUAAGGGCACACUUA.UCGAAAG.GU.AA.GGUCGC
Tma-2-2 AAGAAAAAGCAGUUUUUUUUUUUUUUUUCUUAAUCUUGACAAAUAACUAUUUUCGUGUUAUUUUAUAAAUAACAAAAAUUUAAUAAUACA....A..U.GU..C..G.......AUAAGGGCACACUUA.UCGAAAG.GU.AA.GGUCGC
Ame-1-6 ACUAUUUUGGUAAUGAUUACUAUUGAUUUAGUUUGGCUUAAACUGUACAAUGAAAGCCAUUGUAGUUUAACUUAAAUUGU.AUAAUAUC.....A..ACGU..UGAU.........AAGGGCAAACUUA.CUGAAAA.GU.AA.GGACGC
Ame-1-7 CGAACAGGUCUACAUCACUAUUCAAAUCAUUUUUUACUAGGACCUAACUCCUAUUAGAUUUGUUCGCAAACUGAAAAUUGUAUAAUAUAAAUAUUG.U.U......G.......AUAAAGGCAAACUUA.UUGAAAA.AU.AA.GGACGC
Ame-1-8 AGCAGAUCUGAAUGACAACUCUUAGAAGAGUUUGAAUGGCUAUUAAUUCCUAAUGGAGGAGUAGUGGUUAAGGGAAGGCGACACAAUAAA.......C..U..U..G.......AUAAAGGCAAACUUA.UUGAAAA.AU.AA.GGACGC
Ame-1-9 CUUUGGCUUUAUUAAUGCAGAACACUGAAUAGGUAUUAACUAUUAUUAGUAAUAUCGUUUAACUAAAAACUACAUAAUAC.CAACGAUA.....A..U.GU..U..G.......GUAAGGGCAAACUUA.UUGAAAA.AU.AA.GGGCGC
Ame-1-10 AAAAGAGCUUCAAUGCAGAAGAAGUUGUGGUUCAACUUCUUUACCCUGCUAAACAAUGUAACGAAGCUAUGGUUACUGAG.AUAAAUCAA.......U.AU..U..G.......AUAAGGGCAAACUUA.UUGAAAA.AU.AA.GGACGC
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Mth-1-6 ACGUUAUUUUAGAAUCGUUGCAAAUCCUUGAAUAACAUGUUAUAAUACUUGUCGCUUGGGUCCAUAAUUUGUCGAUAUGUGUAAACUUAA.......CCAU..CAAC........AAAGGGCAAACCUG.UCGAAAG.GC.AG.GGACGC
Csa-2-1 UUAUGCGAUAAUAUAAUUCAGAAAACCACAUAAAAAUUAUACACAAAGAAUGCUAAUUUGAACAGAGUUUUUAAAAAUAAAUAAGACACA....U..A.UGU.C..G.......AUAAAGGCAAACCUG.UCGAAAG.GC.AG.GGGCGC
Csa-2-2 AAUUUUAUACCAUAGAAAAUAUUUGUUAUUAAUAAAGAUCUUGAAAAAAGUAGAGAAUGGAGUGUAUAAUACAGUUGUUAAAACUUGAUA....U..A.UGU.C..G.......ACAAAGGCAAACCUG.UCGAAAG.GC.AG.GGGCGC
Chy-2-2 AAACCAUUGCAAUUUGUGUUGGAAUUAAGUAUUAUAAUAAAAGAGAAUUUUCUAAACAAAGUAAAAUGGUAAAUUAGAAAAUAAAGACAU....A..U.GU..C..G.......ACAAAGGCAAACCUG.UCGAAAG.GC.AG.GGGCGC
Cob-1-2 UAUUGCAAAAAAAGAAAUAGUGUGAGAUAAUUUUACUGAGAGCACUUAUUAUCAAUUAUAUCAAAAUCAAAAGAAUAAAAACAGUAGCAU....A..U.GU..C..G.......ACAAAGGCAAACCUG.UCGAAAG.GC.AG.GGGCGC
Cow-1-1 UAUUGCAAAAAAAGAAAUAGUGUGAGAUAAUUUUACUGAAAACACUUAUUAUCAAUUAUAUCAAAAUCAAAAGAAUAAAAACAGUAGCAU....A..U.GU..C..G.......AGAAGGGCAAACCUG.UCGAAAG.GC.AG.GGGCGC
Cla-1-1 UAUUGCAAAAAAAGAAAUAGUGUGAGAUAAUUUAAAUGAAAGUACUUAUUUUUAAUUAUAUCAAAAUCAAAAGAAUAAAAACAGUAGCAU....A..U.GU..C..G.......ACAAAGGCAAACCUG.UCGAAAG.GC.AG.GGGCGC
Ckr-1-1 UAUUGCAAAAAAAGAAAUAGUGUGAGAUAAUUUAAAUGAAAGUACUUAUUUUUAAUUAUAUCAAAAUCAAAAGAAUAAAAACAGUAGCAU....A..U.GU..C..G.......ACAAAGGCAAACCUG.UCGAAAG.GC.AG.GGGCGC
Csa-2-3 AUACAGGAGUUGAAAAAUGUGCUUGAAAAACUCUAAGUUUUGUGAGAUAAUAAUAUACAGAGGAUUGUGAUUGCCAAAAGAGUAAAGGCA...UA..U.AU..C..G........AAAGGGCAAACCUG.UCGAAAG.GC.AG.GGGCGC
Ath-1-1 UACGAAAGUUUAAUAAUAUGUCUGAAAAACAUCAAGUUUUGUGAGUUAAUAAAGUCUAAGAAAGUGAAAUUAAUAAAAAAGCUGUGGCAU....A..U.AU..C..G........AAAGGGCAAACCUG.UCGAAAG.GC.AG.GGGCGC
Ckr-2-1 UACGAAAGUUUAAUAAUAUGUCUGAAAAACAUCAAGUUUUGUAAGUUAAUAAAGUCUAAGAAAGUGAAAUUAAUAAAAAAGCUGUGGCAU....A..U.AU..C..G........AAAGGGCAAACCUG.UCGAAAG.GC.AG.GGGCGC
Cob-1-3 AGUUGGAGCUGAAAAAUGUGCUUGAAAAACUCUAAGUUUUGUGAGAUAAUAAUAUACAGAGGAUUGUGAUUGUCAAAAGAGUAAAGGCAU....A..U.AU..C..G........AAAGGGCAAACCUG.UCGAAAG.GC.AG.GGGCGC
Ath-1-2 AAAGAUUAGUUGACAUAUUACUGAGUUAAUGAUAUAAUUCAUUCUAAAAGAAAGUAGGAUUAAACAUAAAAAAAUUGGAUAUGAAGUGGG....U..A.GU..C..G........AAAGGGCAAACCUG.UCGAAAG.GC.AG.GGGCGC
Ckr-2-2 AAGAUUAGUUGACAAAUUACUGAGUUAAUGAUAUAAUUCAUAUUAAAAGAAAGUAUGAUAAAACAUAAAAAAAAUUGAAUAUGAAGUGGG....U..A.GU..C..G........AAAGGGCAAACCUG.UCGAAAG.GC.AG.GGGCGC
Csa-2-4 AUGAAAAAGUAGUUGACAAAUCAUUGGUGUUAGUGUUACAAUAUUAUUGCAAUGUGAAAUAAAGAAAUUAAAAAAUUAAAUAUGAAGUGA....G..U.GGU.C..G........AAAGGGCAAACCUG.UCGAAAG.GC.AG.GGGCGC
Cob-1-4 AUGAAAAAGUAGUUGACAAAUCAUUGGUGUUAGUAUUACAAUAUUAUUAAAAUGUGAAAUAAAGAAAUUAAAAAAUUAAAUAUGAAGUAA.....G.UGGU..C..G........AAAGGGCAAACCUG.UCGAAAG.GC.AG.GGGCGC
Ath-1-3 AUUUAUGCGAUAAUAUAAUUAGAGAAAUACAUAAAAAUUAUACACAAAGAAUGCUAAUUUGAACAGAGCUUUUAAAAAUAAGUGAAGCAU....A..U.GU..C..G.......AUAAAGGCAAACCUG.UCGAAAG.GC.AG.GGGCGC
Ckr-2-3 AUUUAUGCGAUAAUAUAAUUAGAGAAAUACAUAAAAAUUAUACACAAAGAAUGCUAAUUUGAACAGAGCUUUUAAAAAUAAGUGAAGCAU....A..U.GU..C..G.......AUAAAGGCAAACCUG.UCGAAAG.GC.AG.GGGCGC
Dal-1-2 AUUAGAUAAGAGUGUAGAAAAGGGGAGUACGGGAUCUAUAAAACCCGGUGUGGGAACCGGAAAAAAUUUAAAAAGCGGAAUGGGGUCUCC....U..A.UC..C..G.......ACAAAGGCAAACCUG.CUGAAAG.GC.AG.GGACGC
Tpo-1-10 CGGAUGUGCAGGAAAAAUCUACUUGUCGGUAGAACAUGAUAAAAUCAAGAAUUAAGAAUUAAAAAUUAAGCAUUAAAAAUUAAAAAUUUC.........UUGGU..G.......AAAAGGGUAAACUUA.UCGAAAG.AU.AA.GGACAC
Dal-1-3 UCUUGAGAUAUAUUGUCCAAAUAUGGAAGAGGAAUUAUACUUUAACAAGGUAUAUAUGCCCUACUUUACAGAUAGAAAUUUUUGAUAUCA.........CA..CUGG.......AUAAUGGCAAACCUG.UUGAAAA.GC.AG.GGACGC
Sgl-1-3 AUUUUUAUGAAAUUAUCCUAGGAAAGUCUUUACUAUAUGAGAAUAAUAUGCUAUUUUUGUAAUAGGAAAGCGUAUUUUUGUUUAAAACUA.......U.UAU.U..G.......ACAAUGGCAAACCUG.CUGAAAA.GC.AG.CGACGC
Cno-1-1 AAUUAUUACAUUUAGUGUGGAUGAUUUAUGAAAUAUAGUGUAUAAUAAAUAUAUAAAAUACAAAUUAAAUAAUUUAUCGG...AAAAUUU.......U.CCAAC..G.......AUAAAGGCAAAUUUA.GUGAAAA.CU.AG.AGACGC
Awo-1-4 UUACCGAAGCGGGAAGUUUUUGUUUUAUAAAAGACAGUAUCAAAGCUAACGCAUAAUAGUAUAGAAGUAGAUAAAGAUCGUGGAAUAUUU.......U.CCAAC..G.......AUAAAGGCAAACCAA.CUGAAAA.GU.UG.GGACGC
Cte-1-1 AUCUAUUACAUAAAAAUACAAUAAUGGUAGACAUUGAUUUUAAUACAAUAGUAUAAUAUAAUUAAACAAAGAGUAUUAAAUAAUCGUGAU....U..U.CCA.C..G.......AUAAAGGCAAAACUA.UUGAAAG.AU.AG.UGACGC
Cpa-1-1 UACUUAAUAAAAUUAAUUAGGUAGUAAUACCUAUAUACAUAUUAAGCACCACAUGCUAAAAUUUAAUUGUAAUAUGAUUGCGGUGACUUU.........CCACC..G.......ACAAAGGCAAACUAA.UCGAAAG.AU.UA.GGACGC
Cha-1-1 CCGUGAGCACAACCAGAAGGGUCCUCAGAGCGAAAUGAGCCGCUGAAACUGGAAAAAUCUGGUUGACAAGACGGUAUUAUAAAACUAUUA.........UA..UAUA.......GUAAUGGCAAAACUG.UCGAAAG.GC.AG.UGACGC
Dal-1-4 CAUUUCGCAGGUAUUUUGUUACCGCGAGUGUUGUUUUUUAAAGAUGGAGAAAAGAGGAAAAUCAGGUAAAAUGUCGAAGUGAAGAAAUGG.....G.A.AC..U..G.......UUAAAGGCAAGCUCG.UCGAAAG.GC.GG.GUACGC
Dal-1-5 UUGUUAAGAUACAUGGGUUGACAGUAUGGCCAACCUGUUAUACGUUGAACAGAAUAGAAUAGAUAGAAGAAAAAGCUGUUACUAAUUGCA..................CCAGUAUAAAAGGCAAAUCCG.UUGAAAA.GC.GG.GGACGC
Dru-1-5 UUUUCUUAAAAUUGUUACACAAAUAUUGAAUAAACCUGUUUUUUUCUAUAAAAUGUAGAUAAGAUUCGGUUGAUAAUUUACUUAGUUAAA.......U.AG..UAUG........AAAAGGCAAAUCCA.UUGAAAA.AU.GG.GGGCGC
Dsp-1-10 AGAAAGAAUAAUUCAGAUAUUGAAAAAUAUUUUGUCCAUCACCCGAUUUCGACAAUUUUUGAGCAAGAUAUGUUGUAAUAUUUAUCUAGA....A..AAGA..U..G.......AAAAAGGUAAACCCG.UUGAAAG.AC.GG.GGACAC
Dgi-1-3 GUGGGUAAAUUGGUAAACAUUGCGGAUAAGGCGUUAUAAAUCAGUAAAGAAAGCGGUAAAAACCAGGUUUCAUUCAUAUAAGAUAAAUAA.......U.UUC.U..G........AAAAGGCAAACCUG.UUGAAAG.AC.AG.GGACGC
Dru-1-6 AUGUCACUAUGAUAACCUCCGACAACUGGUUGUUAAUUUUUCGUUGAAAUUUGCAACUAUGUGUUGUAUAAUCUGCUUAAAGUAUUUUUA....U..A.AU..C..C........AAAAGGCAAACCAU.CCGAAAG.GU.UG.GGACGC
Dal-1-6 UGGUCUAAAUCUUGGUCAAAAAUUUGUCGAAACAGGCAGGAUAUUAGCUGUUUUUACAGAAUAGGUUAUGGUGAAAAAUAUAUAGUUUUA....U..G.CU..U..G.......AAAAAGGCAAACCUG.UCGAAAG.GC.AG.GGACGC
Cpa-1-2 UGCAAACGAAUAAAGUUUGCAAUUAGAGUAGAAUUAUUGUAAAAUAAUGUACAUUAAGGGACAUUUGCGGUAUGGGACAAAGGAAAAAAG.........AUAAU..G.......UUAAGGGCAAACUUG.CUGAAAA.GC.AA.GGACGC
Dre-1-5 AUGGGGUGAGGCAGAAAAUUACUUUACGGAUUCAGGAGAAUUAUAAUACGUACUAACAUAGUACAAUAGAAUCCUUUAUAGUUUAAUGUA....A..UAAA..A..U.......UAAAAGGCAAACUUU.CCGAAAG.GA.AA.GGACGC
Cca-1-1 ACUAAUAAAUAUAGCAAGUUUAGCAUCUACAAAGGCAAAAAAGAAGGUUGAUACCUCAAUUAUUAUUGAAAAUGCACCUAUACUUGCAUA.....A.A.AU..U..G.......AAAAAGGCAAACCCA.UUGAAAA.GU.GG.GGACGC
Csp-2-1 CAAGCCCGAUCAAAAAAUAAAUGGAAUUAAGAAAAACCACCGUCUGCAAGGAAGUAAGACGGCUUUACUUACUAUGACAGUUAAAUACAG.........C...C..G....AAGUUAAAGGCAAACCUG.CCAAAAG.GU.AG.GGACGC
Dac-2-3 AGACCGGCGGUAAAUAAGAAAAAAUAAAUCGGGCAAUUUUGAUUGAAGGAAAACCACAUUCUCAAGUAUGUAUUUAAAAACUCAAUAGGA.........UA..UUAG........UAAGGGCAAACCUA.UUUAAAA.AU.AG.GGACGC
Ddi-1-3 GUGGUACCAACGAAUUGAACCUUAAAGGAUUACCUAAAAGCGACCGUCUGCAAAGAAGCAAGACGGCUUUAAUUACUCUGACAGCAAAAU.........AU..UUAG.......UAAAGGGCAAACCUG.CCAAAAG.GC.AG.GGACGC
Dgi-1-4 CCGUGUAAAACUAUUGAACCCAACGGAUUGCUAGGAAAUUACCGUCUGCAAAGCGCAUGACGGCUUUAAUUACUCUGACAGCUAAAUAUA...AA..U.AA..A..G.......UUAAGGGCAAACCUG.UCUAAAG.GC.AG.GGACGC
Dku-1-7 GGUAAUAAUGGAACAUUUUACCUUUAGGGUACGUCUAUAAGGUAGAAGGAGAAAGGUGGCGGUUUACUUACCCACCAAACAACCGCAUAC....C..G.GG..C..G.......UCAAGGGCAAACCCA.UU....G.GU.GG.GGACGC
Dsp-1-11 AUGCAGGAUAAAGAGAGAGUUGUGGAAAAGAAAGUGCCUUAGUAUAACUGCCUAUAUUUUAACAGUAUAAUUGCAAAUUAUAAUUAAAUC.......U.CAG.C..C........UAAGGGCAAACUUG.UUAAAAG.GC.AG.GGACGC
Hmo-1-1 UCUCCGCCUUUUUCUAAAAGAAAUGCUUUUGUUCCAAGCGGUCCAGGCUCACCUAUAAGCUGGAACUUCUUCGUUAACAUCAACAUAAUA..........UC.CGUG.......ACAAGGGCAAACCUG.CCUAAAG.GC.CG.GGACGC
Sgl-1-4 AUGCCGACGCCUCCCUUGCCAAAAGCACCAAAGUGGACGGCUAUGAGAUAGGGCCGGACGGUGCGAGAAAACCAAAGUAACGGUAACAAA.........AU..AUCG.......CUAAGGGCAAACCCG.CUGAAAA.AC.GG.GGAUGC
Csa-1-4 CCCUUGCCAGAAGCACCAAAAUCGACGGCUAUGAGGUGGACAAAAAUGGAGUGAGAAAGACAAAGUAACCGAUAUUUCUAAGAAACAGAA.............U..U....GAAUUAAGGGCAAACCCA.UCAAAAG.AU.GG.GGACGC
Csa-1-5 CUCUUGCCAGAAGCACCAAAAUCGACGGCUAUGAAGUCGAUGAAAAAGGCGUAAGAAAAGCAAAGUAACCGGCAACCAUAAUAAACAAAA.............U..U....GAAUUAAGGGCAAACCCA.UCUAAAG.AU.GG.GGACGC
Dha-2-2 GACAAAAGUGUUUAUGGGAAGACCAAACCAUUACCUGCAUUGAAGCGAAGUCAUACGAAAUGAGUCAAUUCAAAUAACUAAAACAAUAGA.........AU..AGAG.......CCAAGGGCAAACCCG.GUGAAAG.CC.GG.GGGCGC
Sgl-1-5 GAUGGCUCUCUUGCCAAGAGUACCAAAAUAGAUGGUUAUGAAGUUGAUGAAAACGGUGUAAGAAAAACAAAGUAACCAAAACAACAGAAU.....A.U.AU..U..G.......CCAAGGGCAAACCCG.GUGAAAG.CC.GG.GGGCGC
Toc-1-4 UUUAUUGGUUAACCAUUAAAACAGCAGGAAAAUAAAGGAAUUUGUAGUAAUAUAUAUUGUUAUAAUAUUAAAAAAGAGGAAAUAAGAUAG....A..C.AG..C..G.......AAAAGGGCAAACUCA.CCGAAAG.GU.GG.GGGCGC
Csp-2-2 AAGUGGAUGAAAACGGCGCAAGAAGGAGAAGUUAGCCGUAGCCGCAUCAAUCUAUAAGUAAGGAUCGUGAGUAUUAAUAAAAAUAGAAUA.........UC..AAAG.......CCAAGGGCAAACCCA.CCUAAAG.GU.GG.GGACGC
Pth-1-6 AUAUGGAACCAUUUUGACCUGCCAUUCGUCUUAAUAAAUAGACGGAUGGAAGGAGGUGAAGGUUCCGCGCUUCUCCAACGAAACCGAAUA....C..C.UA..C..G.......UUAAGGGCAAACCCA.UUGAAAG.GU.GG.GGACGC
Tma-2-3 AUGGAACUAUUUUAACCCACCAUUCGUCUUAUUAAAUAGACAGGUUGAGGGAGGUGAGGGUUCCGCGCUCUUUGACGAAAACUAAAUACU....U..U.GG..C..G.......UUAAAGGCAAACCCA.UUGAAAA.AU.GG.GGACGU
Dsp-1-12 AAUAGGACCAUAAAUAUAUUUCCAAAUAGUGGGGAUAUUUGCUGAGACCAGGGGGAAACCAGCGGGUCUCUUUAAAAAUUAAAUAAAUUA.........CUAGC..G.......CUAAGGGCAAACCUG.UCAAAAG.AU.AG.GGACGC
Sgl-1-6 GGAAGAAAUAGAGUGAAGGUGUUAUAAAAUACCUGUUCAAUGCAUGAAGUUUAACGAUGCAUAGAGAAAGUCCAGUAAAAAUAAAAAUAA.............A..G.......CCAAGGGCAAACCCA.UCAAAAG.AU.GG.GGACGC
Dsp-1-13 CGUCUGCGCGACUACAUGGAAGAGAAGAUCAUUGAGCAGGGCAAGGAGCCAUUCCCCUAUUCCGUGCUGAAAGUUAACAGAUGGUUCCAA.........UA..UU.A.......UUAAGGGCAAACCUG.UCUAAAG.ACAAG.GGACGC
Ova-1-3 GACUUUGCAGCAUGGUCAAAGCCAUAAUGUGAUAUCUGUUCAAUGGAGGAUUAAAAGUAAUAUCUAUCAGUUUCCAAUAAAAAAUAAAGC.........................CAAGGGCAAACCCG.GUGAAAA.CC.GG.GGCCGC
Dha-1-2 GAGCUGGAACGACUGAACAACAAAAGCCGGUUUUCUCUUAUUCUCCCCGGCGAGGUGCUGAGAGUACCGGAGAAGUAAAACAACAAAUUA...A...U.A...UA.G.......CUAUGGGCAAACCCG.GUUAAAG.CC.GG.GGACGC
Csa-1-6 GAACGGCUGAACAACAAGAGCCGGUUUUCUCUCAUCAUUCCCGGCGAUGUACUCAGAGUACCAGAGAAGUAAAAAAACAAAUCAAUAAGC.........................UAUGGGCAAACCCG.GCAAAAG.CC.GG.GGACGC
Dha-1-3 AAUCCUGCUAUCGGAGGAUGGGAUGACGGUAGAUGAGGUUGAUGAAAACGGCGUGAAAAAGACGAAGUAAGCACAACAAAUAAAUAAAGC.........................UAUGGGCAAACCCG.GCUAAAG.CC.GG.GGACGC
Csa-1-7 GAGAGACUGAACAAUAAAAGCCGAUUCUCUAUUAUCUUCCCCGGUGAUGUACUCCGAGUGCCGAAGAAGUAAAUAAAAACAACAAAUCAA....................UAAGCCAAGGGCAAACCCG.GCAAAAG.CC.GG.GGACGC
Dha-2-3 AAGUGCUUAUGAGGUAACCCGGCAUUCUGGGUUGAGGUUGUUUACGGUUCGAUAGAGGCCAUGGCAGAAAUGUGUUUAGGUAAAACUGAA....U....AA..A..G.......UCAAGGGCAAACCUG.CCUAAAG.GC.AG.GGACGC
Dyo-1-3 AAGUGCUCAUGAGGUAACCCAGCAUUCGGGGUUGAAGGUUGUUUACGGUUCGAUAGAGGCCAUGGCAGAAAUGUGUUUAGGUAAAACUGA..................AUAAAGUCAAGGGCAAACCUG.CCUAAAG.GC.AG.GGACGC
Dha-2-4 AAAACGGUAUUUAUAUCAUCUUAUAUUAGCAAUUUGAACAGGGGAUUGAGAUACUGCCUUGCGGUAUAGAAUACCCGGUA........AA.......A.C...G..GAAUAAAAUCAAGGGCAAACCGG.CCUAAAG.GU.AG.GGACGC
Toc-1-5 AAAUAUUUACGUAUUCGGCUAUAUCGGCAGGAAAAUUAAGGAAUAUGGAAAUAUAAAUUUUAAAAUUAUCAAUUAAAGAGAAAUAAUACA....C....AG..A..G.......AAAAGGGUAAACUCA.AUGAAAG.GU.AG.GGGUGC
Dal-1-7 CGCCGGAGCUGCAGUAAAUUUUGCGGACAGGCAUUAUCUGGCAUAGCUUGACAAAAAAUGCAGCCUGUGAUAAUCUGAACGAUAAAAUGA....C..A.U.U.C..G.......CUCAGGGCAAACCUG.UUGAAAG.GC.AG.GGACGC
Dca-1-2 UUUAGGUUACUUUUUUCUGUCAUUUAUUGACUAAUUAUUUGUUUGUCGUUAAUAUUUUACUAAAGGCCAAGUAACUUGGAAAAUAAUAUG.....A.A.UA..C..G.......AUAAGGGCAAACCUA.UUGAAAG.AU.AG.GGACGC
Dca-1-3 GGGUAAACCGAAACCAUGGAAAAAUCAAUGUGAAGAUAAGUAAAUUAUUUCGGUUUAAAGAGAAAUAAAAAAUAUUGAAAAUUGAAUAUC....UG.A.GU..U..A.......AAAAGGGCAAACUUG.UCGAAAG.GC.AA.GGACGC
Dku-1-8 AUAUGAACCGUACGGUUGCCGGCCUGUUCUUCGGUUUGGACAGCUCCGGCGCGGACUACCAUCAGAGGAAAUAGAGAAGUCCCUUUCGCA.......AUCC..C..G......AUUAAAGGCAAAGCCA.UUGAAAA.AU.GG.CGGCGC
Pth-1-7 UUAUAGAAUAGAAAAGGCUUUUCGCCGCAAAAAAAUGUUUUCUAUAGAAGGGAAAAUUGAAUAUUAUGUAGAAAUUUUUCAUAAAAAAG.....G..U..UC.C..G.......ACAAAGGUAAACCCG.GCGAAAG.CC.GG.GGGCAC
Chy-1-2 UUUGAGUAGACAAAUAUUUAACAUUUUUUCAACUUCUAUCUUUACAAAAUUGUCAUUUUUUUGUAAUAUUUUUGUUGAAAAUUAAAUAUU...UU..U.GU..C..G.......AUAAAGGCAAAACCG.GCGAAAG.CC.GG.UGACGC
Chy-1-3 GACGAGAGGGUGUAGGCCCUCUUUUUUUUGUUUUCGUUUUAUAUUGACAAUUUUCGUUAUUUUUUAUAAGUUAAUUUUUG.UGAAAGAUU....U..C.CU..C..G....AAAAGUUUGGCAAAACCG.GCGAAAG.CC.GG.CGACGC
Chy-1-4 AACCAGUUUAGCAAAUUUUUCUUGACGAUUUUUCCUGAUUAAUGAUUUAAUUUUGUAUGGCAAGAUUGGUGUAAAGUACAAUUAAAUAAC...AU..U.UUC.C..G.......AAAAAGGCAAACCCG.GCGAAAG.CC.GG.GGACGC
Chy-1-5 GGUAUGUAAAGUUUGUAUUUAAAUUCUUUUGCCAAAAGUAUUGUAAUUUUAACUUUAUGUUUUAUAAUAGAGUAAAAAAG..AUAAGAUU....U..U.AC..C..G.......AUAAAGGCAAACCCG.GCGAAAG.CC.GG.CGACGC
Chy-1-6 GCGAAAUUGUGGUAGUCGGGGAGAAUUUUGGCAUCAAAAUAAAUCAAAUUCUCUCUCCCAAGGAACGGUUAAGCAAAAUUUAAGGCGAGA....A..A.A...C..G.......UUAAGGGCAAACCCG.GCGAAAG.CC.GG.CGACGC
Tps-1-1 AACGAAUUAUGUAGAAAAAAUCUUUUUUAAAAAUAGAAGGAAAAUUCAUAUUUAUGUCGAAAUAGUAAUAUAGGAAAAUUAAAUAAAUUU....U..U.GU..U..G.......AAAAAGGCAAACUCG.UCGAAAG.GC.GG.GGACGC
Tet-1-1 AACGAAUUAUGUAGAAAAAAUCUUUUUUAAAAAUAGAAGGAAAAUUCAUAUUUAUGUCGAAAUAGUAAUAUAGGAAAAUUAAAUAAAUUU....U..U.GU..U..G.......AAAAAGGCAAACUCG.UCGAAAG.GC.GG.GGACGC
Tsi-1-1 AACGAAUUAUGUAGAAAAAAUCUUUUUUAAAAAUAGAAGGAAAAUUCAUAUUUAUGUCGAAAUAGUAAUAUAGGAAAAUUAGAUAAAUUU....U..U.GU..U..G.......AAAAAGGCAAACUCG.UCGAAAG.GC.GG.GGACGC
Tet-2-1 AACGAAUUAUGUAGAAAAAAUCUUUUUUAAAAAUAGAAGGAAAAUUCAUAUUUAUGUCGAAAUAGUAAUAUAGGAAAAUUAGAUAAAUUU....U..U.GU..U..G.......AAAAAGGCAAACUCG.UCGAAAG.GC.GG.GGACGC
Twi-1-1 AACGAAUUAUGUAGAAAAAAUCUUUUUUAAAAAUAGAAGGAAAAUUCAUAUUUAUGUCGAAAUAGUAAUAUAGGAAAAUUAGAUAAAUUU.......U.U.GCU..G.......AAAAAGGCAAACUCG.UCGAAAG.GC.GG.GGACGC
Tit-1-3 UUAGCGAAAUAUGUAGAAAAAAUCUUUUUUAAGAAUAGAAGGAAAUUCCUUAUUUAUAUCGAAAUAGUAAUAUGAGAAAUUAAAUAGACU....U..U.GU..U..G.......AAAAAGGCAAACUCG.UCGAAAG.GC.GG.GGACGC
Tma-2-4 UUAGCGAAAUAUGUAGAAAAAAUCUUUUUUAAGAAUAGAAGGAAAUUCCUUAUUUAUAUCGAAAUAGUAAUAUGAGAAAUUAAAUAGACU....U..U.GU..U..G.......AAAAAGGCAAACUCG.UCGAAAG.GC.GG.GGACGC
Pth-1-8 GGGGCUAAAGAGAGAAAAGCUUUUAUAUAGGACUUUGGUCCUAUUGACUGUUGGGACCGGAUUGUCUAAAAUUGUCUAAAAAUAAAAUUA....A..U.UG..CAAG.......AUAAAGGCAAACCCAGUCGAAAG.AU.GG.GGACGC
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Dal-1-8 GACUUCACUAAAAAAAAGCUUCUUAAUACUUAAAUAAGGUUGAAAAUCCACAAAAUGUUAAUUAUAAUUAAAAUUAACUCUAGAUGAAAA.........UC..CUUG.......AUAAGGGCAAACCUG.UCGAAAG.GC.AG.GGACGC
Dal-1-9 CGUUAAACCUCUGGUUUUAAAUUGCUGUCAAAAUAAAAAAAAGUUAUUGUCAAAGACUCCUAAUUACAUUAUAAUGGUAAAUAUAAACAA.........UC..CUUG.......AUAAAGGCAAACCCG.UCGAAAG.AC.GG.GGACGC
Cpa-2-1 UCAAGGACCAAUAUCUAUAAAAUUCUUGACGAAAAAUAGCGAAAAUUGUAGAAUAUAAUUGAGUUUUAGCAUACUUUAGCAAAAUAUUAA....C..C.UU..C..G.......AUAAGGGCAAACCCG.UCGAAAG.GC.GG.GGGCGC
Tte-1-1 UCAUGGACCAAUAUCUAUAAAAUUCUUGACGAAAAAUAGCAAAAAUUGUAGAAUAUAAUUGAGUUUUAGCAUAGUUUAGCAAAAUAUUAA....C..C.UU..C..G.......AUAAGGGCAAACCCG.UCGAAAG.GC.GG.GGGCGC
Dal-1-10 CCAUUAUUUUUAUAUUGUUGCAGGAUUUUCACAUUAUUUAGCGAAAAGUAAGUUCAUGAAAACUCAAAUCCCCAAAAUUAAUGAAAAAAU.........GU..C..G......AAUAAAGGCAAACUCG.CCGAAAG.GC.GG.GGACGC
Sli-1-2 GUACAAAGUUAUUGGCAGUAUUAUAUGACUAUGGUAAUAUUUUUGUAGAAAACACUACAGGAGAUGCGAAGACAAGAGGAUAAACUCUGU....U..U.CC..U..G.......AUAAAGGCAAAACCA.UCCAAAG.AU.GG.UGACGC
Dre-1-6 CAUUAGUAAAAAAUGAAAUAUUUAUGACAAUUAUCAAAAUAAAGAGGAUACUGUAUAAGGUUGUCGAAUAAUAUUGUCGAAUAAUAUUUA....UG.U.UC..C..G.......ACAAAGGCAAACCCU.CCGAAAG.GG.UG.GGGCGC
Rob-1-2 UUAAGAGGUUUUUGAUUUUUUGAAUUAUUACAGAAAUGUGAAAUAUACAGGAAAAAACGUUGACAUUCACUGAAGAAAAAACUAUACUUA.......U.AG..C..........AUAAAGGCAAACCUG.CUGAAAG.GC.AG.GGACGC
Ccl-1-5 AAUAUUAACCAAUAAAAAUAAAGUGAGCAAGCUUUGACAAAUUUCAACAUGACCUUUGUUAUAUAAUAAAUAGUAUAAUCAACAUAAAUA........AAAC.U..G.......AUAAAGGCAAACUUG.UUGAAAG.AC.AA.GGACGC
Dme-2-4 AGAAAAAAGUAUAUAAUUUGUAUAUGUAGUAUGAUAUAUUAGGUACAAAGACCUAUGUACGUAGUACUUAGGUAAUAUCAAUAUCGUAAU.......U.CUG.C..G.......AUAAAGGCAAACUCA.GUGAGAA.CU.GA.GGACGC
Dor-1-4 AUUGUAUGCUAAAGAGGUAUAUGCUAUAAUGUUGUCAAAAUUUAUAAUACAUAUAAAAUAAUAUGUACGUUAAAAGUUCAAUGAAGAGCU.......U.AUG.C..G.......AUAAAGGCAAACUCC.GCGAAAG.CU.GG.GGACGC
Dor-1-5 UUCUAGAAUUAGUAUAUUAUUUAGACUUUGUGUAUGUUAUAUUAGGUAUAAAGGCCUAAAGCCUUAGGGCUUAGGUAAUAAUAAAAUAAC..UAU..U.CUG.C..G.......AUAAUGGCAAACCCA.GUGAGAG.UU.GG.GGACGC
Ast-1-1 CAUCAUAGUGGUUAUAGGUUACAUGAUAAUAAGUAAUUUUAUAAAAAUAACUUUACAAGUAACCUGAUUAGGUAUAUAAU.UAAUAUACA.......A.UU..A..A.......AUAUGGGCAAAACUG.UGGAAAC.AC.AG.UGACGC
Cas-1-3 AAUUUUAAAUUUAAUAAUUUUCAAAAUACGCGGAAAUAGUUGCACAUCGGUUGCGCAGCCUGCGCUAUACUGAGCCCAUAUCAACUACAU.........................ACUUGGCAAAACUG.AUGAAAG.UC.AG.CGACGC
Awo-1-5 AACUUCAAGUUGCAAAAAAAUUGUCACAAAGUUGUAAAAAGAGCUUGACUUUUAAGCAUGAAUAUUCUAAAAUAAAGCAACAGAAAAAAU......................AAACAAAGGCAUAACAG.GUGAAAA.CU.UG.GGACGC
Dgi-1-5 GCCUCGAUUUUUAUUGUAUACACAUAGUUUAUUUUUGUUGAAAUAUGUAACCUAAUAGUUAUAUAAUAUGUUUGAAUUAUGUUUAAUAUC....U..G.....UUUC.......ACAAAGGCAAACUACAUCGAAAG.AU.UA.GGGCGC
env-1 AUUAUAGAGGAAAAAGAGAAGAUAGAAUUAUAACGUGAACAAUUAAAUUGUAAUAAAAAUGACGUAAUAAUGCAAAUACAAUAAAAUUUU..........GC.AUAU.......AAAAGGGCACACUUA.UGGAAAC.GU.AA.GGUCGC
env-3 AUUAUAGAGAAAAAAGAGAAGAUAGAAUUAUAACGUGAACAAUUAAAUUGUAAUAAAAAUGACGUAAUAAUGCAAAUACAAUAAAAUUUU..........GC.AUAU.......AAAAGGGCACACUUA.UGGAAAC.GU.AA.GGUCGC
env-5 .......................AGAAUUAUAACGUGAACAAUUAAAUUGUAAUAAAAAUGACGUAAUAAUGCAAAUACAAUAAAAUUUU..........GC.AUAU.......AAAAGGGCACACUUA.UGGAAAC.GU.AA.GGUCGC
env-6 GGCACUUGCGGCAAAAAUGGUGAUGCAGCUGACAAUUUAACAUUUUAUCCAGAAAAAUAUAUUGACAAAAAUGUGCAAAU...UCAAUAA.......A.AU..U...AUUAACCAUAAGGGCACACUUA.UGGAAAC.GU.AA.GGUCGC
env-8 CACAGACAGGCUACUAACAAUUUUAUUGCUAUAUUACAUCUGUAUGAAUAAAGAAAAUAUAUUGACAAAAAUGUGCAAAU...UCAAUAA.......A.AU..U...AUUAACCAUAAGGGCACACUUA.UGGAAAC.GU.AA.GGUCGC
env-11 ACGUAUGUAUUUGCAAAGUAGCCUUGGUCGCCUUAUGACACAAGACUAUUUUUUUUACUUGUCAGGCCUUUGAACUUGAAAAAGGCGUGA..................AAACUACAUUCGGCAAACUUA.UUGAAAA.GU.AA.GGACGC
env-12 ACGUAUGUAUUUGCAAAGUAGCCUUGGUCGCCUUAUGACACAAGACUAUUUUUUUUACUUGUCAGGCCUUUGAACUUGAAAAAGGCGUGA..................AAACUACAUUCGGCAAACUUA.UUGAAAA.GU.AA.GGACGC
env-13 AUAAACGUUAAAACGGUAAUUAUUUUCUUGUGUAUAGCAGAGCAUUAAAGUAUAAUAAAAUCAGUUUUUUGAAUAAGAUUAAAGCUAUAA.........UAA.G..G.......AAAUCGGCAAACCAG.AUGAAAG.UC.UG.GGACGC
env-14 AUAAACGUUAAAACGGUAAUUAUUUUCUUGUGUAUAGCAGAGCAUUAAAGUAUAAUAAAAUCAGUUUUUUGAAUAAGAUUAAAGCUAUAA.........UAA.G..G.......AAAUCGGCAAACCAG.AUGAAAG.UC.UG.GGACGC
env-15 ...........................UUGUGUAUAGCAGAGCAUUAAAGUAUAAUAAAAUCAGUUUUUUGAAUAAGAUUAAAGCUAUAA.........UAA.G..G.......AAAUCGGCAAACCAG.AUGAAAG.UC.UG.GGACGC
env-16 AUAAACGUUAAAACGGUAAUUAUUUUCUUGUGUAUAGCAGAGCAUUAAAGUAUAAUAAAAUCAGUUUUUUGAAUAAGAUUAAAGCUAUAA.........UAA.G..G.......AAAUCGGCAAACCAG.AUGAAAG.UC.UG.GGACGC
env-18 AUAAACGUUAAAACGGUAAUUAUUUUCUUGUGUAUAGCAGAGCAUUAAAGUAUAAUAAAAUCAGUUUUUUGAAUAAGAUUAAAGCUAUAA.........UAA.G..G.......AAAUCGGCAAACCAG.AUGAAAG.UC.UG.GGACGC
env-20 ..........................CUUGUGUAUAGCAGAGCAUUAAAGUAUAAUAAAAUCAGUUUUUUGAAUAAGAUUAAAGCUAUAA.........UAA.G..G.......AAAUCGGCAAACCAG.AUGAAAG.UC.UG.GGACGC
env-21 AAGUUCAACAAUAUUACAUUAACAAUAAACGUUAGAUAAGCAAAAUAAAGUUUUUAUUUAAAAGUACGAUAUAUUUAAUG.UUAAAUUUA.......A.UA..U..U.......GAAUUGGCAAAGCAG.UUGAAAA.AC.UG.UGACGC
env-23 UUUUACAAUAUUGUAACUUAAAUUUAGUGUAUAUAAGUUGAAAAAUGUUGUAAAAGAUGUAAUAAUAGAAUAAAAAUGAA.AAAAAUAUA.......A.UA..U..........CAAUAGGCACACUUA.UUGAAAA.AU.AG.GGUCGC
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Bca-1-1 .AAAGCCA.G.GAGGCUAAAG.CGGACACAGUGUC.............................................................CGCCAUGCCGGUC.CGGCCGC.C...G....CAG.AUU...UCAUAGACCUUUCUCCCGGAGCGGAGAAAGAAAGGAGAAUGAA
Bca-1-2 .AAAGCCA.G.GAGGCUAAA..GCGGAGUCCGCUCC............................................................GCCAC.GCCCGUC.CGGCCGC.C...GCAC.U.U.C.....CAUUCUCACCGAAA......GGAGAAUGAAAAUGUUGGCAAAA
Tpo-1-1 .AAAGCA..U.GGGUC......CUGGAUACGCCGCGGGAAAGGCA...................................................GG....GAUCGCC.AGGUUGC.A...GCAGA..UAU.....CACGGUAAGAGGUA......AAAGCCUAUUCCUUCACGGAGUA
Dac-1-1 .AAAAUCA.UAGGGUCUAAAU.UCCUUACACAG...............................................................AACAU.GAAUGCCU.AAUUGC.UUUA...............AUAUUGAUCGUACAUUUAAGUAACCUUUUAAUUGUAGGUUGCU
Cba-1-1 .AAAGCUA.UAGGGGUUUCG..CCUUUCCGCAGUGCGGAA........................................................GGAAA.GCCAGCC..AGUUGU.A...UAUGA..A.......UAUAAGACCAGCUUUGCA..GUAUGAAGCUGGUUUUUGUUGUC
Cas-1-1 .AAAGCUA.UAGGGGCUUC...UCCUUCCGGCCGUGACCAG.......................................................GGAAA.GCCAGCC..AGUUGU....................CUGAAAAUGAAAGACCAGCUUUGCAAUUACAAGGCUGUUUUUU
Csp-5-1 .AAAGCUG.CAGGGUCUUU.....GUCAU.........................................................................GGCAGCC..AGUUGCGCUUGA..............UAUCGGACGUGUUACAUCUGAAUGUAAUGCUUUCUCAUCCGUG
CDe-1-1 .AAAGCUA.C.GGGUCCUUAAGUUCCAUGGGG................................................................AAUAG.GACGGCU.GAGCCGC.U...G....G.G.GU....UAUUACUUUCGCGGAGCCG.CCCUAUGGGGCGGUUUUUAUCGG
Ere-1-1 .AAAGCUA.G.A.GUCUAACA.CGGAGUAACAUUUA............................................................UGUAAUGACAGAU.CGGCUGC.AACAU......C.C.....GGUAAUAUCGGACGCUGCAGCCUUUUUGUAUAUAAAAUUUUAC
Ere-1-2 .AAAGCCA.G.A.GUCUAAA..ACAGUUACAUGUA.............................................................GUAAU.GACAGUU.CGGCUGC.A...ACAAC....U.....GGUUAAUACCAGUUGCUG..CAGCCUUUUUGUAUGUAUGAAAA
Csp-3-1 .AAAACUA.UAGGGACUAAG..UUCAGUUG..................................................................AAUAU.GUCUGCC..AGAAGC.C........G.A.GGA...UAUUAGGAUUAAAUUUUAAAAGCUAUUCUCCGGAAUAGCUUUU
Cha-2-1 .AAAACUU.UAGGGGCUAAC..CCAUUUGGAAACGAAU..........................................................GGUAU.GCCAGCC..AGUUGCAC...A....U.A.U.....AUUUAUUAGCGGAGGGCAUGUUUAUGCCCUUUUUUUAUGUUUA
Bpr-1-1 .AAAGCUA.UAGGGACUUU.....AA........................................................................CAU.GUCAGCC..AGUUGCAUCUUA..............AUCUUUAUUAAGAUUAUCCGAAGCAUAGACAGUUACGUCUAUG
Tpo-1-2 .AAAGCCG.U.GGGUCUACG..AAUUAGUGACCAGUGGCCGGUGACUAUGUGGCUACUGACCACUGA.............................UUUAU.GACAGCC.UGGUUGC.C...GCAUG..........AUGCGAAAACCCCUUGCUGUCAAAGGGGUUUUUUUAAUAUGGA
Cce-1-1 .AAAGCCA.U.GGGCCUGUA..CCACACAUUAUAUGU...........................................................UGGAU.GGCAGCC..GGUUAC.CAC..GAG...........GAAUAUAGCUAUCGUUGGAUAACUAUACAUUUUUUUGCAACGA
Tpo-1-3 .AAAGCUA.U.UGAUCUAAG..GCACAGCAGCAGUUGGCAACCAUAUGAUUUUCCAACUGCCCGGUU.............................GCUAU.GACCGCA.GGGCUGC.CAACU....C.........UGGAAAUUGGCCUGUUUGCCCUGCAAGCAGGCUUUAAAUAUUU
Cst-1-1 .AAAGCAA.G.GAGUCUAAAG.CUUAGUUUUA................................................................AGCAAUGAUAGUC.CAGCCGC.C...AUAU.U.........UUUAUGGCGGUUUUUUUAUUGGCUUAGACAAAGCAAUGAUAGU
Cst-1-2 .AAAGCGA.G.GAGUCUAAG..ACUGAAUACUAACUCA..........................................................GUUAU.GAUAGUC.CAGCCGC.C...AUAU.U.........UUUUUAUAUGGCGGCUUUUUGAGUUAAGAUAAGUUAUGAUUGU
Ame-1-1 .AAAGCCA.G.GAACCUAAA..GUGUGUUAUAAAAAAAUAU.......................................................ACCAA.GAUCGUC.CGACUGC.C...AUAGAU.........AUACUUUAUGGCAGUU....UUUUUAUAUGGAUUUUAGUAUUA
Aar-1-1 .AAAGCUU.C.AAAUCUACA..GUGCAGUAUAAAGGC...........................................................ACUAU.GAUAGUU.GGGCUAC.CACAG....G.G.......GAAGAGAUAAUCCAAAAGCCCCAUUUCUUCAUGUAAAUUGGAG
Aca-1-1 .AAAGCCA..AGGGCCUAAA..CCAUUUACU.................................................................GGUAC.GGCAGCC..GGUUGC.U........C.CA......UUUUACCUACGGGACUAUUGUACUUUCAUAGCCCUCUCGAUGG
Asp-1-1 .AAAGCCA..AGGGCCUAAA..CCAUUUACU.................................................................GGUAC.GGCAGCU..GGUUGC....................UCCAUUUUACCUACGGGACUAUUGUACUUUCAUAGCCCUCUCG
Cbo-1-1 .AAAACUA.GAGGGCCUGU.....AAG........................................................................AU.GGCAGCC..AGUUGC.A...U....U.U.A.....UAUGGAGCUGCCAGGUGAUAUGGUAGCUUUUAUUAUUCCAGGA
Eba-1-1 .AAAACUU.GAGGGACUAAG..CCAUAAUUAUU...............................................................GGUAU.GUCAGCC..AGUUGC.A...GUAUC..........GGCUGGCAAUGUUUGCUAGCAUUUAUUUAUUUAGGGAGCAUUA
Tac-1-1 .AAAGCCA.U.GGGCCUAAA..GUUUUUCUGGCUUUUUCGCGAAAA..................................................ACUAU.GGCAGCC.AGGCUGC.U...GGU....A.A.....GCGAAGGCUUUUAAGGGAGUAACCUAUAAUUGCCUUUGUUUAU
Tpo-1-4 .AAAGCUA.U.GGGUCUACG..GCCAGGGGAG................................................................GUUAU.GAUUGCC.AGGUUGC.G...G....UUU.U.....AUUAAAGCCUAUUUCCUUUGGGGAUAGGAUUUUUUAUUCAUGG
Lba-1-1 .AAAGCUA.CAGGGCCUUCC..CCUUAAAAA.................................................................GGAU..GGCAGCC..AGCUGC.C...GGU....A.C.....CACACGGUACUGUAUCGAUAGUCGUAAGACUGUCACUACUUUU
Lba-1-2 .AAAGCUA.CAGGGCCUUCC..CCUUAAAAA.................................................................GGAAU.GGCAGCC..AGCUGC.C...GGU....A.C.....CACACGGUACUGUAUCGAUAGUCGUAAGACUGUCACUAC....
Cce-1-2 .AAAGCCA.C.GGGUCUGA.....ACAU....................................................................UAAAA.GAUAGCC.GGGUUGCAU...GU........AU...GGAGGAUAUGAUAUAACAACUUCUAUGACGUAGUUGUUUUUUU
Tpo-1-5 .AAAGCCA.C.GGGUCUACG..AAUUGGUGACUAGUGACCAGUGACCGGUAAAUAAAAAAUAGACCGGUUACUGGCUGUGGACCACUGGUCGCUGAUUUAC.GACAGCC.GGGUUAC.C...GAAG.GU........GUUCUCGCACAAUGUGUUUAACCUGUCCUUGGUAACUGGAUAG
Ova-1-1 .AAUGUUA.AAGGGCCUGUA....CCGUUUGG...................................................................AU.GGCAGCC..AGUUGC.G...GAAC...........GGCAAAGCCCUGCACAUGGCAGGGCUCUUUUUAUAUGCUUAUG
Dme-2-1 UAAAAUCA.U.GGGUCUAA...GGCUGCUAAUUUCACACAUGGAAAUUAG..............................................GCUAG.GAUCGCC.AGAUUAC.A....A...G.CAG.....GAACUUCUCAGGGAGAGUAGUCAUCUUAGGACUACUCUCUUUU
Dyo-1-1 UAAAAUCA.U.GGGUCUAA...GGCUGCUAAUUCAUAUUGGAAUUAG.................................................GCUAG.GAUCGCC.AGAUUAC.A....A...G.CAG.....GAACUUCUCAGGGAGAGUAGUCAUCUUAAGACUGCUCUCCCUU
Dsp-1-1 UAAAGUCA.U.GGGUCUAAG..GCUUAAGAAAACCAAAGUACUUUUUCAAGUAACUUGGAACUUAA..............................GCUAA.GAUCGCC.AGAUUAC.A...AG...A.UAGA....ACUUCUCUGGGGAGAGUAGUCACUGAAGACUACUCUCUUUUAU
Dme-2-2 UAAAGUCA.U.GGGUCUAAG..GCUAAAUUCAAAGGGCUGCUAAUACCUUUGAGG.........................................GCUAU.GAUCGCC.AGACUAC..AAGCA...C.........AGAACUUCUCUGGGGAGAGCGGUCUUUUUAGAUUGCUCUCUUC
Dac-1-2 UAAAGUCA.U.GGAUCUAAG..GCUUAAAGCAAAUGCUUGCCAGCGCAGGAAA...........................................GCUAA.GAUCGCC.AGACUAC.A...AGA............UGAACUUCUCUGGGGAGAGUAGUACUAUGGACUACUCUCCCCU
Dde-1-1 UAAAGCUA.U.GGGUCUAAG..GUCGUUGCGCAAGAUCG.........................................................ACUAA.GAUCGCC.AAGCUAC.....AA...G.UGCUUAG.AACUUCUUAGGGGAGAGUAGUUCCUUUUUGGACUACUCUCUUU
Dme-1-1 UAAAGCUA.U.GGGUCUACG..GUUGAUUACAUGAGCAAACAUCA...................................................GCUAA.GAUCGCC.AAGCUAC.....AAGUUU.........UUUGAACUUCUCAGGGGAGAGCGGUUCCUUUUUAGGACUGCUC
Ddi-1-1 UAAAGCUA.U.GGAUCUAAG..GUCGACAG..................................................................ACUAG.GAUCGCC.AGGCUAC.....AAGUGU.........UUAAGAACUUCUUAGGGGAGAGUGGUUCCUUUUUGGACUACUC
Aar-1-2 .AAAGUCU.U.GAGUCUAAA..GCAUAAA...................................................................GCCAU.GACUGUC.GGACUGC.U...GAACUG.G.G.....AAGAAGUAUGGCUAAUUUCCCUAUUUCUCAUGCCUUGCUGAGG
Sth-1-1 .AAAGCCA.C.GGGGCUACA..GGAAGCGGGCGCCGCCCUGCCGGGUCUCCCGCCU........................................CCCAU.GCUAGCC.GGGCUGC.C...G....C.UCG.....GGACGCCGCAGGUGAUGUA.CCUCGGCGUCUGCUGGAGGGUGC
Dsp-1-2 .AAAAUCA.C.AGGUCUAAG..GUUCCUUCAGA...............................................................ACUAU.GACGGCU.GGAUUGA.AC..AAAG...........GCUGACCUUUUGGAGGGAUUUGAAAUGGAUUCAAGUGACCCCA
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Dsp-1-3 .AAAGCCA.U.AGAUCGUACAGG.GAAGGCUG................................................................AC....GACAGCU.AGGCUAC.C...AAAA.A.........UCUGCUUUUUUUGCCAUACCUUUUUUUAAGUUGUAUGGCAUUU
Tma-1-1 .AAAGCCA.C.GGGUCUACC..GCGCGGCGGGAGCGGAAGGCGGCGACGGGCAGCCGCCGCGCCUCCGGCCCCGCCG...................GCUAC.GACGGCC.GGGCUGC.C...GAA..C.G.GG....UGGAGCGAUUGGAUUGCAUCGGGCCGCCAGCCUCCCUGCUCCU
Dme-2-3 .AAAGCUA.C.GGAUCUUCC..ACUCUUAGGG................................................................GUAAA.GAUGGCC.GAGUUAC.CAAUUA.............GGAUUAUAACGCGCCUUGUCUAAAGGGGGCGGUUUUUUCUUUU
Dor-1-1 .AAAGCCA.C.GGAUCUUA...CACGUAAGGG................................................................UGAU..GAUGGCC.GGGCUGC.C...UAC..U.U.AG....UAUUCUCUGUCGCACGCCUUAAAAGGGGGGCGAUUUUUUGUAA
Eli-1-1 .AAAACUA.CAGGGUCUACG..UCGGAAGCUCCAGGCC..........................................................GAUAU.GACAGCC..AGAUGC.C...ACAA.C.........CGGUAGAUGGCCGAAAACCCCUGUAUGGUUUCCGGCUAUUUUU
Csp-3-2 .AAAGCCA.U.GGGCCUAAA..CAGUUUUUUUAUAC............................................................UGCAAUGGCUGCC.AGGUUGC.CAGG.....A.C.......UCUUCUUUUAGAAGGCUCCAGGCCUACAUAAGAGGAGGGAUUA
Mth-1-1 .AAAGCCA.U.GGGUCUAAG..GCCUGGUAGAUACAGACCGG......................................................GCUAU.GGCUGCC.AGGCUAC.C...GUAA.C.C..G....GUUAAAUUGUUAUGCCCGGAAGAGGGCCUUUAUUUUUAGGCAU
Osp-1-1 .AAAGCUA.UAGGGACUGU.....AAAAU.........................................................................GUCAGCC..AGCUGC.AAU......C.........AUGAAUCCCCUGACCAGGGUGAAAUGAUUCUGCUCCUGACUCC
Dac-1-3 .AAAGCUA.UAGGGUCUAAC..UUCCCAUGG.................................................................AAUAU.GACAGCCU.GGCUGC.....AAAC.U.A.UU....AAAUGUGAGCAGCUAUUUUGUUGCUUUCUUUUUGUUUGCGUGA
Dor-1-2 .AAAGCCA.C.GGGUCUAAAG.CAGGCCUUUCUGCCU...........................................................GUCAU.GACGGCC.GGGUUGC.A...GAAU.A.........UGCAUCACAGUAUGUCUAUCUGCUGAAUAUUCGGUGGAUAGAC
Dku-1-1 .AAAGCCA.C.GGGCCUAAA..GCGGACUCCC................................................................GCUAA.GGCAGCC.GGGUUGC.G...A....C.A..AU...GCUUCCCGACCUUCGGGUCGGUUUUUUGUUAGCAAUUUACAUG
Dme-1-2 .AAAGCUA.U.GGGUCG.....UCCAGUGUGGCUG.............................................................AC....GAUUGCC.AGGUCGC.U...AA...U.U.GU....GUAAUGAGAAAGAUUGCCGUCAUGAUGGAAAAAAGAAAUAAAU
Awo-1-1 .AAAGCUA.AAGGGAC......UUUUAU....................................................................AA....GUUAGCC..AGUUACUC...GAAU...........CAAGGUAAUGAUUUAGGAGGUAACGGUGAAUUAUAGUGAAAAA
Sac-1-1 .AAAGCUA.GAGGGGCUUA...UCGCAUCCGC................................................................GAUU..GCCAGCC..AGCUGC.C...GAAA.C.G.......GGAACUGGACAAACGGGCGGUUCCCCGGUUUCGGGGGGCCGCC
Eli-1-2 .AAAGCCA..AGGGUCUAA...UUCAUCUCAAGAUG............................................................AAAC..GACAGCC..GGUUGCUC...G....G.G.U.....AUUAAACUUACUGAAUGCAAUCUCCCUGCCUUGGUUUAUGCCG
Pth-1-1 .AAAGCUAUC.GGGCCUAAA..GCCGGGUAUUGGCGCAAGGACAGCUGCCUUAAAAAGGUGCGGCCUUGGCGCCUGUAUUUG..............GCCAG.GGCGGCC.GGGUUGC.CA...AG..A.A..U....UUAAUUGGUCCAAGCCCUU.CAUUGCGGCUUGGUUUUUUAAUA
CDe-1-2 .AAAGCUA.C.GGGUCUAAA..GCUUUCAGGCGAAA............................................................GCCAG.GACCGCC.GGGCCGC.CA..C....U.G.GGA...UUGUGGACUACCUUGGCGGUAGUCUUCUUGUUUUUUGGAGGGG
Cob-1-1 .AAAGCCA.U.GGGCCUGUCG.GGGGAAAAACCC..............................................................CCUAU.GGUUGCC.AGGCUGC.C...A....G.G.AA....CUCCUUAUAUGGAGUUCCAGCAAAAAAUUAUGAUAAUAAACUC
Chy-2-1 .AAAGCCA.U.GGGCCUAUCG.UGGGAAGUUUACCUCC..........................................................CCUAU.GGUCGCC.AGGCUGC.CUGCGAA............AACUGCAGACAGCCUUUUGUUAGUCUCCAUUUACAACAUCCAC
Awo-1-2 .AAAGCUU.AAGGGCC......UAAGUAAUU.................................................................UAUAU.GGCUGCC..AGUUGC.....AAAU...........CCUUCUCAGUCUUUGUUUAGAGACUAAAAGAGCAACGUGGCAA
Awo-1-3 .AAAACUA.UAGGGUCUAAA..UAAUGUAUAU................................................................UAUAU.GACAGCC..AGUUGUAC...AA...U.U.A.....GCUUAUUAAAGCCAUUGUUACAGCAAUUGACUGUAACAAUGGC
Lba-1-3 .AAAGCUA.CAGGGCC......UUCCCUCAAAGA..............................................................GGAU..GGCAGCC..AGUUGC.C...UGAUA..........CAUAGUAAAAACGUAUGUAUUUGCAAAGUAGCCUUGGUCGCCU
Ame-1-2 .AAAGCCA..AGGGUCUUCA..UCAAUUGAUU................................................................GAUAU.GACAGCC..GGUUGC.AGAGUA.....UAAUU.......GAAGCCUUUAUUAUCAGAACAUUCUGUUGAUAGGGGUUC
Dre-1-1 .AAAGCUA.GAGGGUCUAAG..GGGGAA....................................................................CCUAU.GACAGCC..AGUUGC.UCCGG....G.U.......GCUGAUUAACACUCCAU...GACCCUCCUUUUAUAAGGAGGAU
Aca-1-2 .AAAGCUA.AAGGGUCUAAG..AUUUUAUUG.................................................................AUUAU.GACAGCC..AGCUGC.A...G....U.U.......UUUAUGCAUUGCGUUUUUA.GGACAGCAAUGCAUUUUUUAUUU
Asp-1-2 .AAAGCUA.AAGGGUCUAAG..AUUUUAUUG.................................................................AUUAU.GACAGCC..AGCUGC.A...G....U.U.......UUUAUGCAUUGCGUUUUUA.GGACAGCAAUGCAUUUUUUGUUA
Cbu-1-1 .AAAGCUA.GAGGGCC......UUUCUUAUAGA...............................................................AU....GGCAGCC..AGUUGC.A...UAAAUA...AU....AAAGUACCUUGUUAAUA...AAAUGUACUUUAUUAAACUUUGC
Aca-1-3 .AAAGCCA..AGGGUCUAAA..GUCUUACAUAAG..............................................................ACUAU.GACAGCC..GGUUGC.C...ACAU...U.AU....UUAUUUAAUGUGUAUGA...AUAUAGGUAUCUGACUUAUAUUU
Asp-1-3 .AAAGCCA..AGGGUCUAAA..GUCUUACAUAAG..............................................................ACUAU.GACAGCC..GGUUGC.C...ACAU...U.AU....UUAUUUAAUGUGUAUGA...AUAUAGGUAUCUGACUUAUAUUU
Asp-1-4 .AAAGCCA..AGGGUCUAAG..GUCCUCAGAACGGGG...........................................................AUUAU.GACAGCC..GGUUGC.C...ACAUU..........AUAUAUUAAUGUGUAUGGAUAAUAAUUAUCUAUCUUAUAUGAU
Aca-1-4 .AAAGCCA..AGGGUCUAAG..GUCCUCCAAACGGGG...........................................................AUUAU.GACAGCC..GGUUGC.C...AC...A...U.....UAUAUAUUAAUGUGUAUGGAUAAUAAUUAUCUAUCUUAUAUGA
Ece-1-1 .AAAACUA.UAGGGGCCGA.....AAUA..........................................................................GCCAGCC..AGUUGCAU...UCA..U.G.A.....UUGUGUUCUUACGCAAGGAGUAUCACUUUUUUGCAAACAGGCA
Esp-1-1 .AAAGCUA.CAGGGCCUGU.....AAAAU.........................................................................GGCAGCC..AGAUGCAU....A.............AAAUGAGGUGCACCGUCUGUUUGGCAGUGUUUUUUUACGGUGU
Dfo-1-1 .AAAGCUA.CAGGGCCUGU.....AAAAU.........................................................................GGCAGCC..AGUUGCAU....A.............AAAUGAGGUGCACUGUCUGUUUGGCAGUGCUUUUUUAAGGAAU
Rob-1-1 .AAAGCUA.CAGGGCCUGU.....AAAAU.........................................................................GGCAGCC..AGUUGCAU...GA.............AAUGAGGUGCACUGUCUGUCUGACGGUGCUUUUUUACGGUGUU
Eha-1-1 .AAAGCUA.CAGGGCCUGU.....AAAAU.........................................................................GGCAGCC..AGUUACAU...GA.............AAUGAGGUGCACUGUCUGUUUGGCAGUGCUUUUUUAUGGUAGA
Dfo-1-2 .AAAGCUA.UAGGACCUGU.....AAAAU.........................................................................GGUAGCC..AGUUGU.A...AAAA.A.........AGAAUGUACACUGUCUAUUUUAGAUGGUGUUUUUUAUAUAAUC
Ece-1-2 .AAAGCUA.AAGGGACUGU.....AAAAU.........................................................................GUCAGCC..AGCUGC.A...A....U.A.UU....UGCGUCACUGCCAUCAUUGCAAGUGGCGUUUUUUAUUGUAACA
Csp-3-3 .AAAGCUA.GAGGGCCUUA...UCCUUUGAUAG...............................................................GAU...GGCAGCC..AGUUGC.A...A....G.UCUU....UGCCUAUUUGAAAUGAAUAGGAGGAAAAAAAAUGAACAAAAAA
Cbe-1-1 .AAAGCUA.GAGGGCC......UUUUCCUUUUGAA.............................................................AGGAU.GGCAGCC..AGUUGC.A...AGUC.....U.....UUGCCUAUUUGAAAUGAAU.AGGAGGAAAAUGAAAUGAAUGAC
Fpr-1-1 .AAAGCUA.CAGGGCCUGU.....AAUA......................................................................U...GGCAGCC..AGCCGCAC...U....U...UCU...CAACCAUACCGCACAUGGGCAUCACCUCAAGGGGCGGUAGAUU
Tpo-1-6 .AAAACUA.C.GGGCCUAAA..GCGACAUAAC................................................................GCAAU.GGUUGCC.GGGUUGC.C...GAAG.G.........AGGGUUUGCGUUUAGUAGAACCAAACUGCGGUUUCCCUCAGUU
Nth-1-1 .AAAGCCA.U.GGGUCUAAG..GCACUUUAUUGUAUAUAUAAUUAAAUU...............................................GCUAG.GACUGCC.AGGCUGC.C...GC...A.G.GAU...AACCUAAAAAAAUCAAGUUUAUCUUGCGAUACUAUAACUUGUU
Dre-1-2 .AAAGCCA.U.GGGUCUAAA..GCGAAU....................................................................GCCAG.GACGGCU.AGGCUAC.U....AAAAU...A.....CACCAAAUUAUUUUAUGG..UGUAUUUUUUUUAUUAUUAAUUU
Eli-1-3 .AAAACUA.AAGGGCCUAAAA.CCGGUAACC.................................................................GGUAAUGGCAGCC..AGCUGC.UACGGA.............AAUCCAUCCUCAUCGAUGGACACUGCCCGGCUGCGCCCUUUCG
Pth-1-2 .AAAGCCA.U.GUGUCCAAA..GCCGCGGGGAG...............................................................GCUAC.UAUCGCC.AGGCUGC.C...GCACAU.........AUAAGCAGCCUCCCCUG...CCAAAGUAGCAUUAGGGAAGGUU
Ccl-1-1 .AAAACUA.C.AGGUCUAAG..GUAUUCAAU.................................................................ACUAU.GACGGCU.GAGUUGC.C...G....AAAA......AGGGAGGAAUUAAUAUGAAAAAAACUACGCUCUACUUCUUUGU
Tsu-1-1 .AAAGUCA.C.GGGUCUAAG..GUCCCGCCAGCACGGG..........................................................ACUAU.GACGGCC.GGACUGC.C...GAAC.G.C.C.....GCGCGGUGGACCCUUGGCAAUCCUCUCGUCCGCCCGUGGUGCC
Tma-1-2 .AAAGUCA.C.GGGUCUACG..GUCCCGCUCCGGCGGG..........................................................ACUAU.GACGGCC.GGACUGC.C...GAAG.G.C.C.....GCGCGGUGGUUCUCGCGGCGGUUCUACCUUCGCCGUCGGGGUC
Csy-1-1 .AAAGCUA.AAGGGUCUAAG..UAGAAG....................................................................UAUAU.GACAGCC..AGUUGC.A...A....UCA.UU....UUGGAUACCCGUUAAGCAGAUGCCUUUUUUGGUAUCUGCUUUU
Sgl-1-1 .AAAGCUA.C.GGGUCUAAA..GCCCGGCAUUUUCUUGAGAAAAAAUGCCGG............................................GCCAG.GACCGCC.GGGCCGC.C...GAAC.G.........AAAAGCUGAUGCUUUCUUUAGAUAAAGGAAAGGUUCCGUUUCC
Bpr-1-2 .AAAGCUA.UAGGGUCUCAA..UCGCAUAUGC................................................................GACA..GACAGCC..AGUUGC.U........G.GCA.....CUUACUGAGAGUGCUAUGUAUGGCCGCCCUGUUAUUGAGUAGU
Dni-1-1 .AAAGCCA..AGGGCCUAAG..GAGUAAAGAAAU..............................................................UCUAU.GGCAGCC..GGUUGC.AG..CAAA...........GAAAUACUCUAUGCUUCUGGCAUAGAGUUUUUUAAUAUACGAG
Aca-1-5 .AAAGCUA.AAGGGGCUAUA..UCGUAUAGGGAGUAU...........................................................GAUCGUGCCAGCC..AGCUGC.CUCAUAAA..............UUAUUAUUUAUGUGUA.GAUUGAGAAUCCGUUGGAUACUC
Dca-1-1 .AAAACCA.U.GGGUCUAAA..UCGUUUCUGC................................................................GAUAU.GAUCGCC.AGGUUGC.C...AA...C.U...G...GCAGGGUAGAUACCCUGUUUAAUAUAUGGAAAAGGUGGUUAUC
Dni-1-2 .AAAACCA.U.GGGUCUAAA..UCGUUUCUGC................................................................GAUAU.GAUCGCC.AGGUUGC.C...AA...C.U...G...GCAGGGUAGAUACCCUGUUUAAUAUAUGGAAAAGGUGGUUAUC
Dac-1-4 .AAAGCCA.C.AGAUC......CUCUACUUAA................................................................GGUAAGGAUGGCU.GGGUUAC.C...GAA..C.A..GU...UAUUUUUGUCGCUGUAUUAAAAAGAUAUGGCGAUUUUUUAUUU
Sac-1-2 .AAAGCCA.GAGGGUCUAAG..CCCUGAAGGG................................................................GGUAU.GACAGCCG.UGCUGC.C...GACG.A.........AGUCGUCCACAUCCGUGUCUUUGCACGCAGUAGAAACGGUUUA
Dre-1-3 .AAAGCCA.U.GGGUCUAAU..GCAUUU....................................................................GCAAU.GAUAGCC.AGGCAGC.A...UAA......UU....ACACCAAGCAGUGAGGGUAUGUUUUAUUUUUUACAGGGGAGAU
Mth-1-2 .AAAGCCA.U.GGGUCUAAG..GUCCUUAAAAGG..............................................................GCUAU.GAUCGCC.AGGCUGC..........C.G.GCU...CCAGGAAGCGGCCUAGUCUUGUUGAGGAGCAAGGCUUUUUUUA
Dgi-1-1 UAAAGCUA.U.GGGUCUAAU..GGUUUGAAAAA...............................................................CCUAU.GAUUGCC.AGGCUAU.A...A....CGG.U.....AUCGACUGCUGGGGGGGGUGGUCAGUUUUAUUUGGCUACCCCU
Dku-1-2 UAAAGCCA.U.GGGUCUAAG..GUCCUUUUCAGG..............................................................ACUAU.GAUCGCC.AGGCUGC.A...A....CGG.U.....ACCGACUGCUGGGGGGGGUAGUCACUUGGCUACCCCCCUUUAA
Tpo-1-7 .AAAGCCA.U.GGGUCUAC...GGCCGAAGG.................................................................GCCAG.GAUUGCC.AGGUUGC.A...G....U.A.UA....GUUGCGGUAGUAGUGGAAAGCCUGUCCCUUGGGGGGACGGGUU
Dac-1-5 .AAAGCCA.C.GGGUC......UUAGAUUCUU................................................................GAUAA.GAUAGCC.GGGUUAC.CAUAUAAA...........AUUGUGUCGCCGAUCGUUGAGUUCGGUGCUUUAUUUUUUUUAU
Dsp-1-4 .AAAGCCA.U.GGGUC......UUCCAUGUUAAGGUG...........................................................AA....GAUAGCC.GGGUUAC.CAUAUA.............AAUUACUUUGGUAUUAACAAAGCCUUUGUCGCCAUGCCUGUUU
Dac-1-6 .AAAGCCA.C.GGGUC......UUUCUAUUAACGA.............................................................AA....GAUAGCC.GGGUUGC....................ACAAUAGUGUUUUGAAUGUCUUUGUCGUCAAGAAUAUAAACCU
Dsp-1-5 .AAAGCCA.C.GGGUC......UUCAUUAAGCUG..............................................................AA....GAUAGCC.GGGUUAC.CACAUA.............AUAGCAGUUACGUCUUUGUCGUCAAGCCUUUCGCCUGGCGACU
Dac-1-7 .AAAGCCA.C.GGGUC......UUCUAUUGAAUUG.............................................................AA....GAUAGCU.GAGUUAC.C...U......G..U....AAUAUAGUUUAUGUGAUGUUUUUGCUGUCAAGCUUUUUUGGUU
Dsp-1-6 .AAAGCCA.C.GGGUC......UUCCUUAAGCUG..............................................................AA....GAUAGCC.GGGUUAC.C...GUAAA..........AGUAAUUACAACAUGUCUUUGUCGCCAAGUCUUUUAAACUUGG
Dsp-1-7 .AAAGCCA.C.GGGUC......UCCCACACCUUAGAGUGG........................................................AA....GAUAGCC.GGGUUAC.C...GAA..C.A.......AAAAUUUGUCGCCGAUUUAUUGAAUUCGGCGUUUUUGUUUUAU
Dsp-1-8 .AAAGCCA.C.GGGUCUCCUA...UUUGCUUUACGG............................................................AA....GAUAGCC.GGGUUAC.C...GAACA..........AAGAUUUGUCGCCGAUCCAUUGAUUUCGGCGAUUUUGUUUUUA
Mth-1-3 .AAAACUA.GAGGGUCUACA..GCCUUCACGG................................................................GCCAU.GACAGCC..AGUUAC.CACGGGUG.G.A..A....CGGGGCUACCCAGGG.....GGUAGCCUUUUAAAUUUUGUCCA
Dac-1-8 .AAAGUCA.U.GGGCCUUAGG.GUUUAA....................................................................ACUGAUGGCAGCC.AGACUAC.C...GAAA.A.........AACCGAAUGUCUUUGUCGCCGUUUAUGGCGGCUUUUUUUGAUA
Dsp-1-9 .AAAGCCA.C.GGGUCUUCUG.CUUACA....................................................................AGUAAUGAUCGCC.GGGCUAC.C...GA.............GGGGAACUUUAAAGCCGUACCCAUUGGGUACGGCUUUUUCAAA
Nth-1-2 .AAAGCUA.C.GAGUC......UUUACAGUUUGUA.............................................................AA....GACAGUC.GGGCCGC.C...A....A.G.GAA...GUGGGUGCUAUACUGCUUCUUUAUUGGGGGCAGUAUUUUUUAU
Nth-1-3 .AAAGCCA.C.GAGUC......UUUACGAUUAUUAUA...........................................................AA....GACAGUC.GGGCUGC.C...AA...G.G.AAA...GGGGUUUGUGCUGCUCUUCUUUGGAGCAGCUUUUAUUUUAUUG
Nth-1-4 .AAAGCCA.C.GAGUCUUUU..GUUGACAAAACGUCA...........................................................AUAAAAGACAGUC.GGGUUGC.C...AA...G.G.AAG...AAGUAAGCAGAAGCUACUUCUUCGUGAAGUAGCUUUUUUUAAC
Cst-1-3 .AAAGCUA.UAGGGCCUUAC....CGUAACUGG...............................................................UU....GGCAGCCU.AGCUAC.C...GAAA.A.G.GA....GUUUUUAUUAUGAAAAAAAAUUUAAAACAGUAUUUAUUAAUUG
Csp-3-4 .AAAGCCA.C.GGGUCUAAG..GCAUUUUAAU................................................................GCUAU.GAUAGCC.GGGCCGC.C...UAAAU..G..U....UGUAUCUAAGCUGUUCUUCUAUAUUCUUAGUUAUUAAGUGAAU
Dku-1-3 .AAAGCCA.C.AGGUCUAAG..GUUCCCCAAAAGCGCUCGAAGGCAAAGCCACAGGUCUAAGGUUCCCCAAAAGGUUGCCACGGGGA.........ACUAU.GACGGCU.AGGUUGC.AAGGGA.............GAAAGAUAGCCGCAGGAAAGCGUAUACUUGUCUCUCUGCGGCU
Dku-1-4 .AAAGCCA.C.AGGUCUAAA..GUUACCCAUUGAGGUA..........................................................ACCAU.GACGGCU.GGGUUGC.AA..G....G.G.A.....GAAAGAUAGCUACAGGGCAAGUGCGUUUUUCUCCCUGUAGCUU
Dku-1-5 .AAAGCCA.C.AGGUCUAAA..GUUCCCCGCGGGGA............................................................ACCAU.GACGGCU.GGGUUGC.AA..G......G.......GGAGAAAGGAAGCCGCAGGGAAGCAUAAAAUUUUUCUCCCUGC
Ace-1-1 .AAAGCUA.C.GGGUCUAAG..GUCUUUG...................................................................ACUAA.GACAGCC.GAGUUGC.C...GAA..A.A.UG....AUAGUUUUAUUUUUUGGGUUUUCUCCAAUGAUCUCCAAAGCUU
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Tpo-1-8 .AAAGCUG.C.GGGUCUAAGG.AAUUAGUGGCCGGUCCACUAC.....................................................UCUAU.GACAGUC.GGGCUGC.C...GAAG.A.........AGGAUAUGGGCGUCAGUAUGCCUGUCUUCCGGUGCCGGAGACA
Tph-1-1 .AAAACUA.GAGGGGCUACA..GCGGUUGCUCC...............................................................GCCAG.GCCAGCC..AGUUGC.C...G....G.U.UC....CUGAUUAAGAUCAGAGAAGGGCCUGAACUGCGCUGUACGUUGA
CDe-1-3 .AAAACUA.GAGGGGCUACA..GCGAUAAUAC................................................................GCCAA.GCCAGCC..AGUUGC.C...G....G.A.UA....UCAAGCACUAAAGAGAUU..AUUCCGUACUGGUGGUACGGUUU
Dme-1-3 .AAAGCCA.U.GGGUCUACA..GCAGGAAAGACACU............................................................GCCAU.GAUCGCC.AGGUUGC.C...GGAG.A.........AGAAAUUAGAGCCCCUGCCGGGACUAGUAUCUCUGGUAUGGAG
Tit-1-1 .AAAGCCA.C.AGGUCUAAG..GCAUGCAGAU................................................................GCUAU.GACGGCU.GGGUUGC.C...AAUU.U.........GUAGUCAUCAAAGUAGGCGACCGAAGUAGUUGCCUACUUUUUA
Tma-2-1 .AAAGCUA.C.AGGUCUGAG..UCAUGCAGAU................................................................GCUAU.GACGGCU.GGGUUGC.C...AAUU.U.........GUAGUCAUCAAAGUAGGCGACCGAAGUAGUUGCCUAUUUUUUA
Dru-1-1 .AAAGCAA.UAGGGCCUAA...UCCUCCGGCAGGAGG...........................................................G.AC..GGCAGCCU.GGCCGC.C...GAAG.A.........UAGGUUUUUUAUUUUGUUUGGAUAUUGUCAAAGGUAAUUUGAC
Ame-1-3 .AAAGCCA.U.GGGCCUACA..UUCUAAACAG................................................................AAGAU.GGUAGCC..GGUUGC.A...GAAC...U.......AGGAUUUCAAAGCCUUUU..GUUUUCGAUUUUUUGAAAAUACA
Dru-1-2 .AAAGCCA.U.GGGCCUAA...UCCCGAAGG.................................................................GAAC..GGUUGCC.AGGCUGC.C..................AAAACUGUUUUAUCACACAGGGCGGGAGUCUCUGCGUUUUUCA
Hhy-1-1 .AAAAGUC.U.GAAUCUACGG.GGGUAC....................................................................CCUAU.GAUUGUC.AGCUUGC....................CUCAGGCUAUAAACUGUCAAAGUGAUUUCACUUUGGCUUUUUU
Csa-1-1 .AAAGCCG.A.AGGUCUAAG..GCGUUUCUUGU...............................................................ACUAU.GUUUGCC.CAGUUGU.CA...GAA.U.AAUUU...AUUAGGCGUUU.........GUCCUCAUUUGAAGGCAGGUUUU
Pth-1-3 .AAAACCA.C.GGGCCUAAG..GCAUUGCU..................................................................GCUAU.GGUCGCC.UGGUUGC.CAGUGAACGG.U.U.....UUUGGAUACAAGG.......CCGGUUUUUUAUUUUGGCGGCCA
Dme-1-4 .AAAGCUA.C.GAGUCUAAAG.CCUCGGCAGA................................................................GGUAAAGAUAGUC.GGGUUGC.C...A....U.G.UU....AAAGGAUACGACGAAUUGAUCCUUGUUUUGGCAACGCCAUACA
Dru-1-3 .AAAGCUA.U.GGGCCUAAG..GCAGAAAU..................................................................GCUAU.GGUUGCC.AGGUUGC.U...UAAAG..........AAAUUCUGCGUUAAGCGGCCUGAUUUUUCAGGCCCUUUUUUAA
Chy-1-1 .AAAGCUA.CAGGGGCUAA...AGCUUAAAG.................................................................CUAA..GCCAGCC..AGCUGC.C...A....A.A.GGG...CUUGGGAGGCUUUAAGCUCUCUUCCGUGGGGGUAGAGAGCUUU
Mth-1-4 .AAAGCCA.C.GGGCCUGCAG.ACGCAA....................................................................GUCAU.GGCCGCC.GGGCUGC.C....GGGGAAGAGU....UUUGCCUUUCCCUG......CUACCGGUGGCUAUUUAUUUAUA
Toc-1-1 .AAAGCCA.C.GGGCCUACG..AAGAGACAAGCUC.............................................................UUCAU.AGCAGCC.GGGCUGC.C...GG...G.GU......UUAAAAUAGAUUAUAGGAUUGUAAAAGACUACCUUUCCAGUGU
Toc-1-2 .AAAGCCA.U.GGGCCUACG..GCUCCAUUGAUGAUGGA.........................................................GCUAC.GGCUGCC.AGGUUGC.C...G....G.C.......UCAUUGAAAGGCCAUCGGCCAAGGAAAGGUUCCAACCAGGGCA
Pth-1-4 .AAAACCU.U.GGGUCUAAG..GCAGCAAAGCU...............................................................GCUAU.GAUUGCC.AGGUUGC.A...G....G.A.AAA...AGUGUGAAGUUCUUUUCCUUUUGCCCUUUCCGGAACAGAAGCC
Dru-1-4 .AAAGCCA.C.GGGCC......UCAUUUUCAU................................................................GU....GGCGGCC.GGGCUGC.C...GAAA.U.U.U.....UGAAAUUCCAAGCAUCUGCUUGGGAUUUUUUAUUAUGUAUUGC
Dac-2-1 .AAAACCU.U.GGAUCUAAG..GUCAUAAAAUAUG.............................................................GCUAU.GAUUGCC.AGGCUGC.....AAA..U.A.C.....CUAAAUUCUUUAGGAGGGGAAAGCAGCCCUCCUUUUUUAUUUU
Dre-1-4 .AAAACCU.U.GGGUCUAAG..GUUCUAGGAAUGA.............................................................ACUAUUGAUUGCC.AGGCUGC.A...AAAGA..A.......AAAGGGCAGCCAUGCCCU..UUUUCUUUGUUUAGCAAAUCAGA
Cth-2-1 .AAAGCUA.AAGGGGCUAAA..GCAUUAU...................................................................GCCAU.GCCAGCC..AGUUGC.A...A....U.GC.A....AUAAUACUUACCCUUUUAGUAAAAAGAGGGUAAGUUUUUUAUU
Cth-4-1 .AAAGCUA.AAGGGGCUAAA..GCAUUAU...................................................................GCCAU.GCCAGCC..AGUUGC.A...A....U.GC.A....AUAAUACUUACCCUUUUAGUAAAAAGAGGGUAAGUUUUUAUUU
Ckl-1-1 .AAAGCCG.A.GGGUCUAAA..GUGCGAGAGC................................................................AUUAU.GACAGUC.UGGCUGC.C...GUAAAG.G.AU....UGCGUAUGAAACCU......GCCCUUUUGCGGCAGGUUUUUUU
Csa-1-2 .AAAGCCG.A.GGGUCUAAA..GUGCGAGAGC................................................................AUUAU.GACAGUC.UGGCUGC.C...GUAAAG.G.AU....UGCGUAUGAAACCU......GCCCUUUUGCGGCAGGUUUUUUU
Pth-1-5 .AAAGCCG.C.GGGUCUAA...AGCAAUUACG................................................................C.CAU.GACAGCC.GGGCUGC.C...G....U.G.AGU...GCACGGAAAAACUACCCGUCCGACGAGGUAGUUUUUUUAAGUG
Ral-1-1 .AAAGCUA..AGGGUCUAAG..CUCGAAG...................................................................AGUAU.GACAGCC..GGUUGC.....A....U.AGA.....UUUUUGGUUUAUAGCUGAUUAAGGCAAUGCUUUUGGCGUUGCC
Ddi-1-2 .AAAGCCA.CAGGGUCUAAG..GGGCUACUUGCAGUAGU.........................................................ACUAU.GACAGCCU.GGCUAC.C...GAAC.U.G.A.....UUGUGUUCUUAACGUAACUCUGCCCUUUUUUAGGCAGGGUUUU
Eha-2-1 .AAAGCCA.C.GGGUCUAAUG.UUUCAUC...................................................................ACGAU.GAUAGCC.GGGUUGC.C...U....U.U..UU...GUUCACUUGUUUGAAAAAACGGGCACCUUGUUAUAAAAUGGGU
Eha-2-2 .AAAGCCA.A.GAGUCUAAG..GUAAAUAAACGU..............................................................ACUAU.GAUAGUC.UGGUUGC....................AAAAAACAUAUCUUGACUCUGCCACUCCGGAUAGAGUCAAGAU
Cbu-1-2 .AAAGCUA.UAGGAGCUAAA..GUUAAAAA..................................................................ACUAU.GCUAGCC..AGUUGC.U...AACA.A.U.U.....AAUCAGAUUAUUGUAUC...AAAACUUAACUAAUUAAGUUUAG
Cbo-2-1 .AAAGCUA.AAGGGGCUAAA..GAAGAAAU..................................................................UCCAU.GCCAGCC..AGUUGC.C...GA.....U..U....GAUAUUAAUUUAUUAAUUGUAUAAGGUUUUUUUGUUUUAAAAA
Cdi-1-1 .AAAGCUA.UAGGGGCUAAA..GUUUAGUAA.................................................................ACCAU.GCCAGCC..AGUUGC.C...GAAAA..G.......AGUAAAAAUUUCUUUUU...GUAUAUACAAAGAUACUCUUGGG
Cdi-17-1 .AAAGCUA.UAGGGGCUAAA..GUUUAGUAA.................................................................ACCAU.GCCAGCC..AGUUGC.C...GAAAA..G.......AGUAAAAAUUUCUUUUU...GUAUAUACAAAGAUACUCUUGGG
Cdi-18-1 .AAAGCUA.UAGGGGCUAAA..GUUUAGUAA.................................................................ACCAU.GCCAGCC..AGUUGC.C...GAAAA..G.......AGUAAAAAUUUCUUUUU...GUAUAUACAAAGAUACUCUUGGG
Cdi-15-1 .AAAGCUA.UAGGGGCUAAA..GUUUAGUAA.................................................................ACCAU.GCCAGCC..AGUUGC.C...GAAAA..G.......AGUAAAAAUUUCUUUUU...GUAUAUACAAAGAUACUCUUGGG
Cbo-5-1 .AAAGCUA.UAGGGGCUAAA..GAGGAA....................................................................UCUAU.GCCAGCC..AGUUGC.C...GAAGG..G.U.....AUAAUAUACUUUUUGUUUU.AAUUAAUUAUAUAUAAGAACAAU
Cbo-2-2 .AAAGCUA.UAGGGGCUAAG..GAAUAA....................................................................UCUAU.GUCAGCC..AGUUGC.C...GAAGGG.U..A....UAAUAUACUUUUUGUUUUA.AUUAAUUAUAUGUAAAAGCAAUU
Cpe-6-1 .AAAGCUA.AAGGGGCUAAG..GUUAUAUA..................................................................ACUAU.GCUAGCC..AGUUGC.C...AAAGAA.U.......AAAUAUUCUUUGUUUU....AAUAGAGUUAAUUUAUAAAUAUA
Cpe-5-1 .AAAGCUA.AAGGGGCUAAG..GUUAUAUGAUA...............................................................ACUAU.GCUAGCC..AGUUGC.C...GAAGAA.U..U....AAUAUUCUUUGUUUUA....AUAGAGUUAAUUUAUAAAUAUAU
Cpe-1-1 .AAAGCUA.AAGGGGCUAAG..GUUAUAUGAUA...............................................................ACUAU.GCUAGCC..AGUUGC.C...GAAGAA.U..U....AAUAUUCUUUGUUUUA....AUAGAGUUAAUUUAUAAAUAUAU
Cpe-7-1 .AAAGCUA.AAGGGGCUAAG..GUUAUAUGAUA...............................................................ACUAU.GCUAGCC..AGUUGC.C...GAAGAA.U..U....AAUAUUCUUUGUUUUA....AUAGAGUUAAUUUAUAAAUAUAU
Cpe-2-1 .AAAGCUA.AAGGGGCUAAG..GUUAUAUGAUA...............................................................ACUAU.GCUAGCC..AGUUGC.U...GAAGAA.U..U....AAUCUUCUUUGUUUU.....AAUAGAGUUAAUUUAUAAAUAUA
Cpe-4-1 .AAAGCUA.AAGGGGCUAAG..GUUAUAUGAUA...............................................................ACUAU.GCUAGCC..AGUUGC.U...GAAGAA.U..U....AAUCUUCUUUGUUUU.....AAUAGAGUUAAUUUAUAAAUAUA
Cpe-3-1 .AAAGCUA.AAGGGGCUAAG..GUUAUAUGAUA...............................................................ACUAU.GCUAGUC..AGUUGC.U...GAAGAA.U..U....AAUCUUCUUUGUUUU.....AAUAGAGUUAAUUUAUAAAUAUA
Cdi-1-2 .AAAACUA.UAGGGAUUAAA..GCUUUUAAA.................................................................GCCAU.AUCAGCC..AGUUGC.U...AAAA.A.........GAGUAAAGUCUUUUUAUUUUAUAAUUAAGAUUCUCUUUGAGUG
Cdi-17-2 .AAAACUA.UAGGGAUUAAA..GCUUUUAAA.................................................................GCCAU.AUCAGCC..AGUUGC.U...AAAA.A.........GAGUAAAGUCUUUUUAUUUUAUAAUUAAGAUUCUCUUUGAGUG
Cdi-15-2 .AAAACUA.UAGGGAUUAAA..GCUUUUAAA.................................................................GCCAU.AUCAGCC..AGUUGC.U...AAAA.A.........GAGUAAAGUCUUUUUAUUUUAUAAUUAAGAUUCUCUUUGAGUG
Cdi-10-2 .AAAACUA.UAGGGAUUAAA..GCUUUUAAA.................................................................GCCAU.AUCAGCC..AGUUGC.U...AAAA.A.........GAGUAAAGUCUUUUUAUUUUAUAAUUAAGAUUCUCUUUGAGUG
Cdi-18-2 .AAAGCUA.UAGGGGUUAAG..GUCUUAAAAAG...............................................................AUUAU.GCCUGCC..AGUUAC.U...AAAA.G.U.U.....AGUGUACUUUUUGUUAGAUAAUACCUCCUUAUGAGGUAUUUUU
Cdi-1-3 .AAAGCUA.UAGGGACUAAG..GUUUAUAUACAUAA............................................................ACUAU.GUCAGCC..AGUUGC.C...A.AAAAG........AGUCCUAGGUGUAUUGU...AUACCUAAGAAAAGUCUAUAAUG
Cdi-10-3 .AAAGCUA.UAGGGACUAAG..GUUUAUAUACAUGA............................................................ACUAU.GUCAGCC..AGUUGC....................CAAAAAGAGUCCUAGGUGUAUUGUAUACCUAAGAAAAGUCUAG
Cdi-17-3 .AAAGCUA.UAGGGACUAAG..GUUUGUAUACAUGA............................................................ACUAU.GUCAGCC..AGUUGC....................CAAAAAGAGUCCUAGGUGUAUUGUAUACCUAAGAAAAGUCUAG
Cdi-2-3 .AAAGCUA.UAGGGACUAAG..GUUUGUAUACACAA............................................................GCUAU.GUAAGCC..AGUUGC....................CAAAAAGAGUUCUAAGUAUAUUGUAUACGUAGAAAGAGUCUAG
Cdi-12-3 .AAAGCUA.UAGGGGCUAAG..GUUUGUAUACACAA............................................................ACUAU.GUCAGCC..AGUUGC....................CAAAAAGAGUUCUAGGUAUAUUGUAUACGUAGGAAGAGUCUAG
Cdi-15-3 .AAAGCUA.UAGGGGCUAAG..GUUUGUAUACACAA............................................................ACUAU.GUCAGCC..AGUUGC....................CAAAAAGAGUUCUAGGUAUAUUGUAUACGUAGGAAGAGUCUAG
Cdi-16-3 .AAAGCUA.UAGGGGCUAAG..GUUUGUAUACACAA............................................................ACUAU.GUCAGCC..AGUUGC....................CAAAAAGAGUUCUAGGUAUAUUGUAUACGUAGGAAGAGUCUAG
Cdi-10-4 .AAAGCUA.UAGGGACUAAG..ACUUAUAUAAAUAUCUUAUGA.....................................................GUUAU.GUUAGCC..AGUUGC.C...AAAGA..........GAUAUUGUUCUUUUUGUUUUUAUGAAAGUUUUUUAGGGGGAUA
Cdi-1-4 .AAAGCUA.UAGGGACUAAG..ACUUAUAUAAAUAUCUUAUGA.....................................................GUUAU.GUCAGCC..AGUUGC.C...AAAGAGAU.......AUUGUUCUUUUUGUUUU...UAUGAAAGUUUUUUAAGGGGAUA
Cdi-1-5 .AAAGCUA.UAGGGACUAAC..GCUUAUAAAAUAAACUAUGA......................................................GUUAU.GUCAGCC..AGUUGC.C...AAAAAGAU.......AUUGUUCUUUUUGUU.....UUAUGAAAGUUUUUUAGGGGGAU
Cdi-17-4 .AAAGCUA.UAGGGACUAAC..GCUUAUAAAAUAAACUAUGA......................................................GUUAU.GUCAGCC..AGUUGC.C...AAAAAGAU.......AUUGUUCUUUUUGUU.....UUAUGAAAGUUUUUUAGGGGGAU
Cdi-8-5 .AAAGCUA.UAGGGACUAAC..GCUUAUAAAAUAAACUAUGA......................................................GUUAU.GUCAGCC..AGUUGC.C...AAAAAGAU.......AUUGUUCUUUUUGUU.....UUA....................
Cdi-10-5 .AAAGCUA.UAGGGACUAAC..GCUUAUAAAAUAAACUAUGA......................................................GUUAU.GUCAGCC..AGUUGC.C...AAAAAGAU.......AUUGUUCUUUUUGUU.....UUAUGAAAGUUUUUUAGGGGGAU
Cdi-11-5 .AAAGCUA.UAGGGACUAAC..GCUUAUAAAAUAAACUAUGA......................................................GUUAU.GUCAGCC..AGUUGC.C...AAAAA..G.......AGAUAUUCUUUUUGUUU...UUAUGAAAGUUUUUUAGGGGGAU
Cdi-1-6 .AAAGCUA.UAGGGACUAAC..GCUUAUAAAAUAAACUAUGA......................................................GUUAU.GUCAGCC..AGUUGC.C...AAAAA..G.......AGAUAUUCUUUUUGUUU...UUAUGAAAGUUUUUUAGGGGGAU
Cdi-17-5 .AAAGCUA.UAGGGACUAAC..GCUUAUAAAAUAAACUAUGA......................................................GUUAU.GUCAGCC..AGUUGC.C...AAAAA..G.......AGAUAUUCUUUUUGUUU...UUAUGAAAGUUUUUUAGGGGGAU
Cdi-8-6 .AAAGCUA.UAGGGACUAAG..ACUUAUGAAAUGA.............................................................GUUAU.GUCAGCC..AGUUGC.C...AAA..GAG.......AUAUUUUCUUUUUGUUUU..UAUGAAUGUUUUUUAGGGGGAUA
Cdi-10-7 .AAAGCUA.UAGGGACUAAG..ACUUAUGAAAUGA.............................................................GUUAU.GUCAGCC..AGUUGC.C...AAA..GAG.......AUAUUUUCUUUUUGUUUU..UAUGAAUGUUUUUUAGGGGGAUA
Cdi-18-3 .AAAGCUA.UAGGGACUAAG..ACUUAUGAAAUGA.............................................................GUUAU.GUCAGCC..AGUUGC.C...AAA..GAG.......AUAUUUUCUUUUUGUUUU..UAUGAAAGUUUUUUAGGGGGAUA
Cdi-15-6 .AAAGCUA.UAGGGACUAAG..ACUUAUGAAAUGA.............................................................GUUAU.GUCAGCC..AGUUGC.C...AAA..GAG.......AUAUUUUCUUUUUGUUUU..UAUGAAUGUUUUUUAGGGGGAUA
Cdi-1-7 .AAAGCUA.UAGGGACUAAG..ACUUAUGAAAUGA.............................................................GUUAU.GUCAGCC..AGUUGC.C...AAA..GAG.......AUAUUUUCUUUUUGUUUU..UAUGAAUGUUUUUUAGGGGGAUA
Cdi-17-6 .AAAGCUA.UAGGGACUAAG..ACUUAUGAAAUGA.............................................................GUUAU.GUCAGCC..AGUUGC.C...AAA..GAG.......AUAUUUUCUUUUUGUUUU..UAUGAAUGUUUUUUAGGGGGAUA
Cdi-4-6 .AAAGCUA.UAGGGACUAAG..ACUUAUGAAAUGA.............................................................GUUAU.GUCAGCC..AGUUGC.C...AAA..GAG.......AUAUUUUCUUUUUGUUUU..UAUGAAUGUUUUUUAGGGGGAUA
Cdi-18-4 .AAAGCUA.UAGGGACUAAC..GCUUAUAAAAUAA.............................................................GUUAU.GUCAGCC..AGUUGC.C...AAAAAG.........AUAUUUUCUUUUUGUUU...UUCAUGAAAGUUUUUUAGGGAGA
Cdi-15-7 .AAAGCUA.UAGGGACUAAC..GCUUAUAAAAUAA.............................................................GUUAU.GUCAGCC..AGUUGC.C...AAAAAG.........AUAUUUUCUUUUUGUUU...UUCAUGAAAGUUUUUUAGGGGGA
Cdi-1-8 .AAAGCUA.UAGGGACUAAC..GCUUAUAAAAUAA.............................................................GUUAU.GUCAGCC..AGUUGC.C...AAAAAG.........AUAUUUUCUUUUUGUUU...UUCAUGAAAGUUUUUUAGGGGGA
Cdi-17-7 .AAAGCUA.UAGGGACUAAC..GCUUAUAAAAUAA.............................................................GUUAU.GUCAGCC..AGUUGC.C...AAAAAG.........AUAUUUUCUUUUUGUUU...UUCAUGAAAGUUUUUUAGGGGGA
Cdi-8-7 .AAAGCUA.UAGGGACUAAC..GCUUAUAAAAUAA.............................................................GUUAU.GUCAGCC..AGUUGC.C...AAAAAG.........AUAUUUUCUUUUUGUUU...UUCAUGAAAGUUUUUUAGGGGGA
Cdi-18-5 .AAAGCUA.UAGGGACUAAC..GCUUAUAAAAUAAAAUAUGA......................................................GUUAU.GUCAGCC..AGUUGC....................CAAAAAGAUAUAUUCUUUUUGUUUUUAUGAAAGUUUUUUAGGG
Cdi-2-9 .AAAGCUA.UAGGGACUAAG..ACUUAUAUAAAUAUCUUAUGA.....................................................GUUAU.GUUAGCC..AGUUGC....................CAAAAAGAUGUUUUCUUUUUGUUUUUAUGAAAGUUUUUUAGGG
Cdi-10-9 .AAAGCUA.UAGGGACUAAG..ACUUAUAUAAAUAUCUUAUGA.....................................................GUUAU.GUCAGCC..AGUUGC....................CAAAAAGAUAUUGUUCUUUUUGUUUUUAUGAAAGUUUUUUAGG
Cdi-2-10 .AAAGCUA.UAGGGACUAAG..ACUUAUAUAAAUAUCUUAUGA.....................................................GUUAU.GUCAGCC..AGUUGC....................CAAAAAGAUAUUGUUCUUUUUGUUUUU................
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Cdi-17-8 .AAAGCUA.UAGGGACUAAG..ACUUAUAUAAAUAUCUUAUGA.....................................................GUUAU.GUCAGCC..AGUUGC....................CAAAGAGAUAUUGUUCUUUUUGUUUUUAUGAAAGUUUUUUAGG
Cdi-2-11 .AAAGCUA.UAGGGACUAAG..ACUUAUAUAAAUAUCUUAUGA.....................................................GUUAU.GUCAGCC..AGUUGC....................CAAAGAGAUAGUGUUCUUUUUGUUUUUAUGAAAGUUUUUUAGG
Cdi-1-9 .AAAGCUA.UAGGGACUAAG..ACUUAUAUAAAUAUCUUAUGA.....................................................GUUAU.GUCAGCC..AGUUGC....................CAAAGAGAUAGUGUUCUUUUUGUUUUUAUGAAAGUUUUUUAGG
Cdi-15-8 .AAAGCUA.UAGGGACUAAG..ACUUAUAUAAAUAUCUUAUGA.....................................................GUUAU.GUCAGCC..AGUUGC....................CAAAGAGAUAGUGUUCUUUUUGUUUUUAUGAAAGUUUUUUAGG
Cdi-1-10 .AAAGCUA.UAGGGACUAAG..AUUUAUAAAAUUCUUAUAA.......................................................AUUAU.GCCAGCC..AGUUGC.C...AAAAAGAU.......AUUGUUCUUUUUGUU.....UUUAUGAAAGUUUUUUAGGUGGC
Cdi-1-11 .AAAGCUA.UAGGGACUAAG..AUUUAUAAAAUUCUUAUAA.......................................................AUUAU.GCCAGCC..AGUUGC.C...AAAAAGAU.......AUUGUUCUUUUUGUU.....UUUAUGAAAGUUUUUUAGGUGGC
Csp-1-1 .AAAGCUA.UAGGGACUAAG..GUGUAUA...................................................................ACUAU.GUCAGCC..AGUUGC.CAA................AGAGUACAUUAUACUUUUUGUUUUAAAGUUUAAUUUUAAAUAU
Cpe-8-1 .AAAGCUA.UAGGGACUAAG..GUUUAUA...................................................................ACUAU.GUCAGCC..AGUUGC.C...AAAG.A.G.U.....GCAUUAAGCUUUUUGUUUU.AUAUUAAUUAUUGGAGGAGGGUG
Cpe-3-2 .AAAGCUA.UAGGGACUAAG..GUUUAUA...................................................................ACUAU.GUCAGCC..AGUUGC.C...AAAG.A.G.U.....GCAUUAAGCUUUUUGUUUU.AUAUUAAUUAUGGAGGAGGGUGU
Cpe-2-2 .AAAGCUA.UAGGGACUAAG..GUUUAUA...................................................................ACUAU.GUCAGCC..AGUUGC.C...AAAG.A.G.U.....GCAUUAAGCUUUUUGUUUU.AUAUUAAUUAAGGAGGAGGGUGU
Cpe-9-1 .AAAGCUA.UAGGGACUAAG..GUUUAUA...................................................................ACUAU.GUCAGCC..AGUUGC.C...AAAG.A.G.U.....GCAUUAAGCUUUUUGUUUU.AUAUUAAUUAUGGAGGAGGGUGU
Cpe-1-2 .AAAGCUA.UAGGGACUAAG..GUUUAUA...................................................................ACUAU.GUCAGCC..AGUUGC.C...AAAG.A.G.U.....GCAUUAAGCUUUUUGUUUU.AUAUUAAUUAUGGAGGAGGGUGU
Cpe-4-2 .AAAGCUA.UAGGGACUAAG..GUUUAUA...................................................................ACUAU.GUCAGCC..AGUUGC.C...AAAG.A.G.U.....GCAUUAAGCUUUUUGUUUU.AUAUUAAUUAUGGAGGAGGGUGU
Cpe-5-2 .AAAGCUA.UAGGGACUAAG..GUUUAUA...................................................................ACUAU.GUCAGCC..AGUUGC.C...AAAG.A.G.U.....GCAUUAAGCUUUUUGUUUU.AUAUUAAUUAUGGAGGAGGGUGU
Cdi-1-12 .AAAACUA.UAGGGACUAAA..AUCUUUAUGUAAUAAAG.........................................................GUCAU.GUCAGCC..AGUUGC.C...AAAAAG.A..U....AAUAAUUCUUUUUGUU....AAAAGUAUUUUUAGAGUUAUAUA
Cdi-17-9 .AAAACUA.UAGGGACUAAA..AUCUUUAUGUAAUAAAG.........................................................GUCAU.GUCAGCC..AGUUGC.C...AAAAAG.A..U....AAUAAUUCUUUUUGUU....AAAAGUAUUUUUAGAGUUAUAUA
Cdi-15-9 .AAAACUA.UAGGGACUAAA..AUCUUUAUGUAAUAAAG.........................................................GUCAU.GUCAGCC..AGUUGC.C...AAAAAG.A..U....AAUAAUUCUUUUUGUU....AAAAGUAUUUUUAGAGUUAUAUA
Cdi-2-12 .AAAACUA.UAGGGACUAAA..AUCUUUAUGUAAUAAAG.........................................................GUCAU.GUCAGCC..AGUUGC.C...AAAAAG.A..U....AAUAAUUCUUUUUGUU....AAAAGUAUUUUUAGAGUUAUAUA
Cdi-18-6 .AAAACUA.UAGGGACUAAAA.UCUUUAUAUAAUAAAG..........................................................GUCAU.GUCAGCC..AGUUGC.C...AAAAA..........GAUAAUGAUUCUUUUUGUUAAAAAUAUUUUUAGAGUUAUAUAU
Dac-1-9 .AAAACUA.C.GAGUCUAAG..GUUUUUAU..................................................................GCUAA.GAUAGUC.GGGUUGC.C...AAAAG..........GAACUAAUAUUUUAUGCAUUGGCACCCACUCCUUACUUUAUUG
Ace-1-2 .AAAACUA.C.GGGUCUACG..GUCGCUUG..................................................................ACUAC.GACAGCC.GGGUUGC.C...A....A.G.UG....UUUAAGAGACUAGAACUCUUAAGUGCUCUUAUUGGUAAUCCCA
Cth-2-2 .AAAGCCAAC.GAGUCUAAG..GUGGAAAC..................................................................ACUAU.GACGGUC.GGGUUGC.C...A....A.AAG.....UAAAAGUUGUAAGAUCAUUUUGAUCUUAAAGGUCACUUUGGUC
Cth-1-2 .AAAGCCAAC.GAGUCUAAG..GUGGAAAC..................................................................ACUAU.GACGGUC.GGGUUGC.C...A....A.AAG.....UAAAAGUUGUAAGAUCAUUUUGAUCUUAAAGGUCACUUUGGUC
Dgi-1-2 .AAAGCCG.C.AAGUCUAAA..GCAAGAGAUU................................................................GCUAU.GAUAGUU.GGGCUGC.C...AAUAG..........AUGGUGUGUAUGGAUUAAGGAAUUGGAAUGAACAAUUAUAGCU
Dyo-1-2 .AAAGCCG.C.AAGUCUAAA..GCAAGAAAUU................................................................GCCAU.GAUCGUU.GGGUUGC.C...AAGAG..........AAAGAUAUGGAUUAAGGAAUUAAACUUAAAUUAAGGGACUACU
Cas-1-2 .AAAGCUA.CAGGGGCUAAA..CCGAAC....................................................................GGUAU.GCCAGCC..AGUUGC.A...GGAA.U.G.A.....UGGAAUGUAGUAGCAAAAAGAAUGACGGCAAAACCUUCACAGA
Tpo-1-9 .AAAGCCA.U.GGGUCUAAA..GCUUAUU...................................................................GCUAU.GAUCGCC.AGGCUGC.C...GAAGGG.........GAGUGAUAGAAGGAAAGCCUUUCUCUACCAAAGGCAGUUUGGA
Cth-4-3 .AAAGCCA.U.GGGUCUACU..GUUUUAAAACAAUGUUUUAAA.....................................................GCUAU.GAUCGCC.AGGCUGC.C...AU...UAAAAGU...CCUGUUUAUACUCUUCAAAAUAAAUGUAAAGGAAAUAAGUCAG
Cth-1-3 .AAAGCCA.U.GGGUCUACU..GUUUUAAAACAAUGUUUUAAA.....................................................GCUAU.GAUCGCC.AGGCUGC.C...AU...UAAAAGU...CCUGUUUAUACUCUUCAAAAUAAAUGUAAAGGAAAUAAGUCAG
Ccl-1-2 .AAAGCUU.U.GGGUCUAAG..UUAAGGAUGAAUAUCCUU........................................................AAUAU.GAUCGCC.AGGCUGC.C...A....U.A.AG....AGUUCUGUUUAUUCUCUUUAAAAUAUAUGGAAAAUAGGUCUAC
Cth-2-3 .AAAGCCA.U.GGGUCUACU..GUUUUAAAACAAUGUUUUAAA.....................................................GCUAU.GAUCGCC.AGGCUGC.CAUUAA.............AAGUCCUGUUUAUACUCUUCAAAAUAAAUGUAAAGGAAAUAAG
Cth-3-3 .AAAGCCA.U.GGGUCUACU..GUUUUAAAACAAUGUUUUAAA.....................................................GCUAU.GAUCGCC.AGGCUGC.CAUUAA.............AAGUCCUGUUUAUACUCUUCAAAAUAAAUGUAAAGGAAAUAAG
Ccl-1-3 .AAAGCUU.U.GGGUCUAAC..GUUUAGGUUAAUAUCCCUAA......................................................ACUAU.GAUCGCC.AGGCUGC.CAUUAA.............AAGUUCUGUUUAUACUCUUUAGAAUAUAUGCUUUAGCGCCUAU
Ace-1-3 .AAAGCUG.U.GGGUCUAAC..GUUUGGGGAAGAUGCCUUGA......................................................ACUAC.GAUUGCC.AAGCUGC.CAUUAA.............AAGUUCUGUUUAUACUCUUUUAAAUAUAAAAGGAAAUAGGUCA
Ccl-1-4 .AAAGCCU.U.GGGUCUAAA..GCUUGGGUUUAUCCGAA.........................................................GCUAA.GAUAGCU.CGGCUGC.CAUUAA.............AAGUUCUGUUUAUUCUCUGAAUAUCAUAUUAGAGUAAGUAGUC
Ace-1-4 .AAAGCCU.U.GGGUCUAAA..GCUGAGACGAAAGUCAAA........................................................GCUAA.GAUAGCC.GGGUUGC.CAUUAA.............AAGUUCUGUUUAUACUCUGAAUAUCACGUUCGAGGAAAUAGGU
Ace-1-5 .AAAGCUA.U.GGGUCUAAG..UUAAGGAUUAUAUAUCCUU.......................................................GAUAU.GAUCGCC.AAGUUGC.CAUUAA.............AAGUUCUGUUUAUACUCUUUAAAUAAAUUUGGGAAAUAGGUCU
Hor-1-1 .AAAGUCA.C.GGGCCUGUAG.CCGGUUAUUUUUAACC..........................................................GGUAU.GGCAGCC.GGACUGC.C...GAAG.G.........AGGUGUCAUUAUGAAGAGAAGGACAGCUCUUACUCUCAUGGUA
Dac-1-10 .AAAGCUA.U.GGGUCUUCCA.GUCAUUGCUG................................................................AU....GAUUGCC.AAGCUAC.C...GAAC.A.G.U.....AAGGAAAUUGGCCGCUAUUGUUUAAAUAGUGACUAUUUAUAUU
Dde-1-2 .AAAGCUA.U.GGGCCUUCCAGAUCAUGCUG.................................................................AU....GGUUGCC.AAGCUGC.C...GAAGU..........CUUCUUUUACUGUCGCUAAAUGAAUGCGGCUUUUUUUAUUGUU
Dha-1-1 .AAAGCUA.U.GGGCCUUCCUGAUCAAGCUG.................................................................AU....GGCCGCC.AAGCUAC.C...GAAGU..........CUUCUUUUUGCUGUCGCUAAAUGAAUGCGGCUUUUUUUAUUGU
Dha-2-1 .AAAGCUA.U.GGGCCUUCCUGAUCAAGCUG.................................................................AU....GGCCGCC.AAGCUAC.C...GAAGU..........CUUCUUUUUGCUGUCGCUAAAUGAAUGCGGCUUUUUUUAUUGU
Dor-1-3 .AAAGCUA.U.GGGUCUUCCG.GGUAAAG...................................................................CUGAU.GACUGCC.AAGCCAC.C...GAAA.A.........UUGCGAGAUAUUUGCUAUUAUCGCUUUACUCUUUGAGUUGAGC
Dac-1-11 .AAAGCUA.U.GGAUCUUC...CAGGUAAAGC................................................................UGAU..GACUGCC.AAGCCGC.C...GAAC.A.G.U.....UGUUGCUAUUAUCGCUAUACCUUUUUAUAGGUAAGCGAUUUUU
Mth-1-5 .AAAGCCA.U.GGGUCUACAG.CCGUUACC..................................................................GGUAU.GACUGCC.AGGCUGC.C...G....C.U.AGU...AAAGUCUUGAUUGAUAGGUUUUUAUAAAGGCAGCCUGGUUAUG
Dku-1-6 .AAAGCCA.U.GGGUCUGCAG.CCCUAAAG..................................................................GGUAU.GACUGCC.AGGCUGC.C...G....C.G.AU....AAAGGUAUUGAUUGUUUUCUUUUUAAUGAUGUUUUGUUGCGGC
Sli-1-1 .AAAGCCU.C.GGGCCUAAG..GGCGAGGAG.................................................................UCUAU.GGCGGCC.GGGUUGC.C...UUAGG..........AAAUUAACCCCAGAAUUCCUAAGUACAGCGUAGCAUAUCUUAG
Dme-1-5 .AAAGCGA.U.GGGUCUAAG..GCUUUU....................................................................GCUAA.GACUGCC.AAGCUGC.CA..UAAU...........CCAUUUAGGAAAAAUAGAAGGCUCUUUCCUGUGGUUUAUGGGA
Csa-1-3 .AAAGCCA.A.GGGUCUAAG..AUGUGAAUGC................................................................AUUAU.GAUAGCC.UGGCUGC.CGUUAA.............GGAUUGCGUACAAAACCUGCCCUUUUUGCGGCAGGUUUUUUUC
Sgl-1-2 .AAAGCUA.U.GGGUCUAAAG.AUAUGAGAGU................................................................AUCAAUGACUGCC.AGGCCGC.UAUUAA.............GGCCGGCAAAUAACAGCUUGCAGAGCUGUUAUUUAUUUUGAGA
Dal-1-1 .AAAGCCA.C.GGGUCUAAA..GCCUUAAAAG................................................................GCCAU.GAUAGCC.GGGUUGC.C...CCAUG..........UCUAUAAAGUAAAGCCUUUUUCUGUCAUGCAGAAGAAGGCUUU
Dac-2-2 .AAAGCCA.A.GGGUCUAAG..UUGCAUUAAGC...............................................................GAUAA.GAUAGCC.UGGUUGC.AAAAGA...C.U.......AUACCAUAAAUGGUAAGAUCUCCUUAAGGCCUUUUGUUAUUAU
Toc-1-3 .AAAGCUA.C.GGGCCUAAG..GGUAAUAAAG................................................................CCUAUCGGCCGCC.GGGCUGC.C...G....G.G.GG....ACGGUAUGAAUCGUUCUUCCAAAGCAGCCCGGUGCGUCUUUUU
Eha-1-2 .AAAGUUAGAAGGGGCUAAA..GUCAGAAAGAUUG.............................................................ACCAG.GUCAGCC..AGUUGC.CACUG....U.U.UC....CAUAUCAUAUAUGGAAAAGAUGUGAAAACAGAAGAGAUUUCGA
Csp-4-1 .AAAGCCAGAAGGGACUAAA..GUCAGAAAGCUUG.............................................................ACCAU.GUCAGCC..GGUUGC.CACUG....U.U.......UCCAUAUCAUCAUAAUAU..AUGAUAUAUGGAAAAGAUGUUUG
Dfo-2-1 .AAAGCCAGAAGGGACUAAA..GUCAGAAAACUUG.............................................................ACCAU.GUCAGCC..GGUUGC.C...A......C.UGUU..UCCAUAUCAUCAUAAUAUAUGGAAAAGAUGUUUGAACAGAAGA
Cco-1-1 .AAAGCCAGAAGGGACUAAA..GUCAGAAAGCUUG.............................................................ACCAU.GUCAGCC..GGUUGC.C...A......C.UGUU..UCCAUAUCAUCAUAAUAUAUGGAAAAGAUGUUUGAACAGAAGA
Lba-2-1 .AAAGCCAGAAGGGACUAAA..GUCAGAAAGAUUG.............................................................ACCAU.GUCAGCC..GGUUGC.C...A......C.UGUU..UCCAUAUCAUCAUAAUAUAUGGAAAAGAUGUUUGAACAGAAGG
Ova-1-2 .AAAGCCA.G.GGGGCUAAG..GCGAAA....................................................................GCUAU.GCCAGCC.CGGCUGC.C...AC.....G.AU....UUUUUGAUCCAAUGCGAAAUAUGAAAGGAGAAAAAUCAUGGCG
Ame-1-4 .AAAGCCA.C.GAGUCUAAG..UCGUUAUAC.................................................................GAUAU.GAUAGUC.GGGUUGC.C...AA...U...U.....GAGUUUAUAUUUGAUAAAA.AGUCGGCAACCACAGGUUUGCCG
Ame-1-5 .AAAGCCA.C.GAAUCUAAG..UCGUUUGAC.................................................................GAUAG.GAUAGUC.GGGUUGC.C........U.A.UUA...AAGUUAUAUUUUGUCAAAAUAGGUGCCCUUUAAGGCACUUAUU
Csp-3-5 .AAAGCCG.U.GAGUCUAAGG.GAAGUAAAUU................................................................UCUAU.GAUUGUC.AGGUUAC.C...AAAA.U.G.UA....AUUAUAUAUAAGUGCGUAUAUUAAUAUAUUUUGGUGUCUAUAA
Cbe-1-2 .AAAGCUA.U.GAGUCUAAG..GAAAAAUUUAAUUU............................................................UCUAU.GAUUGUC.AGGUUGC.C...AAAA.U.G.U.....AUCUAUGAAUAAUAA.....AUUUUAUAUUUUAAUUUUGGUGU
Tit-1-2 .AAAGCCA.U.GGGUCUAAG..GGAAUGAAUAUU..............................................................CCUAU.GAUCGCC.AGGCUGC.C...GAAA...C.AU....UAUAAUUGCAGUUUAUUGUGCUACUGCAAAAAUAGGCGCCUGG
Tma-2-2 .AAAGCCA.U.GGGUCUAAG..GGAAUGAAUAUU..............................................................CCUAU.GAUCGCC.AGGCUGC.C...GAAA...C.AU....UAUAAUUGCAGUUAAUUAUACUGCUGAAAAAAUUUUAGGCGCC
Ame-1-6 .AAAGCCA.U.GAGUCUAAG..GGAAGUUUUUAUU.............................................................CCUAU.GAUUGUC.AGGUUGC.A...A....AUC.U.....UAGACUAAUGUAUCUAUUA.GGAGAAGGCACCUUUAUCAAGGG
Ame-1-7 .AAAGCUA.U.GGAUCUAAG..GGAAGUUGUAUU..............................................................CCUAU.GAUUGCC.AGGUUGC.C..........G.AAAUGUGAAUUAGAAAGUAUGGAAACUAAGUAUGUUUUCUGAAAAUGCA
Ame-1-8 .AAAGCUA.U.GGAUCUAAG..GGGAUCUUUAUU..............................................................CCUAU.GAUUGCC.AGGUUGC.C...A....AAA.U.....AAAACUAGAAAUCAUAG...AACAAGUAUGAUUUGUGGGGAUU
Ame-1-9 .AAAGCUA.U.GGAUCUAAG..GGAAUAUUAUAUU.............................................................CCUAU.GAUUGCC.AGGUUGC.C...GAAA...U.G.....CAAACUUGUAAGUAUAA...AGAUUAAUAUGCUUUCUGAGUAU
Ame-1-10 .AAAGCUA.U.GGAUAUAAG..GGAAAACAUCAUU.............................................................CCUAU.GAUUGCC.AGGUUGC.C...GAA..A.U.A.....CAAACUCGAAAGCAUGA...AAACCAAUAUGCUUUGUGAGUAU
Mth-1-6 .AAAGCCA.U.GGGCCUAAA..GCCCGACAAGG...............................................................GCUAU.GGUUGCC.AGGUUGC.C...G....G.UAG.....CCGGGGUACUUCUUUUUGCUACCGUAACGGAAAGGAGGGAGCU
Csa-2-1 .AAAGCCA.U.GGGUCUGUCG.GAAAAGGGUUUUUACCUUUU......................................................CCUAU.GAUCGCC.AGGCUGC.C...GAAA.C.A.UA....UGUCAAUGGUAAAGUGAGAAAAGGAGUAUUUACCUUUGGCAGA
Csa-2-2 .AAAGCCA.U.GGGUCUGUC..GGAAAAGGUAUAGAGGACCUUUU...................................................CCUAU.GAUCGCC.AGGCUGC.C...GAAA.C.A.UA....UAUCAAGGUGUCUGACAAUUAUAAAGUUAAUAAGCUGCUAAGA
Chy-2-2 .AAAGCCA.U.GGGCCUGUC..GGAAGUACAGCUU.............................................................CCUAU.GGUCGCC.AGGCUGC.C...GAAA...C.AU....AUGUCAAAGAAGAGUGAGUAAAAGUUGGUUGAGUGAAAGGAGC
Cob-1-2 .AAAGCCA.U.GGGCCUGUC..GGAAGAGAAAACUU............................................................CCUAU.GGUUGCC.AGGCUGC.C...GAAA...C.AU....GUGCUGAAGAUAUAUUAUCUUUGGCAUAAAGGCACCUGGCAUG
Cow-1-1 .AAAGCCA.U.GGGCCUGUC..GGAAGAAAAUCUU.............................................................CCUAU.GGUCGCC.AGGCUGC.C...GAAA...C.AU....AUGCUGAAGAUAUAUUAUCUUUGGCAUAAAGGCACCUGGCAAA
Cla-1-1 .AAAGCCA.U.GGGCCUGUC..GGAAGAAAGCCUU.............................................................CCUAU.GGUCGCC.AGGCUGC.C...GAAA...C.AU....AUGUCAAAUGAAAUUUACCAUUUGACAUAACGGCACCUGGGAA
Ckr-1-1 .AAAGCCA.U.GGGCCUGUC..GGAAGAAAGCCUU.............................................................CCUAU.GGUCGCC.AGGCUGC.C...GAAA...C.AU....AUGUCAAAUGAAAUUUACCAUUUGACAAAACGGCACCUGGGAA
Csa-2-3 .AAAGCCA.U.GGGCCUGUC..GGAAGUAAAACUU.............................................................CCUAU.GGUUGCC.AGGCUGC.C...GA...A.A.AUA...UGCCAAGAGAUGAGUGAGAUAUUUAAUUAUUGGCAAAUGGCAU
Ath-1-1 .AAAGCCA.U.GGGCCUGUC..GGAAGUAAAACUU.............................................................CCUAU.GGUUGCC.AGGCUGC.C...GAAG.A.U.AU....GCCGAGUGAUUAUUUGUGAAUAUAAUCCUUGGCUAAUGGCAUC
Ckr-2-1 .AAAGCCA.U.GGGCCUGUC..GGAAGAAAAUCUU.............................................................CCUAU.GGUUGCC.AGGCUGC.C...GAAG.A.U.AU....GCCGAGUGAUUAUUUGUGAAUAUAAUCCUUGGCUAAUGGCAUC
Cob-1-3 .AAAGCCA.U.GGGCUUGUC..GGAAGUAAAACUU.............................................................CCUAU.GGUUGCC.AGGCUGC.C...GAAA.A.U.AU....GCCAAGAGAUGAGUGAUAUAUUUAAUCAUUGGCAAAUGGCAUC
Ath-1-2 .AAAGCCA.U.GGGCCUGUC..GGAAGAAAAACUU.............................................................CCUAU.GGUUGCC.AGGCUGC.C...GAA..A.C.UA....CUCGAGGUGUAAAAUAUUUGAUGAGUGGUUCAAAACGGCGUCU
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Ckr-2-2 .AAAGCCA.U.GGGCCUGUC..GGAAGAAAAACUU.............................................................CCUAU.GGUUGCC.AGGCUGC.C...GAA..A.C.UA....CUCGAGGUGUGAAAUAUUUGAUGAGUGGUUUAAAACGGCGUCU
Csa-2-4 .AAAGCCA.U.GGGCCUGUC..GGGAGUAAAACUU.............................................................CCUAU.GGUUGCC.AGGCUGC.C...GAAA.C.CUAC....UCGGGCUUAAUAGAGGGUUGAGAAAAGGUUAAAACGGCGUCUG
Cob-1-4 .AAAGCCA.U.GGGCCUGUC..GGAAGAAAAACUU.............................................................CCUAU.GGUUGCC.AGGCUGC.C...GAAA...C.......CUACUCGGGCUUAAUAGAGGGUUGAGAAAAGGUUAAAACGGCG
Ath-1-3 .AAAGCCA.U.GGGUCUGUCG.GAAAAGGGUUUUUACCUUUU......................................................CCUAU.GAUUGCC.AGGCUGC.C...GAAA...C.AU....AUGUCCAAGGGUAAAGGGAGUAAAAAAGAGUAUUUCCCUUUGG
Ckr-2-3 .AAAGCCA.U.GGGUCUGUCG.GAAAAGGGUUUUUACCUUUU......................................................CCUAU.GAUUGCC.AGGCUGC.C...GAAA...C.AU....AUGUCCAAGGGUAAAGGGAGUAAAAAAGAGUAUUUCCCUUUGG
Dal-1-2 .AAAGCCA.U.GGGUCUAAG..GGCACACG..................................................................CCUAC.GAUCGCC.AGGUUGC.C...GAAG...A.......GCGGAGUUUUUGUAUUUCUAAAAAACUUUAGCUACGGCUGAAG
Tpo-1-10 .AAAGCCA.U.GGGUCUACG..GAAUGGUGUCCAGUGGUCAUUAU...................................................UCUAU.GAUUGCC.AGGCUGC.C...GAAAA..........ACGUGUUGUAGUUACCCUAUUGUCUACAAGAUAAUAGGGUUUU
Dal-1-3 .AAAGCUA.A.GGGUCUACG..GCACAUUUUGU...............................................................GUCAU.GACAGCC.UGGUUAU.C...GAAAGU.G.......UAUUUUUUUUAUGGGGCUAAUUAAUAAGCGGGGGUGAUGGGUU
Sgl-1-3 .AAAGCUA.AAGGGCCUG......UAACAU........................................................................GGCAGCC..AGCUAC.C...AAAG.U.........UAGUUUUUUUUGUUUUCUCUUUGAAGCUCAAUACUGACAAUGG
Cno-1-1 .AAAGCUA.AAGGGCCUUCC..UUAGUUAUU.................................................................AAGAU.GGCAGCC..AGUUAC.C...GAAAG..G.A.....GAGUUUUUUAUGUUAA....AGAAAUUUUUUGCAUCUUUUUUA
Awo-1-4 .AAAGCCA..AGGGCCUGU.....AAAAU.........................................................................GGCAGCC..GGCUAC.C...GAAA.G.G.A.....GUAUCCAUCAUGAAAAAGGUAGUAGUUUUAUUAUUAGCAUUUU
Cte-1-1 .AAAGCUA.UAGGGUCUGU.....AAA.....................................................................AU....GACAGCC..AGUUAU.C...GAAAG..G.A.....GAAUUUUUAUGAAGAAGUU.UUUUAGAGGAUUUCUAACUAUCG
Cpa-1-1 .AAAACUA.UAGGGUCUUACUC..AUUU....................................................................GAGUU.GAUAGCC..AGUUAC.C...GAAAGG.GG......AGUUUUUUAUGUUUAAAAAACUAUCUGCAAUACUGUCACUAGU
Cha-1-1 .AAAGCUA.AAGGGCCG.......UAUG..........................................................................GGCAGCC..AGCUGC.U...AAAA...........CCUUACGAGAUGUUGGGGCUUCAGCCAGAUUAAUCUGUCUGAA
Dal-1-4 .AAAGCCA.U.GGGUCUAAU..GCUAUUGUA.................................................................GCGAU.GACAGCC..GGUUGC.CA..GGAC...........UGUGUAACCUGCUUUCAUCGUGAGCAGGUUUUUUGUGUUUAUU
Dal-1-5 .AAAGCUA.U.GGGUCUAAG..GCGGAAUGCC................................................................GCUAU.GACAGCC..GGUUGC.C...AAAGG..........UGUUUUUGCUUGUUUACGCUUUAAAGCAACACCGGUUUACGUC
Dru-1-5 .AAAGCCA.U.GGGUCUAAG..CCAAGUUC..................................................................GGUAU.GAUUGCC.AGGCUGC.C...AAAA.C.U.A.....AAAACAGGGGGAUUCAUCUCUGUUUUUUUAUUUUGUAAUGAAA
Dsp-1-10 .AAAGCUA.U.GGGUCUAAG..GCUAUAC...................................................................GCUAU.GACUGCC.AGGUUGC.C...AC...UAU.......AAUUCAGGUUUAUUAGCCUUUCUCUUAUUUUGGAGAAGGGUUU
Dgi-1-3 .AAAGCCA.U.GAGUCUAAG..GUUUUUGAAAGG..............................................................GCUAU.GACAGUC.AGGCUGC.C...GGAUU..........UUUUAUGUUCUGCCUGUUUAGUUUCUUCUAACAGGCCUUUUCU
Dru-1-6 .AAAGCCA.U.GGAUCUAAG..GCAGGUUUUAUAU.............................................................GCUAA.GAUUGCC.AGGUUGC.G...GAGG.A.........AGUAGGAUAGCCCUCCGGCUUAUCAUAGAGGAGGGUCUUUUUU
Dal-1-6 .AAAGCCA..AGGGUCUAAU..GCUGUUUUUACA..............................................................GCGAU.GACAGCC..GGUUGC.C...G....G.G.CA....GGUUCUGAGCCUGCUUUUCGGUAAGCAGUUUUUUUAUUGCCUA
Cpa-1-2 .AAAGCUA.C.GAGUCUAAA..GCGUAAU...................................................................GCCAG.GAUGGUC.GGGUUGC.C...AAAAA..........GGCUAAUAAACCGUGGCACUCGUUGCUGCGGUUUUUAUUUUAC
Dre-1-5 .AAAGCCA.C.GGGCCUAAG..GACAUUG...................................................................UCUAU.GGUAGCC.GGGCCGC.C........U.U.AG....GAAGAUCCAAAGCCCUAAGUUUUCAAACUUGUGUUUUGGAUUU
Cca-1-1 .AAAGCCA.U.GAGUCUAAA..GCAAUUUUAACU..............................................................GCUAU.GACAGUC.AGGUUGC.C...AAUG.A.........AUUAAGAAAUCACUCAUGGCAGGCAACAUCUAUAGUGCCUGCC
Csp-2-1 .AAAGCUU.A.GGGUCUAAA..GCGUUUAUUGC...............................................................GCUAU.GACAGCC.UGGUUGC.C...G......G.......UCUUUGCGAACGCCUGCCCAUUUACGAGCAGGCGUUUGUGUUG
Dac-2-3 .AAAGCCU.A.GGGUCUAAG..GUGCUGAAUAAGC.............................................................GCUAU.GAUAGCC.UGGUUGC.C...GCAG.U.A.......GCUGUGUCAAAACCUGCCCAUUUUUUGCGGCAGGUUUUUUCAU
Ddi-1-3 .AAAGCCG.A.GGGUCUAAA..GCGUUUGUUGC...............................................................GCCAU.GACAGCC.UAGCUGC.C...G......A.UUU...GUGCGAAUGCCUGCCCUUUUUUAGAGCAGGCGUUUGUGUUGAU
Dgi-1-4 .AAAGCCG.A.GGGUCUAAA..GCGUUUGCCGC...............................................................GCUAU.GACAGCC.UGGCUGC.C...GAUC.U.U.......UGCGAAUGCCUGCCCUUUUUUAAGAGCAGGCGUUUGUAUUGAU
Dku-1-7 .AAAGCUA.CAGGGUCUAAG..GUGCUUAUGCGAUGGC..........................................................ACUAC.GACAGCCU.GGCCGC.C...G....CGC.U.....UUUUGGUGGUCAGACCCGCCCUUUCUUACCAGCGGGUCUUUCU
Dsp-1-11 .AAAGCCA.UCGGAUCUAAA..GCGCUUAUGAGU..............................................................ACUAU.GACAGCCU.GGCUGC.C...GCAG.U.........AUAAUUAAAGCAGCAUAAGAAAAAUGUUAGGACGUAAUUUUAU
Hmo-1-1 .AAAGCCA.UAGGGUCUAAG..GUGCUUAAAGC...............................................................GCUAU.GACAGCCU.GGUUGC.C...GCAAA..........GACUGUGUAAUAAAACCUGCCCUUUUUAGCGGCGGGUUUUUUG
Sgl-1-4 CAAAGCUA.UAGGGUCUAAG..GCGCAUCUAAC...............................................................GCUAU.GAUAGCUU.GGCUGC.CA...AAA.A.........AACUGCGCAGGGGAAGCGUCGCCCCGGCUGGGAAAGGCCGGGA
Csa-1-4 .AAAGCCG.A.GGGUCUAAG..GCGCACAUUGU...............................................................GCUAU.GAUAGUC.UGGCUGC.A....AA............AAAACUGCAAAGAGCCUGCUCUCUAUCAUAAGGGCAGGCUCUU
Csa-1-5 .AAAGCCG.A.GGGUCUAAG..GCGCACAUUGU...............................................................GCUAU.GAUAGUC.UGGCUGC.A....AA............AAAACUGCAAAGAGCCUGCUCUCUAUUCUAAGGGCAGGCUCUU
Dha-2-2 .AAAGCUA.CAGGGUCUACG..GCAUUUUCGGAU..............................................................GCUAU.GAUAGCCU.GGCUGC.C...AAAAA..C.......CGCGCAUGGGCCUGCC....CUCUCCAAUAGAGGGCAGGCCCA
Sgl-1-5 .AAAGCUA.CAGGGUCUAAG..GCGUUUGAUAAAAC............................................................GCUAC.GAUAGCCU.GGCUGC.C...AAAA.A.........CCGCGUAGGGCCUGCCCUCUCCAAACAGAGGGCAAGGCCCUAC
Toc-1-4 .AAAGCCA.UAGGGUCUAAG..GUGCUUUUGC................................................................ACUAU.GACAGCCU.GGUUGC.C...G....C.U.GA....CCAAAACGAUCUGGCUCGCUCUCUUUUUCGGUGGCGGGUCUUU
Csp-2-2 .AAAGCCG.UAGGGUCUAAG..ACGCUUCAAAAAGC............................................................GUUAU.GAUAGCC.UGGCUGC.CGGA...............AGUCACGUAUAGCCUGCCCUUUUUCCGAGGGCAGGCUUUUGCA
Pth-1-6 .AAAGCUA.UAGGGUCUAAG..GUACUUCCCGGC..............................................................ACUAU.GAUAGCCU.GGCUGU.C...GC...U...GC....UGCAGAAGUCUAAGACCUGCCGUCUGCCAAAGUGUGGUAGGUC
Tma-2-3 .AAAGCUA.CAGGGUCUAAG..GUGCCCACAGGC..............................................................ACUAU.GACAGCCU.GGCUGC.C...GCUG.C.........UCUAGAAGUCUAAGACCUGCCCUCUGCCAAGGUGUGGUAGGUC
Dsp-1-12 .AAAGCCA.UAGGGUCUAAG..GUGCUUACCAGC..............................................................ACUAU.GAUAGCCU.GGCUAC.C...GCAG.A.G.......ACUACGUGUCUAAACCUGCCCUUAGUGGCAGGUUUUUUUGCGU
Sgl-1-6 .AAAGCCA.UAGGGUCUAAG..GUGCUUUACUGC..............................................................GCUAU.GAUAGCCU.GGCUGC.C..................AAAAACCAUGCGGAGCCUGCCCUCAUUCAAAGGGCAGGCUCUA
Dsp-1-13 .AAAGCCA.UAGGGUCUAAA..GUGCUAUAGCGGU.............................................................ACUAU.GAUAGCCU.GGUUGC.A........U.A..GUG..ACUAUGUGUCCGAAGCCUGCCCUAUUUUUUGGGGGCAGGUUUA
Ova-1-3 .AAAGCCG.CAGGGUCUAAG..GUGCUGAAUGC...............................................................GCUAU.GAUAGUCU.GGCUGC....................AAAAAAGUCGCGUAAAAGCCUGCCCUUUCAUUAUGAGGGCAGG
Dha-1-2 .AAAGCCG.A.GGGUCUAAG..GUGUCUUAGGAC..............................................................GCUAU.GAUAGUC.UGGCUGC.U...GACAG..........UUAAGCAAAGUCUGCCCUUUAUACUCGGAGGGCAGACUUUUGC
Csa-1-6 .AAAGCCG.A.GGGUCUAAG..GUGUCUUAGGAC..............................................................GCUAU.GAUAGUC.UGGCUGC....................UGACAGUUAAGCAAAAGCCUGUCCUUCAUACUCGGAGGGCAGG
Dha-1-3 .AAAGCCG.A.GGGUCUAAG..GUGUCUUAGGAC..............................................................GCUAU.GAUAGUC.UGGCUGC....................UGACAGUUAAGCAAAGUCUGCCCUUUAUACUCGGAGGGCAGAC
Csa-1-7 .AAAGCCG.A.GGGUCUAAG..GUGUCUUAGGAC..............................................................GCUAU.GAUAGUC.UGGCUGC.U...GACAGU.U.A.....AGCAAAGCCUGCCCUCUUUAUACCGGAGGGCAGGCAUUUGCGG
Dha-2-3 .AAAACCG.UAGGAUCUAAG..GUGCUUAAAAGGU.............................................................GCUAU.GAUAGCCU.GGUUGC.C...AAUG.U.........UGCAAGCCUGUCUUUUAG..ACAGGCUUUUGUUGUAUAUGCUU
Dyo-1-3 .AAAACCG.UAGGAUCUAAG..GUGCUUAAAAGGC.............................................................GCUAUGAAUAGCC.UGGUUGC.C........AAU.GU....UGCAAGCCUGUCUUUUAGACAGGCUUUUGUUGUAUAUGCUUUA
Dha-2-4 .AAAGCCG.UAGGAUUUAAG..GUGCUCAAAAAGU.............................................................GCUAU.GAUAGCCU.GGUUGC.C...AAACA....U.....UGCAAAGCUUGUUCUUUUUAGAACAGGUUUUUGUUAUAUAAGG
Toc-1-5 AAAAGCCA.UAGGGUCUAAG..GUGCAUUUAC................................................................AUUAU.AACAGCAU.GGCUGC.C...G....C.U..G....AAUAAAAAGAUCUGGCUAGCUUUCUUUUUCGGCGGCGAUUCUU
Dal-1-7 .AAAGCCA..AGGGUCUAAC..ACUGCAAAGCA...............................................................GUCAU.GACAGCC..GGUUGC.C...GAAGG..........AACGCCUGUUUAGGCCUGCUUUCCGCACCGGAAGGACAGGUCU
Dca-1-2 .AAAGCCA.C.GGGCCUAAA....ACGAU.........................................................................GGCAGCC.GGGUUAC.C...GAAA.U.........CAGACAAAAUCCAAGCUAUUGGCUUGGGUUUUGUUAUCUCCGG
Dca-1-3 .AAAGCCG...GGGUCUAAA..GUUUAAAUAA................................................................ACCAU.GACAGCC..GGUUGC.U...GAUA.A.........UUUUUUAAAGCUACUUGCAACAAGGCUUUUCUAUAAGCAAGUA
Dku-1-8 .AAAGCUA.UAGGGGCUAAG..GCGAACAAC.................................................................GCUAU.GCCAGCC..AGCUGC.C...G....G.GUU.....AAGGUGCAAAUGUGUGUAUUCUGAGCAGGACCCGCCCUAACCG
Pth-1-7 .AAAGCCA.G.GGGCCUAAA..GCGAAA....................................................................GCCAG.GGCAGCC..GGCUGC.C...G....G.A.A.....GCUUUAUUUUUUGUUUGGA.GCCGUCUGAAGGAGGGCCUGGAU
Chy-1-2 .AAAGCUA.CAGGGGCUAAA..GCGAAUUUUC................................................................GCCAU.GCCAGCC..AGCUGC.C...GA...A.G.GAU...GAACUAAAAACCUCCUUGGGCAGGAGGUUUUUUGUUUUUGAGG
Chy-1-3 .AAAGCUA.AAGGGGCUAAG..GCGGGUAACC................................................................GCUAU.GCCAGCC..AGCUGC.C...GG.....G.GG....UAGGAAUUAAAGCCUCCUUGGGCAGGAGGUUUUUAUUUUUUCU
Chy-1-4 .AAAGCUACA.GGGGCUAAAG.CAGGUUGUCC................................................................UGCUAUGCCAGCC..AGCUGC.C...G....A.A.GGU...GGAAAUUAAAAAAAAAACCCUCCGCCCGACCUUACGGCAGGAG
Chy-1-5 .AAAGCUA.CAGGGGCUAAG..GCCGUAAG..................................................................GCUAU.GCCAGCC..AGCUGC.C...GAAG.G.U.G.....UUAAGGGGAUUAUUAACCCUCCGCUUUCUGGCAGGAGGGUUUA
Chy-1-6 .AAAGCUA.CAGGGGCUAAA..GCCGUAAG..................................................................GCUAU.GCCAGCC..AGCUGC.C...AAAGG..A.U.....AAAAAACCUCCUCUG.....GCAGGAGGUUUUUAAUUUUAAAA
Tps-1-1 .AAAGCCA.C.GGGUCUAAA..GCGAUAGUUUU...............................................................GCUAU.GAUAGCC.GGGCUGC.C...A....A.C.AU....UUAUAUAUAAUCUCCUGCCUUUUGACAGGAGGUUUAUUAAUUG
Tet-1-1 .AAAGCCA.C.GGGUCUAAA..GCGAUAGUUUU...............................................................GCUAU.GAUAGCC.GGGCUGC.C...A....A.C.AU....UUAUAUAUAACCUCCUGCCUUUUGACAGGAGGUUUAUUAAUUG
Tsi-1-1 .AAAGCUA.C.GGGUCUAAU..GCAACAGUUUU...............................................................GCUAU.GAUAGCC.GGGCUAC.C...A....A.C.AU....UUAUAUAUAACCUCCUGCCUUUUGGUAGGAGGUUUAUUAAUUA
Tet-2-1 .AAAGCUA.C.GGGUCUAAU..GCAACAGUUUU...............................................................GCUAU.GAUAGCC.GGGCUAC.C...A....A.C.AU....UUAUAUAUAACCUCCUGCCUUUUGGUAGGAGGUUUAUUAAUUA
Twi-1-1 .AAAGCUA.C.GGGUCUAAU..GCAACAGUUUU...............................................................GCUAU.GAUAGCC.GGGUUAC.C...AACAU..........UUAUAUAUAACCUCCUGCCUUUUGGUAGGAGGUUUAUUAAUUA
Tit-1-3 .AAAGCCA.C.GGGUCUAAA..GCAAUAAUCUU...............................................................GCUAU.GACAGCC.GGGCUGC.C...A....A.C.AA....UUAUAUAUAACCUCCUGCCUUUUGGUAGGAGGUUAUUAAGUAA
Tma-2-4 .AAAGCCA.C.GGGUCUAAA..GCAAUAAUCUU...............................................................GCUAU.GACAGCC.GGGUUGC.C...A....A.C.AA....UUAUAUAUAACCUCCUGCCUUUUGGUAGGAGGUUAUUAAGUAA
Pth-1-8 .AAAGCCA.C.GGGUCUAAA..GCACAU....................................................................GCUAU.GACAGCC.GGGUUGC.C...G....UGA.AU....AUUUUUUUUAGCUACCUUCACGGCAGGGUAGCAUUUUAAUUUU
Dal-1-8 .AAAGCUA.C.AGGUCUAAA..GCAUUUU...................................................................GCUAA.GACAGCU.GGGUUGC.C...G....G.G.GU....AGGACAAACCUACUCUCUGAGUAGGUUUUUUUGAUACCCAAAU
Dal-1-9 .AAAGCCA.C.GGGCCUAAA..GCAUU.....................................................................GCUAU.GGCAGCC.GGGUCGC.C...G....G.G.GU....AGGAACAACCUGCACCUGUGCAGGUUUUUUUAUUGCUUCCUAC
Cpa-2-1 .AAAGCCA.C.GGGCCUAAA..UCCCUGAUUGG...............................................................GACAU.GGUAGCC.GGGCUGC.C...G....A.A.GG....AUGUGUAAAAAUAAAAAUUGAUUUUCUGCGGCAGCCUUGGGUA
Tte-1-1 .AAAGCCA.C.GGGCCUAAA..UCCCUGAUUGG...............................................................GACAU.GGUAGCC.GGGCUGC.C...G....A.A.GG....AUGUGUAAAAAUAAAAAUUGAUUUUCUGCGGCAGCCUUGGGUA
Dal-1-10 .AAAGCCA.C.AGGCCUACG..GUUGUAAUG.................................................................ACUAU.GGCGGCU.GGGUUGC.C...G....G.C.......CACUGUUACCUUAAACUCUAGGUCUGUGCCCUAGGGUUUUCUU
Sli-1-2 .AAAGCUA.UAGGGGCUAAA..GCGAACAUUC................................................................GCUAU.GCCAGCC..AGCUGC.C...G....G.G.AG....UCGGAUCUGGGCUAUUUUGAGGAAGGAGUUCACCAGGGCCGCG
Dre-1-6 .AAAACCA.C.GGGCCUAA...GGUGUA....................................................................GCUAG.GGUAGCC.GGGUUGC.C...GA...GAA.AA....AAUUUUAAUAGUCGGGGCUUUCGGGAGGUUUAAGGAAUGACUU
Rob-1-2 .AAAGCCA.C.GGGUCUAAG..GUCGUGAG..................................................................ACUAA.GGCAGCC..GGUUGC.C...GCA....U.UA....AAUUCCGAUUUAAUGA....CGUAUUAUGGACUACAGAAGAGA
Ccl-1-5 .AAAGCCA.C.GGGUCUAAA..GCGGUAUACC................................................................GCUAU.GAUGGCC.GGGUUGC.C...GGAAC..........UAAGCUGCUUUAGGCUCAUUGGUGUUUUUAUAGCAUCAGUGAG
Dme-2-4 .AAAGCCA.C.GGGUCUUAC..ACAUGU....................................................................GUGAA.GACAGCC.GGGUUAU.C...GAAU.A.G.A.....UAAGAAGUUUCGCUGAAUUAUGUCAGCUUUUUUUGUUUUUAGG
Dor-1-4 .AAAGCCA.C.GGGUCUUA...GCAUGAUUGG................................................................GUGAA.GACAGCC.GGGUUAC.C...GAAAA..........AAUUGUUUGUCGCCGUAAGGCGAUUUUUUAUUUUGGCGGGAUG
Dor-1-5 .AAAGCCA.C.GGGUCUGAC..CACAGAAUG.................................................................UGAA..GAUAGCC.GGGUUAU.C...GAAUA..........GAUAGGAUAUUUUCGCCGAAUAAGUAUUCGGCGUUUUUUGGUU
Ast-1-1 .AAAACUA.UAGGGCCUGU.....AAA........................................................................AU.GGCAGCC..AGUUGCAU...UCAG.U.........UCUAAUAGAAUUGUCUU...ACUAAUUGAAUUAAUUUUGAAUG
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Cas-1-3 .AAAGCUA.AAGGGUCUAAA..UCAUAGUAUAU...............................................................GAUAU.GACAGCC..AGUUGC....................CCCUAUAUGGACGUUCCGGGUAUGGUACGUUUGUAUUUGGUUC
Awo-1-5 .AAAGCUA.UAGGGUCUAAG..UCGAUGGAUUGUUUAAAAUUCAUUAU................................................GAUAC.GACAGCC..AGUUGC....................CACACGGUGAAAGUGUGGCUUUUUUUGACCCUUAAAUUGCAAA
Dgi-1-5 .AAAGCCA.U.GGGUCUAAAG.CGCUUGAGCUUAUUAAUAG.......................................................UGCAAUGAUUGCC.AGGUUGC.G...GGAG.A.........AAAUGAUAUUAAAAGAUAAUUAAUAUCUUUCCCCCUCUUAUCG
env-1 .AAAGCUA.G.A.GUCUAACA.CGGAGUAACAUUUA............................................................UGUAAUGACAGAU.CGGCUGC.AACAU......C.C.....GGUAAUAUCGGACGCUGCAGCCUUUUUUAUAUAAAAAAUUGAA
env-3 .AAAGCUA.G.A.GUCUAACA.CGGAGUAACAUUUA............................................................UGUAAUGACAGAU.CGGCUGC.AACAU......C.C.....GGUAAUAUCGGACGCUGCAGCCUUUUUGUAUAUAAAAUUUUAU
env-5 .AAAGCUA.G.A.GUCUAACA.CGGAGUAACAUUUA............................................................UGUAAUGACAGAU.CGGCUGC.AACAU......C.C.....GGUAAUAUCGGACGCUGCAGCCUUUUUGUAUAUGAAAUUUUAC
env-6 .AAAGCCA.G.A.GUCUAAA..ACAGUUACAUGUA.............................................................GUAAU.GACAGUU.CGGCUGC.A...ACAAC....U.....GGUUAAUACCAGUUGCUG..CAGCCUUUUUGUAUGUAUGAAAA
env-8 .AAAGCCA.G.A.GUCUAAA..ACAGUUACAUGUA.............................................................GUAAU.GACAGUU.CGGCUGC.A...ACAAC....U.....GGUUAAUACCAGUUGCUG..CAGCCUUUUUGUAUGUAUGAAAA
env-11 .AAAGCUA.CAGGGCCUUCC..CCUUAAAAA.................................................................GGAU..GGCAGCC..AGCUGC.C...GGU....A.C.....CACACGGUACUGUAUCGAUAGUCAUAAGACUGUCACUACUUUU
env-12 .AAAGCUA.CAGGGCCUUCC..CCUUAAAAA.................................................................GGAU..GGCAGCC..AGCUGC.C...GGU....A.C.....CACACGGUACUGUAUCGAUAGUCAUAAGACUGUCACUACUUUU
env-13 .AAAGCUA.CAGGGCCUGU.....AAAAU.........................................................................GGCAGCC..AGUUGCAU....A.............AAAUGAGGUGCACUGUCUGUCUGACAGUGCUUUUUUACGGUGC
env-14 .AAAGCUA.CAGGGCCUGU.....AAAAU.........................................................................GGCAGCC..AGUUGCAU....A.............AAAUGAGGUGCACUGUCUGUCUGACAGUGCUUUUUACGGUGCU
env-15 .AAAGCUA.CAGGGCCUGU.....AAAAU.........................................................................GGCAGCC..AGUUGCAU....A.............AAAUGAGGUGCACUGUCUGUCUGACAGUGCUUUUUUACGGUGC
env-16 .AAAGCUA.CAGGGCCUGU.....AAAAU.........................................................................GGCAGCC..AGUUGCAU....A.............AAAUGAGGUGCACUGUCUGUCUGACAGUGCUUUUUUACGGUGC
env-18 .AAAGCUA.CAGGGCCUGU.....AAAAU.........................................................................GGCAGCC..AGUUGCAU....A.............AAAUGAGGUGCACUGUCUGUCUGACAGUGCUUUUUUACGGUGC
env-20 .AAAGCUA.CAGGGCCUGU.....AAAAU.........................................................................GGCAGCC..AGUUGCAU....A.............AAAUGAGGUGCACUGUCUGUCUGACAGUGCUUUUUUACGGUGC
env-21 .AAAGCUA.GAGGGCC......UUUUCCUUUUGAA.............................................................AGGAU.GGCAGCC..AGUUGC.A...AGUC.....U.....UUGCCUAUUUGAAAUGAAU.AGGAGGAAAAUGAAAUGAAUGAC
env-23 .AAAGCUA.U.GAGUCUAAG..GAAAAAUUUAAUUU............................................................UCUAU.GAUUGUC.AGGUUGC.C...AAAA.U.G.U.....AUCUAUGAAUAAUAA.....AUUUUAUAUUUUAAUUUUGGUGU
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alignment positions 331 · · · 510

Bca-1-1 AGAUGCUGGCAAAGAGCAAGAAAUUUUUGGCCCUGUUCCUCACCCUUUGUAUGGUAGUGGGGACGAUGAGCACCGCUGCCAUCGCGGUGGAAGAGGGCGACACGGACGGCACCGAGCCCGCUGCGUGCGAGCACGUGUGGGACGAGGGCACCGUCACCAAGGAGCCCACCUGUACCGAAG
Bca-1-2 AAGACCAAGAGAUUUCUGGCAUCCCUGCUCACCGCGGCUAUGGUCGUGGGCCUGCUGCCCAUGAGCGUGCUGGCCGCGGGGGAUGACACCCUGACCCCCGGCAGCAAGUAUUAUGAUGUGAACGGCGCUGAGACCAGCGAGAGCAACGCCAAGGUGGUUCUGACCAAGAACGCCCAGCGU
Tpo-1-1 GGUUUUUUUGUGUUUUUCAGGAUUUCAUUAUGAGGUGAUGAAAAUGCCGGAAAACAAGUUGACCAGGUCUGUGCGACUGACCAAGAUGCAGGACUUCAUCCGUUUAAAAACACCCGGGGGAGGGGCUACUCUUCAGGAAAUAGCCCAGGAGUGCGGGGUCACCCCGCGUCAGGUUUUCCG
Dac-1-1 UAUUUUAUUCAUUUAAGUAGUUUAGAUAACUGUGAUAAGUAAAUUAUUCCUUAGAAUAUGAAGAAGGAGAUAACGUUUUACUACUUUCCUUAAGUAAGUCAUCACGACGGAGCAUGGUAGAAAUAAGAAGUAAAAUGGUUUUCCUGACAUAGGGACAGACAACAGGCACAAUGAUUUUAA
Cba-1-1 CGGAUAUGACAGAGGGGAUGAUGCGCAGAUGGAUAAGUCUACGGUGGAAGUGUUCCCAGAAGCCCUGAGCCAGGGGGAAGAUAUGGAGUGUCUUCCGGAAUGGGGACGUUUUAUCCCUAAACUGCGGGAGAAUCCGGGACAGAUUACCAAAGGAGGUAAUGCUGAAUGGAAAAGGAAACA
Cas-1-1 UAUGCCUGUGAAUAAGCGGGCGCUAGGUGGAAAGGACGGGGACCGAUGGAUAAGGACAGGAUGCUGAGGGAAAUCGCAGUGCGCUCCGGAUACAGCGAAGAGGAGACGCGGCAAUUUUAUGCGGCCCUUGUGGAUGUGUUUACGGAGGCUUUGGGAAAUCGCGAAUCCAUAGAUUGCCUU
Csp-5-1 CUGUCCGCAAAGUUUCUGCCGAUUCGCAGGCAGUGAGGAGUCCCCCCUUCCCUCUGCCGUCCGGGACCCUGGUUCCUGAUACGGUCGAAUCGCAAAAAGCCGUACGAACUUCCAUCGGUUCGUACGGCCUUUCUUUUUGCAGAUCCGUUUUGUGUAUCGGUUUCGUAUAUCUGUUUUCGC
CDe-1-1 UUCCGAUUUAACUGUGCAGUUGCGCACAAAGCAGGACCUAUAAGAUAAUUGUUGAAAGUUCUGUCCAAGAGGGGAAAGAUGUACCAAUGUGUCGAAUGACCGUAAUCUGAACAAGGGGGAAUGGAGAUGAUCGGCAAGGAUCCGGUGAUGUCCCUGCUGGCGCGGGCGCUGGACGGGCAA
Ere-1-1 CUAAAGGGAGGAAAAAUGAGAAAUAUUACUUUUGCAAUUUACAAAGGAAUCGAAUACUCUGCUGGAAUUAAAAAAGAUGGUAGAAUUGUUUUGCGGUCAGAGGAUGAUGCUAGUAAAAAAGAGGGGUUUGUAGAAAAAGAGAUUGGAAAUAAUAGAAUAUAUAUAAAGUAUGUUCAAAAA
Ere-1-2 GUUUAUUGAAGUAUGAGGUGACAAACUAUAAACAGUCAAGAGAAUUUUGAAAUUUUUUUGAAUUGUAAAAAGGGGUAACUUUAAUAAGCCAUCUGAAUACAUCGUAUUUCAGAUGGGAGAAAUUAGUAUUAAUCCACUAGAGAUUAACGAAGUUCCUGAGCAUUAAAGUCGAUAUCUUGG
Csp-3-1 UUAUAUAAAUAUGUACUUAAUUAUGGGGGAAUCAGAAAGAAAAGUUAAGAAAAGAUUAAUAUCUAGAGAUCUUCAUAAAGACAAUAUUAAGGGGGGAAUACAAAUGAAAAAAUUAAUUUCAAUGUUAAUGGUUACUUUGUUUUUAUUUGUGCUAAUACCCAAUAUUAGUGCAAAUGCAGC
Cha-2-1 AAACGGAGAAAAGUGGAGGAUUUUGAUAUGGGGAAACGGCGCAGCCAGAAGAAAAAGGGCAGUUCAGGCAGCAUUGUCUGGAAUAUACUUGGGAUUGUCCUGUGUGUGAUAUUGAUACCGGUGAUUGUGGUAAAUGUGGUCCUGAUUGUCAACAAUUUCAAGGACCCGUCGCAUCUGCCG
Bpr-1-1 CCUUUUUAUUUUUAAUAAUGAUUAUUUCGCCAUUGGAGGUCGCAAAAAAGGAAAGAGAGUUAAAAGAGUAAAAAAUGAAAAAAAGAAAAAGAAACAUGGUCAGAUCUAUUAUCUUAGUAGCAUCAUUUCUUGCACUGCUUAUGUCAGCGGUUAUCGGAAUAAUAGGUCACAAUCACAUCA
Tpo-1-2 AUAUAUUUCUUCUUUUUCGGGGAGGGGCCCCUGCGAGGGAAUAAGAUGGAUGUAUUUGUUGCCAGACAGCCAAUUUUUGACAGACUGCAGAAAGUGUGCGGCUACGAACUUCUGUACCGGAUGAGUACAGAAAAUCAAUACAUCUGCGCCAAUGGGGACCAGGCCACGUCUGACGUAAUU
Cce-1-1 AAAAUUUUCCUUUCCUUUUCCCUUUUUCACAAAGAAAGGCGGGGUCAAUAAUGAAAAAAUAUUAUCUUAGCAGUUGCCUUUUCUUGGCAUCACUGCUAUUAACGUUACAACUGGUCUUCCCUUUUGUAACCGUAUCUGCAGCAACUAUCAAUACCAACCUUCUGCCACCAAGCAACCUUG
Tpo-1-3 AGGGAACACAGUACAAAGUUACCGGAUUCCCAGUUGUAAAACAUCCACGGUUCCAACCGGCCCUUUUUGGGGCUGAAUGGUACCGAAGGGUGUUUUUUUCUUUUAGGGUAAUCCACUUGGAAAACUGCUGCUUGAAAGGAGGUGUACUUCUUUAUUGUAGGUUUCACGUCAAUUUCCUGU
Cst-1-1 CCAGCUACCAUCUAACAAGCUUAUUUAAUUUAGUUUAAAGAUGGAGGGAAUGUAUGAGAAAGGUGAAAAAAAACAGAUUAUUAGCACUGUUAUUAAUGGGAUCGUUGCUAUUUUCUAAUUAUGGGAUAAUGGCAUACGCAGAUGAAAUUCCUACGGCACAGUCAGAUAGCGGUGUGACAC
Cst-1-2 CCCGUUGCCAUCCAAAACUUGGUUUUUAAGUUUAAUGGAUGGAGGUGUCAAAAAUGAGAAAAAACAGAAGAUUCUUAGCAAUUAUCAUGGUAUUAGCAUUUUUAGGCUGGUCAUUUAACGCUCAACGAGUAUUCGCAGAUAGUGAAAUACCCCCUGAAAUUCAGCAAGAAGAACAAGAAG
Ame-1-1 AACUGUAGAACUCAAUCUUAAGCUUAAUGGAGAAUUUAAAAAUGUACUGUAAGGGCACACAAACAAACCCUUUAGAUUCAAAUAUAAUGAUUCUAACUAUAAUAAGAAUGAUAGACCAUUGGCGUCAUUUACACUGUUGGGAAUUGUUGUUGCAUUAUGAUGUUAUCCACCUUAGGCUUC
Aar-1-1 AAAUAGGGCUUAAUUUAUGUUUAAAAUAAAUGAUUUUUUUGUAAAUAAUUAUUGUUUAUUGUACGAAUCUUAGUUUAUAUAGAUAAAAAAGCAUUCUUUUAUUAAAUUAUGCAGGAAAAUGUUGAUGAUUUGAAGAAAAGUCCAAUGAGGCCUAAAAUAGGACUUAGUUAUAGGGAGGAU
Aca-1-1 AUUUUGUACUGCAUAUUUUCUAUGCAGUUUGACUUACGUUGCAUUUUUUAAGAUAAAAUCGACUCCGGCAGGAUACCGCCGGAGUUUUUUAUUUUAGUAUCAUGACAACAUAUCAAAUAAGGGGGAGAUUACUAUGAAACGCUUGAAAAAGCCUGCUGCGUGGCUGACCGCAAUAUUUCU
Asp-1-1 AUGGAUUUUGUACUGCAUAUUUUCUAUGCAGUUUGACUUACGUUGCAUUUUUUAAGAUAAAAUCGACUCCGGCAGGAUACCGCCGGAGUUUUUUAUUUUAGUAUCAUGACAACAUAUCAAAUAAGGGGGAGAUUACUAUGAAACGCUUGAAAAAGCCUGCUGCGUGGCUAACCGCAAUAU
Cbo-1-1 AGAAAGGUUGGGAACAAAUGAUGAGGAUGGGCUUGGCAGUUUUAUUAGCGUUUGGUUUAGCAGCAUCAGUAACAGCUUGCGGGGAUGUGAAUACAGGAGAAGAUAAAAAAGAGGCAGCGACCAUUGGGACUACAGUAGAAAGCGAGAACGUAACAGGAGUGUCAGAUACCACUGAAAUCC
Eba-1-1 CUAAGGUGGAAAUUGCUGAAAUAAACAAAGAAGAAUUAUUGGCAGAUUUUGUUGAAAAAUUACCAACUAUACGUAGAAAACUAAAUAUUUCACAGGGUAGACUUGGCGAAAUGCUUGGGUUAAGUAGACAGUCAAUAUCUUCAAUCGAAAGAGGAAGUGUUCAGCUGUAGUGGAAUACAU
Tac-1-1 GUAAUCUAUUAAAAUGCCCAUUAGGGCUUUUGCUUUUAUUUAUUUUAUUUUCUGAUUUAUAAUCACAAUAAUAUUUGAGGGGGUCAUAUUUUUGAAAAUUAAGCCACUAAAACUAAAGCGGGACAAAAAACAACCAAAAAAAUCAAAAAAUAUUACGACCAAUGUCAAGAGCAGCUUAAG
Tpo-1-4 AAUGAGGGUGUGCAAUGGUUGUCAAUUUAUGUUUAAUUCUAUUUCAGUCCUUCCCGGAAAAUAUACUUGUUAUUUCAUCUGGUUUGGUUUUAACCGGUUUAAGGCCAAGGCUUCCCAAAAUAAUUAUUAUAGCAGCAAUCACUUCGGUAAUAUCUCAUAUAGUACGCGCUUUACCUCUGG
Lba-1-1 AAAUAACUGAAAAGCCUGAGUAGUUUUCCAUCAUUUUUCAAUCGACACGAUUUGAAAGGAUGAAGGAAAAUGAAGAAAGCAAUCAUCACCGUAUUAGCAGUAUUAACAAUCAUCGUAACAGCAAUGGCACCCGCAGCAAAGAUGGAUGCAAAGGCAGCAGCAGACCAGACUUCUACCAUG
Lba-1-2 ....................................................................................................................................................................................
Cce-1-2 UGGAGGAUAAGAUGUACAAAGAAAUUAAAAAUUCAGUUCCAAUCACGACUGUUGUAAGCAGCAUUUUAUUAUUAGUGUUUGCUCUUCUCGCAGUCAUAACUAAAGUAUAUAGUUUUCCUUUCAUACUAGGAGUUACCUUUUCCUUAUCUGGAGUUUUUCUGUUAAUUAUACUUAAACUUU
Tpo-1-5 GUUUUUUUAUUGAGAACCUUGCCCGUUUUGCCCCAAAUAGCCCUCAUCCAACUCAAGUCACCGGCAAAUGAAUUUGGUUUAAUCCCCCCACCAGGAUUACCCGGACUAAAACUUAUAGUCCUGAACCAAAUCGCAGGAAAAUCCUGCACCGGUGAUUUGGGUCUUUUUUUAGUUUUCGAC
Ova-1-1 AGGUGAAUUAUGGAUUACAUUUCAAUCGCCGAAGCCGCCGCAAAAUGGGGCAUCACCCGCCGCCGCGUGCAGGUUCUCUGCAACGAGAGCCGUAUCCCCGGCCUUACCAAGUUCGGCAAAGCCUGGGCUAUUCCCAGGGACGCCGAGAAGCCAGGGGACGCGAGAAAAGCAAAUUCCGUU
Dme-2-1 UAUUUUGGGAAUGUUAAAAAAAUCGGAUGGAGGGCGUUAAAUGCUUAUUGUGAGGUAAAUGCACAUCGACUUAAUUAAUAUAGUUUUUUCUGACCUGUGAAAUUAUUUUAUCAUCGUAACGUAUAUAGAAUUUACAUUUUUUGAGGAGGGGCUUAUGAAACAAACGGGUAACAGACAGGU
Dyo-1-1 UAUUUUGGGAAUGUUAAACUAUCAUAUGGAGGUGUAUUAAAUGCUUAUUGUCUUAGCCGUUAUCUUUUCAUUCAGCUAUUUUCUUUUAUCAUCACAGAGAAAAUCCCUAGGUCAAUCAUUGCAGUCUUGGUAACGUCACGACCGUUUUAUUAAUUGUUCCUAUAAUCAUCCCCAUUGCCG
Dsp-1-1 UUUGGGAAUAUUAGGUGACAAAAUGUUUUUUGGAGGUGUAUUAAUGCUCAUUGGGAUAGCCAUAACGCUCUUCUUAUUUAGCUAUUUCUUCAUUAUCACAGAAAAGAUCCCUCGCGCUGUAAUCGCAGUUUUCGGUGCCUCACUACUGAUUAUCUUUGGGGUUCUUACUCAAGAAAAGGC
Dme-2-2 UUGUUUUAGGAAGAAUCAUCCCUACUGCUGCAUUGUAGAUUGAUUUACUAUUGAGCAUUAUUCUUAUACCGAGGCCUAAUAGUAAUAAUCGAAGUAGUUAUUUAGUGUUUGUUAAGGAGGUAAUUGAACAUUGACUUAAUUGUAGUAGAAUUUUUAUUCUGACCUAUGGACUAAUUCUUA
Dac-1-2 UUUAUAUUUCUAAGCGAAUCUUGGGAACAUUAUGAUUUAGAGAAGCUUGGAGGCGUGUCGAUGCUCAUUUGGAUUGCAGCAAGUAUAUUUCUACUUAGCUAUUUUUUGAUCAUCCUCGAAAAGUUUCCCCGUGCAGUUAUUGCAAUUUCCGGUGCCUCAUUGAUGAUUAUUCUGGGGGUG
Dde-1-1 UUGUAUGCUUUUUUAGGAAAGGAGUGCUUACAGGACCGCGACAUUAUGAAUCUGUCUAUCCUAUUUACACAUUAUUAUUGACUUGAGGGGGAGAUCCAGUGAGUACGAAGAAAAAGACUAUUAAUUUUUUGCAGGAGUUUUCAAUACCAUUAAUUCUAGGUGUUCUUAUUGCACUUGUUU
Dme-1-1 UCCUUUUAUUUUUUAAGGAGGGAAUUAACUGUGACAGAUCAAACAAGGAAAAGGAUUAAUUUCUUACAAGAAUUUUCGAUUCCCCUUAUUGCAGGCGUAAUAAUGGCUUUAAUCUGGGCCAAUUUAACACCUGAAAGCUACAAUCACUUUGUUCACAAUAAAUUAUUCGGUAAUUUCUCA
Ddi-1-1 UUUUUUUGUGUCUUUUUUGAAGGGAGGCUGUAGAAAAACGACUGUAUGAGUCCGUGGAUUAUUUUCCAUACUAUUAACAUUUGAGGGGGAGAUUUGAUGAGUACGCAGAAAAAGACCAUUAAUUUCUUGCAAGAGUUUUCAAUACCAUUAAUUCUAGGUGUUUUUAUCGCACUUGUCUGG
Aar-1-2 AAUAGGGUUUAUUUAUUUUGGGAAUAAAUUGCUUAGAAGUUACAUAAUUCAAAAUUAAUUGAGGGAAAAUUAUGACAGAAGAGUUGAGUGUUGAUUCGCUGGAUCAAGUAGUGGAAAAGAUAUUGAUUAAAAUUGAAAAUAGUCAGAAUGAAGUCUUUGAGAUUGCUGAAACUGCCCGGC
Sth-1-1 UUUUUCAUGGUCAAAUUUCGCAGUUAAAUGUAUGGGGUCCCGAUCCUUAUGCAACUCCAGAAGGUCUAUUGCGUUUAGGCCUAGAAGUUCCCGUGCAUGGAAUAACCACCUCUUGGUUUUUCGUGGAGGAAUACUGUUACACAACGUGAAUAUUCAUAGAAAUAAUGGGUGGUCAUUCCA
Dsp-1-2 AACAAGAGCAGGCCCUAGAUCCAGAAUGGAUUGAGUUGAUUUCUCUCGCUAAAAUGAUGGGUUUUACAAUUGAGGAACUCCGUAUAUUUAUAACAAGUAAAAACUUGCAGAAUAACUAAGAAAGAACGACAAUUUAGGUCGUUCUUUCUUAGUUAUAAUCUUUUGCACAUAAAUCAAAAU
Dsp-1-3 UUAAUUAAAAAAUUCUUUUUGAAAUAACAAAAUAUUCCAUUGCAAAUGAAGCAUUAUAAGCUGGUAAGAGGUGGACUAAGGGAGAGGAAUAUAGAACUGAGUUACUAACGUGUUGCAAACUUUAAGUCAGAAGGCUGGAUCAUAGAAAGAGGUAAAUUUCAGAAAGAGGGGCGAUUCACA
Tma-1-1 UGCCCUGGGGGCGCUGCGGGCGGGCGGCCGGGUCGAGACCGUCCCCACCCCCGGCAGCGGCCGGGGGUUUCGGUUUAGCCAGAGCGGGACGAUCCGGGGCGAUCCACCCGAAAGGGGGCAAGGGCCGUGCUGCGCGGGCUCUAUACCGCCGCCAGCGGAAUGCUGGCCCGGGUCCUGCAG
Dme-2-3 AUUAGGUAAUGGACUCAAAUUAUUUGGAUGAAGGGGAUAUAUAGAGAUGACAAAGAUUAAAUACCGAAUUAUUCUUAUGUUAGUAACAUUGGCCCUAAUAAUGGGUUCCAUUCUCGGCGGGUACAGCAUUUAUAAUUUACUAGUUGCGGAAAAAGCUAAUCUUGAACAGUAUCGAACUAC
Dor-1-1 UUGUAUUUUUAUUACUUUAAGCCUUGGACUCUAAAGAGAAAAAAAGGGGGAAAGAGCGAAUGACCAAAAUCAAAUAUCGCAUUAUUAUGCUAUUAGUAAUGACAGCACUAAUUAUGGGCUCGAUUCUCGGAGGAUAUAAUAUUUAUAGUGUCAUCCAAACUGAAAAAACGAAUGUAGCUG
Eli-1-1 AUUUUUUGAGUAGCCUUUAACAAAAAGGACCGCUGGAGCAGGCAAUUACUCUGUUUAUAAUCGUCAUGGCGCGGACGGUUAAAAUAAAGGUUUAUAUUUAAAGGUAAACAAGAGAACAUAAAAGGAGAGAUGUAAAUGAUUCAGAUGAUUAAUAAGCUGAAGAAAAACCAGAAAGGUUUU
Csp-3-2 AUAUGUCCAUAUCAAAAUUUAUCAUAUCUUUAUUUAUAUCUAUAGUUUUAAUUAUGCCAACAAAUGCAGCCUUUGCAAGUCAAAAUUUUAGUCCAAUUAAUAACCACAUAAAUUCUACAUGGCUUUGGGAUACAAGCCAGAUUAUAAAAUCUUCAGAUAAAAUUCUUAAUUUUCUUUCUA
Mth-1-1 GGGACUUUAGUCCCGGGGCAAUUGGGCCUUUUGUCCGAUACCAAGAUUACCACGAAAGUGAUAAAGUGGUAACUGUUGGAGAAUAGCAUCGAUUUUUCAGGGAAUAGGGUGAGAAUUGGGUGUUCCUGACGCCGACCAUGUACGUCCUGGAGAAGGCCCUGGACACGGCCACCCUGCGCC
Osp-1-1 CUCGUAAGAAGGAGUUAUGUAUGAAAAAGGUAGUAAAAUUAGUUUUACUUACAGCAUUAUUUGCCACAUUUUUUGCAAUGACAGCAUUCGCUGCAAAAGGUGAUGCUCAGGCAGCUUUCAACAAAGUGAAUGAAAUCAGAGUUGCUAACGGCUUAAACCCACUCACUUGGAACUACCAGG
Dac-1-3 AAUUGUUUGCCUCGAGAUGGCAUACCUUAAUAUCGGUUGAUUUAUCAAAAUCUUUAAACAAAUUAUUGAAAGAGAGAUGGAUUGGCUUGAAUCAAGGUUCUUUGCUAAUUGUUGAUGAUAAUCUGGGAAUUCGCAGUCUCUUAAAAGCUCUUUUUUCUUCGAAAGGGUAUGUUGUAAGCA
Dor-1-2 AUUUUUGAUAUUUACUGGAUAGGAGGGUUAAGAUCCACAUUUAGAAUGAGAGUCUUUAGUACUUAUUUUUUGGUAUGAAGAAUUUUUUGGAUUAUAGAAGAUCCUUAGGAUUUAUCGAAUUUAUAGUGGAGGAUGAUAAGGGUUGAAAAAGUUGUUCAAUAUUUCAAGUAUCAGUGCUAA
Dku-1-1 GGUGGUAUAUUGCGGAGAGCGGCCCCCAAAUAAGAUCAUGGCAGGGUAGCCGGGAGGUGGUUUUUUGGACCUUUUCGCCAGUCCCAUUCUGGUGGCGCUGCAAAAGCAGCUGAAUGCAGCGGCACUAACCCAAAGGGUAAUUGCCCAUAACGUGGCCAAUGUAAAUACGCCGGGAUUUAA
Dme-1-2 GAUUUUAAAGAAGCGGAGGAGUAAUUGAUGAAAAAGAAAAUAAUAUUGGGGCUUGCACUUCCGAUUUUCCUUACUUCCAUGACCCUUGGAAGCAUUCCUGUCCAGGCUGAGACAGCCCAAGCCGUUAGAGUACAAGGGGCUGCUGUUCAACGCCUGUUUGGUACAUCCCGAUUCCAGACC
Awo-1-1 AAGUCCUUAGUAAUUAGCUUUGCGUUAUUUAUUUUAGUCAUUGGAAGUUAUUUUUUUAAAUAUAAUUCGCAGAUUUACGAUAAAGAUAUAAUUGCCGAAGUUAUUUUUGGAGUCGCUUUUGGGAGUGUGCUUUUGCAAGUUGUUUUUAGUAAUUUUGCGCAUCGCGAUUUAAAAAAAGAA
Sac-1-1 CCGUUUCAACUAUUCUCUCAACACGGGAGGAUGCGGUUGAAUGCCUAUUCUCAAAUACAUUGCCACGGCUUUGCUCAUCCCUCUGGUCGCGGCGGUAAGUGCCCCGGUCGACGUCGGCCAAACCACGGCGUCCGAUGCCCCAUCAUCCAGUAUCACCGUACCCGUAUCACGGUCCGAUUA
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Eli-1-2 GGGUCUUUUUAUUGCCCCAAUCUCACGCAGAGGAGUUAAUCACAAUGGAUAACAAAGUUAUUGGCAGGCAUAUUCGUGAAGCCCGUCUUGAUAAAAAACUGACGCAGUACCAGCUCGCGGAACGUGUUCAUAUUACACCGAAUUAUCUGAGCAUGCUGGAACGCGGCACCCAUCUGCCCA
Pth-1-1 UUAAACAAAAUGGGGAGAGAUUUUAUAAAUGUUUUCCGGCCUUACAAUGCAAGCCCUGAAAAAAGGGCUGGAUGCUGCGGCGCUGCGGCACAGGGUCAUAGCCAACAAUAUCGCCAACGCCAAUACGCCCGGCUUUAAAAAAUCCGCGGUGGAAUUUGAAAGUUUAUUUAAAGAGGCCCU
CDe-1-2 GUGGUUUGAGUGUCCGGUCAAGACACGGAAAAGAAACUGAAGGCAUUCCUAAAAAGCUUGUUUCAUACCAAAGCCGAACCUGGAGUGAAGGUCCGGCCUGAAGGACCGGAAACGGUCGCCGGCCCUUCCUCUAAACCGGAAGCCGGUCGAAAUCGAUCACCCGUGCAGACCACCCACACU
Cob-1-1 CAUAUAAGGAGGUAUUUUGAUAUGAAAAAAUUGAUUUCAGUCUUCAUUAUUAUUUUAUUAAUUUUAUCAAUUUCAAGUGCAAUGGCAUUUGCAGCAAAGAAAAGACAGAUUGCAGGUCUAAAGAAAACACAGUCUUAUGAGAUAUCUGAGCCAGAGCAGACUCCUGUAUCUCAAGAGGAA
Chy-2-1 AAAUGAAUCCCACAUUUUUUGCAUUUCUUCUAUGUUUUCAUUCUUUAUGCUGUCAAUAUACUUUUUAAUUUCCCUCUCUCUUAUCUUUGGAUAUCUUUUCUUCCAGUUUUCUUCAAGUUUUUCGACAAUUCUUUUAACCUUGUUUACGUCAACCUCACCGAUGACAAUAAGAGAACCGAA
Awo-1-2 AGCGUUGCUCUUUUUAUCGACAAGGAGAGAUUGAAAUGAAAACUAUCAAAAAAUUAAUCAAUGUUCUGGUCAGUGCCGUUUUUAUUAUAAGCUUUACUUCAACUGGUUUAGUCGCCUAUGCCGCCAGUAACAAUAACUACCCGAAUGAUCCGAAUUUGGGGACUUCCUGGCAAUAUGCAA
Awo-1-3 UUUUCUAUUAAACCGAGAAUUAUUAAAGCAAUAAACAAUCGAAGUAAGGCAAAAAAGUUUUAACAUAAUCGUCCAAUGAAAUUGUUGGUUAAGUAAGGUUAAAUUCAGUUGCAUAGUUCAAAAAUUUUAAUAUAUAAUGAAAUUGAAAAUACGAUAAGUCAGUAAAAUGAAUUAGGAAUA
Lba-1-3 UAUGACACAAGACUAUUUUUUUUACUGUCAGGCCUUUGAACUUGAAAAAGGCGUGAAAACUACAUUCGGCAAACUUAUUGAAAAGUAAGGACGCAAAAGCUACAGGGCCUUCCCCUUAAAAAGGAUGGCAGCCAGCUGCCGGUACCACACGGUACUGUAUCGAUAGUCAUAAGACUGUCA
Ame-1-2 GUUUUUUUAAAAGAACUGGGGGGAUACACAUGAAGAGUAUUAAAACAAAACUAGUUAUCUUUUUCUCUAUUUUGCUAUUGGUUUCAUCUCUAGCUAUUGGAAUUUUUUCGAUUAGAUAUGCCAGCGAUUCUAUUGAAACCGAAGCAGAACAAGCUCUUGCAUUAGCAGCUUACAAUGGCG
Dre-1-1 UUGCAUUUAUGACAAACGCUAGUCUCAUCAUUGAUAAAAAUGCAGCAACCCGAUACGACUUGAAGCUUCUUCUUUGGCAGUUUAAUUUUCUUACCUAUGAGUGUGGCAACACAAGUGAAGCCGUUACAAGUAUUGUAUCAAAGGGGCCGGGCAUCAUCUUUAUCUCUUUGCAAACAAUUA
Aca-1-2 AAUGAUUAUAUGGGGACAUUCACAAAUAUAUUGAGGAGGGGACUAAGUUGAACUUAACAGGAUUUAGAAGGAUCACAGCUUGUUUCCUUGCCGCAGUCAUGGUAUUUUCAAUGCUGUUUCAGACAGUGAAAAUAUCUGCGGCGGGAAGCACCGUCAAAUCAUCAGGCCUUAAGACGGUCU
Asp-1-2 CUUAGGAAAGACCUUGUCACGCUAAUGCGUGAAAGUCUUUCCUAAGUAACAAAAAACGCUCCGCGGGUUGUACACAGAUGCGCAAGGAAAUUAUUUGACUACGUCAAAUCGCAUCUGGCACGCAAAGUUGUCAAACCCCUCAAAGAAUGAGGGGGGUGGGAGUUGAAGUGGGAUUGCCAC
Cbu-1-1 CUAUGUAAAAUAGGAGGAGAAAUAUGAGUAAAAAAAUUUUAGUCUGCGAUGAUACAAUGUUCAUGCGGAAACUGCUUAAGGAGAUAUUGGUAGAUAACGGUUAUGAAGUUAUUGGAGAAGCAGAAAAUGGAAUAGCUGCCGUUGAAAAGUACAAUUUAUUAAAACCAGAUUUAAUAUUAA
Aca-1-3 GAAGCUGUAAGCGCAACCGUUUGUGAAGGAAACUUCACGGACGGUUUUUCUUUUUAAAGAAGCACUCUGUAUUUCAAAAGCUGGAUGAUUGUAUUCAUCACAUGGUAUUCAUAUCCACAGCGAUGAAUGAAACAAUUACAUAUUCAGUAAAACUGUCAAAAGGCAGUGGCACAAAGUCAA
Asp-1-3 GAAGCUGUAAGCGCAACCGUUUGUGAAGGAAACUUCACGGACGGUUUUUCUUUUUAAAGAAGCGCUCUGUAUUUCAAAAGCUGGAUGAUUGUAUUCAUCACAUGGUAUUCAUAUCCACAGCGAUGAAUGAAACAAUUACAUAUUCAGUAAAACUGUCAAAAGGCAGUGGCACAAAGCCAA
Asp-1-4 UAUAAGCGCAGCCGUCUGUAAAGAAUAUUUUGCAGAUGGUUUUUUAUUUGGAGGGCUUACUUCCAGAUAGAUGCUCCGAAUUUCAUAAAGCUGGAUUAAUUAAUAUUCUGCACAGAAUCACAUCAGAAAUGAUAAGUUAAUUAAUCAGUAAUUUAAUAUUUAGUAAAACUAUCGAAAGGU
Aca-1-4 UUAUAAGCGCAACCGUCUGUAAAGAAUUUUUUGCAGAUGGUUUUUUUAUUUGGAAGGGUUACUUCCGGAUAGAUGCUCCAAAUUUCAUAAAGCUGGAUUAAUUAAUAUUCUGCACAGAAUCACAUCAGAAAUGAUAAGUUAAUUAAUCAGUAAUUUAAUAUUUAGUAAAACUAUCGAAAG
Ece-1-1 UCUGGCUUCAUCGGCUGGGUGCUUUUUUUGAAACAUACUGUUUCAAACAGGCAUGGGACAGCCGUUUGGACAUGGAGGUCCACACCAAAAAAGGAAUCAUGAAUUAUGAAAAUGGGAGAGAUUACAAUGGGUUUCAUUACCCCGAUGAAACCAUGGAAAUGGACAAGGUCAGGGGUCAUU
Esp-1-1 UAUUUCAUAGACGUAACAAUAAUGAUUUUAUCAGGAAAGAAUGAGAAAAAUAAAAGUAUGAAAAAGGCAAAACGAUGACUGGCAACAGUGGGAAAGAAGAACGGAGGCUCCGGCCCGGCACAUUGGAAAAUAAAAAAUAUGGAAAAUAGUAUGAUAAGUGAAAAGCCCUGCGCAGGACCG
Dfo-1-1 GACUUAUCCACAGAAGAUGAAAGGAAAAGGAAAGUUAUGAAAUUGAAAAAAAUAUUAGGUGUAUCUGUUGUAACUGUGCUGUUAUGUCUUACGGGCUGUACGAAUAAGAAUGCGACGAGUGAACAUGAAGCAGUCACUAUUCUGGCACCUUAUAUAGAGUGUGAUCGAUUAGCUGAUCUG
Rob-1-1 AUUUCGCAGAUGUAACAAUAAUGAUUUUAUCAGGAAAGAAUGAGGAAAAUAAAAGUAUGAAAAAGGCAAAACGUUGUCUGACAGCAGUGGUGUCAGGUGUACUUGUAGCAUCUGCUGUCUUGUCUGGAUGUGGACAGUCAAAGAAAGAAGUAUCUAAAAAUGAUGAUCAUCUUACCGUUU
Eha-1-1 GCACUUGAAUAAGUAAUACAGAAGCUGUUUGGAAAAAUAUUGUGAAAAAUAGCGGGGAGGUUAUUGAUAAUUAAUGAAUGUAAAAUUAAAAUCUGGAAGUAAGCAAGCAAUUGUAGCCUAGAGGAGGGGAGAAAGAUGAAGAAGUGCAAAUUAGUACAGAAUAUAAUGAAUUUCAAAUUU
Dfo-1-2 UGUUGAUACGAAACUAUUAGUAAAGAUAAUUCAUGAAUUAGUGGAAAACAAUUUCACAAGGGAGAGCAUAUUGAAAAAAGAAAAAAUGGAACAGCUUCCGAAUAUCAAUGUUGAAUUUGUAGUAGGCAAUAAUGACCUGGAUUUCUACAAGUUUCUUAAGGAAAACGGUGGAUUGCCGGA
Ece-1-2 UGUAUCUAUUUACAGGUUUGUACACAACAAAAAGGAGCGUACAGGAUGAAAAACAAAAUCGUAAAGGCACUUGUUUUAGCUUCAAUCGUAUCAAUGACAGCUACAGGAGCAGCGGGACUGACGUUUGCGGAGGAUACCACGGGGAAAACCACGGAGAAUAGCGUCGAUACUUCUACAACA
Csp-3-3 AUUUUAAUUUGUGAUGACACUAAAUUUAUGAGGGUCACCCUAAAGAAUUCUUUAGAAAAGGAAGGCUAUCAAGUAGUUGAUGAGGCAGAAAAUGGGGAAAUGUUAAUUGAAAAAUACAAGCAGUUAAAUCCUGAUUUAAUAAUUGUAGAUAUUACAAUGCCCGUAAUGGAUGGUAUUAGC
Cbe-1-1 AAAAUUUUAAUUUGUGAUGAUGCUAGAUUUAUGAGAGUUACUUUAAAGAAUUCCUUAGAAAAAGAGGGAUAUCAAGUAGUUGACGAGGCAGAAAAUGGAGAAGUGUUGAUUGAAAAAUAUAAGCAAUUAAAUCCUGAUUUAAUACUAAUGGAUAUUACAAUGCCUGUAAUGGAUGGAAUU
Fpr-1-1 CCCAAAGUACAAAACGCAGAGCGUUGUACCAGCCAUUUGGCCGGUGCGGCGCUCUUUUUGCUUUGUGCGGGCAUGGUUAUAUUUUGGGAGUAAUUCAUAAAAGGAGGAUUUUUAUGAAAAAGCGUUUCGUCAGCUUGUUGGUUGUAGUAUGUAUGCUACUUACACUAUUUCCGGUGUCAG
Tpo-1-6 UGGAUUUUAUUUUGUAGGAGGCGUUUAAAGGUGAUAGAGAAACUUAUCACAUCCGAUACUAUGGGUCUGCUGCAGCGGGCUUUAGAUGCCGCCAGUAUGAGAAAUGAAGCUAUUGCUAAUAACAUGGCCAAUGUCGAUACUCCCGGCUAUAAGCGCGUGGACGUGGCUUUUGAAGAAGAG
Nth-1-1 UAGGACUUUUUUAGUAAUAAAGUUUGUAAGCUUGUCCAUACAUGUAUAUAAAAAUUAGCCCCGCUUACCGGGGCUUUUUAAUUAUCUAAUAAUUAUAAUGGUUUAACUAUCUAGUCUAGCAAUCAGAUUAAGUAUCUGAAGGAGGUUUUGAUUUGAGAAGGGUACAUGUAGAAGAUAUUG
Dre-1-2 UUGCCAGACAAAAUGAAGGAUUAAAAUUAAGGGGAGGAUAUCUUGCAUGUCUAUGGUUCCGAGUUCCAGAAUUAAACCAUCGGGAAGUCUUAAAUUUCAAGUGAGUGUGUUUAUUGCUAUUUUGCUGAUUGUUUGUGUAAUGGCAGUUUCAUGGUUGUCCAUUAGUAAAAUGGAGAAGGC
Eli-1-3 CAGUCGUUUUUUGUUUGUACGAGCGUAAUAAGAUGAGCGGCAAAAGACUGGGAGUAUUUAUAUAAGAGAAGGAAAGGAAAAAAACAUGAAAAAAUGGUUAGCUUGUUUUAUGUCAGUUGUUAUGCUGUUUGCGAGCUUUCCGGUAUCUAUUCUGGCGGAGGAAGCGGGACAGGAGCCUUC
Pth-1-2 UUUUAAUUUGAAAGUUGAAACAAUUGUUCAAAAACUAAAAAAUGGGGAUAUUCAGGCUUUAAGACUUAUUUAUGAACUAUUUUACAAACAGGCCUUUAAGGCAGCGUUUUUCAUCACCAAUGAUGCUGGUCUGGCUGAAGACGCCGUUCACGAAGUUUUUUUGAAACUCCUGGACAAAGC
Ccl-1-1 ACUAGCCAUUGUCAUCACCUUUUGUUUUACUCCUGUUCAAGCAUCAAGUGCUCAGACAACAAGUUCUAUCAUUUCCAAUGGUGUAGUCCUUUAUAAGCCACCUCAAUCUGUCGACGGAAAAGUUGUUGUUGCCGGAAAUACGUCAAAGGAUAAAAUUAAAGUAAUUGUUUCAAAAGAUGA
Tsu-1-1 UGGCGCGCCGCGGGCGGCUUUCUUUUCCAGCGGCGGGAGGGGAUGGACCCGUGUGGGGGCGCGUCAACGAUGAACUGGCUGCCGGGCUGGAGGUCCUGGCCCUCCGCCAGCGACUGCUGGCCCAGAACGUGGCCAACGCCGAGACGCCCGGCUACAAGCGGUAUGAUCUCGACUUCGCCC
Tma-1-2 CGCCCGUGGUGCCGUUGCGCGCUGCGGGCGGUUUGCUUUUAUCGGCGGCCACCGGCUCCGGCCGGUGACCGGGGAGGCCCGGAUGAGCCCGGGCCGGGGAGGUCGCAGCCCAUGUGGGGGGCCAUCAACGAUCGCCUGGCGGCCGGUCUCGAGGUGCUGGCCCUGCGCCAGCGCCUGCUG
Csy-1-1 AUUGAUGGCGGUGAUCUGUUCGCGGAGCGUGCAGGUUAUCGCUGAUUAACAUGGGUGUGCGCGAAGCGUACUCUCUCAUACGGCGAUUUCAUUUGAUUUAUAAUCUACUUUCAAAAGGUUGCUUAUGGCUGGCGCUAAUUCUGGGAUGAUAUUUUGUUCGCAUUUGGCAGCGGAGGGGAG
Sgl-1-1 GGCGAUCCGGAAACGGUUUUUUUUAUGCGGAACCUGGGCAUUGGCAAAUUCGGGCAAGAUAAUGGAACAUUUAGACAAGAUAAUGGAACUUUUCGACAUGACGGGCAGGAACCGGUUUCUUUUUACAUAAAUACAUCUGAGUAAGGGAGGUGACACGUUGGAGAGGCUGACUUCCUUUUC
Bpr-1-2 ACGGACGGUCAUUUUUUUUGGUAAUGAAGUACAUGAGAGUUCAAGGAUGAACGGACUGCAUAGGUUAUGCGGUCAUAGUACAAGGAGUAUUACUAAUUAUUACUGCUACCUGAGCUAUGCGUUUGCCUUUGGACAUAUUUUGAGAGGUAUUUUGCGCAGGAACGGUUGCUGAGCAAAGUA
Dni-1-1 UUGUCAAGGUUAGACAGCUUCUGGUGCAAAGCCCAGACGGGAGGUGUGGUUAAUAUGGAAGAAAUAAAAACUAUGGAAGAACAUAAGCUUUUGCAACGGCUACACGCCACGUUCAUCGAACAUACCGCCGUCAUGCUCCUCAUCGAGCCUAUAACCGGCAAAAUCGUAGAAGCCAAUCCU
Aca-1-5 AGUCUUUUUUGUUUCAAAUAAUAAAUGGGGGUAUGAAAAUGAGUAAAAAGGUAAGAAAAAGUCUUGCAGUUCUUGCGGCUUUUGUGCUGACGAUAUCAUUUAUCGCAGGGAAUGGUGCGUUCACCAAUGUCCAUGCACAGGAGGCGGAAACAGAAACUGCAUCAGAACAGAUCACUUCUA
Dca-1-1 GAAUUGAAUUGGUUAAUAUGUUUUAAGUGUGAAUGCAUUGAUUGUCUAGUGGUGGGUUGCUUUAGGUGUCCUAUUACAAAAUGUUCAAAGUUUGCAAGACGUCAAUGCAAAGACAAAGAAUUGGAUGAAAGCGAACUUAUUAAUGAAUUAGUAAAAGUUUUAUAAAAUUGUCAGGUCUUA
Dni-1-2 GAAUUGAAUUGGUUAAUAUGUUUUAAGUGUGAAUGCAUUGAUUGUCUAGUGGUGGGUUGCUUUAGGUGCCCUAUUACAAAAUGUUCAAAGUUUGCAAGACGUCAAUGCAAAGACAAAGAAUUGGAUGAAAGCGAACUUAUUAAUGAA.................................
Dac-1-4 CGUCUUUCGAUCAAAAUCUUAUGAAAGUCUUCAGUAUAAAGGAGGGAAAUGCAAAUGGAUUUAGCAGUUACAGCGUCUAUCAUGAGCCAAGGCCAAGUUCAAAACCAAGCAUCUGUUUCAGUACUAAAAAAAGUCAUGGACACCGCUAAAAUGGAAGGUAAUGCACUAGUACAGAUGAUG
Sac-1-2 UCGCCGUGGAAUCUACUUACGUGCGGUGACCGGAUUGUUUGUCCUGUGGGUAUGGCAUACCUUCCCCCGACUCGGAUGGCGGGAUGCCUGGUUGGUGGGGGUGGGUAUCCUCGGGACCGAUAUGAUGGCGUGGGGGGUCCGACGGUGGGUACCUUUUGCCUGGCUAUUAUGGGGUACGGU
Dre-1-3 GGGGCUAUGUACGGACAGGAUUGGCAAGAAAUCAUUAAUACAGCAAAGAGCUUCAAAAAUCUUUUAGGUCCAGAGGUAGUGGUUGUUGUGAGUGACAAUGAGAAAUUUGUCUACUAUGAGUCUGGUUCUUCACUAGAUUUAGGAAUUAAAAUAGGUGACCCCAUUAGGCAGGGCAGUAUU
Mth-1-2 UUACCGGAUUUAGCAGUGCUGGGAGAGGAUGACUAUGGUUUGGAAUGGCAGGCGAUACAUAACUGGUUGGGUCGGCUGGCGGCCCAUUCUCCUUUUACCUAUCGCCAUUCCCUGGGCGUUGCUAGCCUGGCAUUGAACCUGGCCCGGAUCUAUGGGAUGGACCAGGGAGAGUGCCAGGCU
Dgi-1-1 CUCUUAUUUUUUACCUUUUUUAUGGAGAAUAGGAGGUGUCUAAAGCCAAGACUUGAGGUAGUGUGCAAUAACGUAUAUAUGUUUAGCAAGUGCGUUGUAUUUUUUUAAUGAUGUUGAUUAAUCACUACUAGCACUAAAAUAUUAAAUAAAGGGAGAUGAUUAUGCACGCAGAUAACCAAG
Dku-1-2 UUUUGCCUGAAAUUAGUCACAUCCUUGUGUUCAACGGAGGUGGUUUCCUUAAACGUAGUAAGACCGGACGAUUGUCGAAACAAUAUGAAAGAAAGGAGAUGGGAAAUUUGUCGGCUCAAACGCAAGUCAUUUUAGCUACAUCCGUCUUUUUACUCACCUAUGCUAUAAUUAUUUCGGAAA
Tpo-1-7 UUUUCAAUUGACAAUUGACAAUUGACAAUGGAAAGUUUAAUUCAAGUCAAAACCGGGGGGAAUGUAGGAUGUACAAUUUUAAGCUCAAGAAAAUCAGUGUGGGUUCGGUGUUUAAGUUUUCGCUGAUUGCAGGUAUACUGCUUGGGUUUAUCAUUGGACUCUUCAUGGGUAUUGUGGCAA
Dac-1-5 GGUUAAGAACCAACAUUAACAGGUAAAACAAAACAACAAGAGUUUAAGAGACACUACAUUUAAUGUUUCUCAAAGGGAAUUUACAUAUAGAGAGCAAAGAGACGGAGGGAGGGGGAAACUCUUUGAAUUGGUUAUUAAAACCUGCACAAUUAAAUCUUACGGUAGGAAUGCCUGCAAGUG
Dsp-1-4 AGGAUGGCGAUUUCUUUAUUCUUUUAGACUAAAAAGCCCUAAGUAACGCGGGAUAGGAGAGGUUGGAGUCAGAUGAAGAAAUUGCUCAUUGUGGAUGAUGCAGCUUUCAUGCGGCUUACCAUUCGAAAUAUCAUGAAUAAUUAUGAUAUUGAAAUAGUCGGAGAAGCUGCCAAUGGAGCA
Dac-1-6 UGGCGGCAUUGCUUUUGCCUAGCGCUGAAUAGCUUGAACCAAAACGCUGAUUUGGUAACAAGAAUAGGAGAGAUAUGAGAUGAUAGCUUUUGCAGGCGUUGAGGCAUGUAAGAUCAUGGCUGAAUUAUUAGCCAAUUUAAUUCCCGGCGGCGCAUUGUUUGGCGUUGUGGAACAUGAUAC
Dsp-1-5 UUUUUUUGAAGGGAGGUAAUUCAUGUGAGUUCAAUAGAACUGGUUGUCUUUAAGCUGGGGGAAGAAGAGUAUGGCAUCGAAAUUGGUUUUGCUCAAGAAAUAAUCCGUAUUCCAAAGCGGAUUACUAAAAUGCCUGAUAUGCCUUCAUAUAUCGAAGGCGUCACUGAUUUACGAGGAAGG
Dac-1-7 UGGCGACUUUUAUAUUAAGGAAUAGAGUUAUAAGGAGGUGAUAAAGAUGGGCUCUGUACAAUUGGUUGUAUUUAAACUUGGUGAAGAAGAAUAUGGCAUUGAAAUAGGUCACACACAAGAAAUUAUCCGUAUUCCUAAGCAGAUCACUAUAAUUCCUGAUAUGCCUUCCUACGUAGAAGG
Dsp-1-6 CGACUUUUAUUUUUGAAGGGGGGUUAGUAAUUAGGUUUAAUCCUUUCUCCUAAUAGAUGGAAAUAUCUAGCGAUAGGUGAUAAACCGGGAGGUGAUUUUAGGUGAGUAUUAUGCAAUUGGUCGUCUUUAGAUUGGGAGAUGAAGAGUACGGCAUUGAAAUAGGUUUUGCUCAAGAAAUAA
Dsp-1-7 AAGGAGGGAAUUUGGUUUUGAGAACCCAUUUAGAACCAUUAUCAACCAACCUAGUAAUUGGCGAACCCUCAGCGAUUGAUCUGUUUGAUAAUCAGGGAAUACUACUGUUAUCUAAAGGAAAGCCAAUCACCCAGAACAUUCGAGAACUUCUUCAACGGCGCCAGCUUUACACUUUGAAGU
Dsp-1-8 UUAAAAAAAGAAAGAGUUGAGAGUUUUGAUUGGUAGAAAGUAAGGGCAAAUAGGAUUUGGGAGUAUAUCCAAAUAAUGAGAGGAGCAAGAGGUGACAAAGAUUCACACCCAUACUGUCAAAUCUUUUAAGGGGGACCAACAUGAGUAACAAAAAGACUUUAAAAUCAGACAUAAGCUAUG
Mth-1-3 GGCAGGAGGAGGGUUCUUAUGAGGUUUAAACUAUUUAAAAAAAAGGGACUGCAGGUAGAAGGGCCGGACCCCCGGGCUCAAAAGAAGGCCCGGGCCGGAGGGAAGACGGGCGGUUUCUUCAGCCGCUUGAGCCUGGGGGUCAGGCUGGCGACCGGGUUCUGCCUGGUCAUCGCCAUUUUU
Dac-1-8 UUCAAAUUACAUGAUGAAAGGACUAUGGUAAUGCGCUGUGUCAGUGUUUCCAACCUAAAACCGGGCGAUGUUCUGGAAGAAUCUGUUCUUGACAACAAAGGCCGGCCCUUGCUUACAAAAGGAAAUAUAUUAACCCAAAGACACAUUGAGUAUUUGCGCAAAUACAGAAUAGAAUCUGUG
Dsp-1-9 ACUUUGGAUUGGCAACCGGGUUAGAAAGGAAGAAUAGAUAAUGCGGAUUUUGGUUGCGGAUGAUUCCUCGUUUAUGCGGAAGAUAAUUCAGGCCGUGUUGGAAAGAGCGGGGCAUCAAGUUGUCGGUGAGGCUUCAGACGGCCAAGAAGCUGUUAGCCGAUACCAGGAAUUAAAACCUGA
Nth-1-2 AUUGUUUGUUUUUAUAGGGAAUCUCGGAAAAAGGAGGUGUGCAUAGAUCUAAUAAAUUUACAACUAAAAGAUGGUCUAAUGUCUUAGUUUAUGGUUUAUCUAGUUAUUUUACAGGAGGUGAUUUGAAUGAAAAGGUUUUUAGUAAAUAGUAUCAGAAAUAAGUUGGUUGUGGGUGUAAUC
Nth-1-3 GAAUACUUAAUCAGCAAAAAUUUAAACACAAAUGGGGGGGAGUAAUUAUGAGAAACUUAUUCAGUGGUCUUAGUUUGCAGUGGAGGAUGUUAAUACCCUUAAUUAUUAUCACAGUCUUAGCAGUUGUGGUAAUGGGGUAUACAUUAUCCAAUAAUGUUGAAGAUCUUGUAAUUGAUUUGA
Nth-1-4 CUAAACUCUCAAAGAAGUAAUUCUAAGGAAGUGAUAAUGUGGAAGUUACUUUAAGUUUAGAUAAAGAUCCCAAUAUUCCGAUAGAAUAUGUUGAAAUAAUCGGAAAUUUCACUAAAUAUCAAAAUAGUUUGCUAAUGGAAGAAGAUAAAGACUGUUGGUUAAAAACGAUAAAACUGCCAC
Cst-1-3 CUUUAUCGAUUGCUAGUGUAACCUUUCCCAAUCUAGCUCAUGCAGAUGCAAAGAUAAUAGACGAGAGCGAUGUUGCUAAAGGAAUAAUCAAAGUCAAUUACUCUACAAAUUAUCAAUCUAAAUAUAAAUUAGCAAUUGAAAAAGAUGGGCAAAAACAAUAUUUUGAUUUAGCUGCUAAUA
Csp-3-4 AUAGAUUAGCUUUACUUUACAGAAAAGUCUAUUAGAAAAUAAAAAAAUAGGUAGUCAGGAAACUAUUUUCUGUAUGUAUUAAUCAGAGUAUUAAGACGCGUGCAGAUUGGAGAAGGAAUCAUAGGGAGAUUACCUUACGAAAGUCUUAAAGCCGAUUUUUUAUGUGAAAUAGUCUUUUUA
Dku-1-3 UUCUUAAAUUUGGAAUAACGUAAAAGGCGGAGGUUUGAGCAAGUAUGAAAGAAUCCCUUAUGGAACGCCAGUUCGGGGGGGGGGGGGUAACCUGUCUACAUCUGGCCUUAUUUAUUAGCCCUAUAAACAACUCUUUUGGGGUUCCCCUUCUCUGGUUCCCUCCUUUUGGGUUCCCCUUUU
Dku-1-4 UUUAUUUUUGGCUUGACGGGCCGAACUAAAUUUUUCAUUCAUAUUGGCGUCCUCAAAGGAUUUCUUAGCAUGGAGGUUUUGUUAUGACUGGACAAGCUCUGGUAUUAAAUACAUAUGUUCGGGGGGGGGGGGUAAUCCCUGUAAAAUACCCCGGGUGCUGUUAUAUUUAACAGACAAUGC
Dku-1-5 GGCUUUUCAUUUUCUAAAGAAAUUUUUAGAAUAAUUUACGCUGAGGUGCUUCCAUGAAAUCCACAUUUAUCCAUGCUGCCCGGGCGUUGAUGAAAUUACAGGAGGUCCGGUUUAAGGUAGCUUCCAAUCAUUCCUGGCGCGUGGCGGCCUAUGCCGCUGCGCUCGCGAAGAAACUGGGUA
Ace-1-1 CAUUGCCCCUUCUAAAUGAGUAUUUGUUAGUAUAGGAAAUUUGAAGGGAGAGAAUGUUUAUGAAAAAUGCAAAAAGAAUUUUUGCAGCACUAGCCAUUUUUGUUUUUCUUUUCACUUUUGGAUUCAUUUUUAUCUCACCAUCUCCAAGUAAUGCUUCAAUUCCAACUCCUUGGCUUCAUG
Tpo-1-8 GGCUUUUUUUGGGAGGUGAACCGAUGACUGUAUCAUUCCUGAUAAGGCAUGGAGUGGCAUGUGUUUUGGGAACCUUUGCCUGGUGGUAUUUUUACUCGGCGGAAAAUAUUUUUUAUCCACCAUGGCUGGGAGUCAUCGUGGCUGCUUUUGUAAUUACUUUGGUUGUUGUGAUCAUUUCGG
Tph-1-1 GAUCGGGCCCUCUCUUUUGAAACCGUUUUCUUCUGGAGGUCAAAAAUUGAACAGGAAGAAAUUUCAACUUUUCCUCAUCAGUCUGGCUUUAGCAUUCACCGCCGUUCUGUCCAGCGGCAUCCCGGCAGAAGGCACCUACAGCAUCGGUUUUCGAACGGCUUCAAUCGAGAUCACAAAGCC
CDe-1-3 UUUUUGUUGGAGCCCUUAAAUGGAUCGGGAAGAAAGGGAGGAAUACCCAUGCAGCCUUUAUUGAUCGCUGCCCAAGCCGCUGAAUUACUGUCCGGCUCACCACAGGGUCUUUUAGUUCAUUCUCGACGUGUUGCAUCCCUGGUAGCCUACAUUCUUGAGACCGCCCCAAAUCUGGCAAAU
Dme-1-3 UUCUUUUUGUUUUCUCUUUUUAAAUUAGGUGUUCGUUAUAAUGCUGCCUGUUUAACCAAAUACUUCGACAGACCGUUGCUACUGAACUGACAGGGAGGUUGAAAUAUGGAUAAAGUUGUCCACAGUUACGUAAGGCCAGAAAAGCUAAAGGAUCGGAGUUGAAAGGUUGAGGAAAUUACU
Tit-1-1 UAUAGUCCACUCGGAAUUGAUUAAAUACAACUUGUUUUUUUAAAUAUAUAUUAAGGUAACAAAGAUAAAAAGAGUUCUUGCAUUUAUAGAUAAAGACCGUUAUAAUGCAAAAAUUUCUACAAAUGGUUCGGUUUCCAUUAAUGGCAAGGUUAAGAGAAUUAACACAAUCGAAUUUGACAA
Tma-2-1 UAUGGUCCACUCGAAAUUGAUUAAAUCCAACUUGUUCUUUUAAAUAUCUAUUAAGGUAAUAAAGAUAAAAAGAGUUCUUGCAUUUAUAGAUAAAGACCGUUAUAAUGCAAAAAUUUCCACAAAUGGUUCGGUUUCCAUUAAUGGCAAGGUUAAGAGAUUAACACAAUCGAAUUGGACAAA
Dru-1-1 ACAUACUAUGGGAUUUCCCGCUCAAAAUAAAAAGAGAGUGCCAUAAACAUAAGUAAAAAGCGGCAUUCUCUUCUUUUUCAUUUUUCCUUUCCAAAAUAGAAUUUGACAGCUUAUCACCCUGUUUUCCCUUAACCUUAAGCCUUAGAUUUCUCCGUUCCGUCUGCCGGAAGCAAACUCGCC
Ame-1-3 GAGGUUUUUUAUUUGGAAAAAAAUGAGAGGGAGAUAAAGUAUUUAGUAAAAUUAAGACAAUUGUGAGGCAUUAAUAAGAGAGACUAAAAGGGGGAUUAAAAUGAAAAGCAUCAAAAGUAAAUUGGUAAUCGUUUUUUCUAUCAUUAUUUUAAUAUCAUCUAUGGCAAUCGGAUUUAUUUC
Dru-1-2 UUUUUUAAUUCAUUUAAAAAAGGAGGACGAAGGAUGGACCGUCAAGAAAUUCGUGAAGCCUUUCAAAGGGAGCUGGAUGUGAUUUUGGACAUUUAUGAACAACUGGAUAAAACCACCGAUCCCCAGGUAAAGGCACAGUUGGAGAGAAGGAAGAGGGAGUUGAUCCAAUUACAAAUUGAG
Hhy-1-1 GAUGUCUAUAUAAUUUUUUAACAAGGGGACAGGAGAUGAAAUUAUGAAAACAAAAAAAAUAUUAUCAAGCAUUAUAAUAACUUUUCUAUUUUUAUUAUUCUUUUCAAUGUUGAUUAGUGCAACAGAAACUAACAACAAUGAUUUUUAUAAGGGAGAAUUCUUUGUUGGUUUUGCAGAAUU
Csa-1-1 UGUGUUUUGUAACGUCUUUCAAACAAGGAAGAUACCAGUUUUUGCAUAUUACUUAGAUAAGAGGUUAUCUGUAUGCUUCAUUCCAACAUCUGUUUUUUGAGGUGGAGAUAAAGACAGCCGAGUACGUACACGUGCUGAUUUUUUUGCUUAUGGGCUUUAGCCUGUUGAACAUGGGUGAGU
Pth-1-3 AUCGGCGAGGUUGUAAAUAUAUUAUGAAAAACGGGCAAAAAAGCAAUCUCCUGGGGGAAUGGCUGGUCAGGGAAGGAGUCAUUACCCGGGAGCAACUGGAAGAAGUUCUGAACAGGCAGGAUUUUAAAAAACAAAAAAUGCUCCUGGGGAAAAGGCUGGUGCAGUUGGGCUACUGCACCG
Dme-1-4 GGGAUUUAUUUUUUUAAAAAAGUUAAAGGGGACGAAUAAAUUGAAAAAAAUUAAGUCUAAGUUUAUCGCUUCGUUUUUGCUCAUAGCCAUGAUUAUGGCUGCCUUUGUUGGAGGGUACAGUGUCUAUAGUCAAGUUCAACUCGUGGAUAAUGAAAUUCAGGAUUAUCGAGAAACUUUAUU
Dru-1-3 UGUUUAAUACCUUUAGAGGAGGGAGGAAUGAAAUGCAUCUUUUUCAAGAUUAAUAAGCUUUAACCUUGUUUGUGUGGUCAUACCUAUGACCUAGUAUCUUAAAACAAUUGAAAGGAUACCAAAAAAUGAAUAAAGUGAAUCUAAGAAAAUUCUUUCCCAAAAUCGGAUUUAUCUCGCUAA
Chy-1-1 UAUGUUUUCAAUAGAGGAACGAAUUUCAAAGAUAAUGGAGGAAGGCAAGGUGUCUGCAAGCGAAAAAGAAAUUCAGGAACUUUUUUCUCAGUUGGUGAGUACAGAUGACCUUUUCCAGCGGGAAAAUAUUUACAUAGAACUUUUAAAAAGAGAAGAUGAAGCAAUUAUCAAAGGCUUUAU
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Mth-1-4 UGUUUGGAGGGGAAGCAUGAACUUUGCCUACCGGGGAAGGGAUGCCAGGGGGAAUGCAGUUAGCGGGAAUCUAGAAGCGGAAAACCAGGAAGUGGCCAUCCAGGAACUGCGGCGGCAGGGGAUCUUUAUUACUUCCUUACGGCCGGUAGAUGUCAAGCCUGCCCUGGACUGGCGGGGCCU
Toc-1-1 CCGGCAGAGGUAGUUUUGUUUUAAGUUUAAUCGGAAUUUGGAGGUGCGCAGGUGAGAAAAGAUGGGCUUACGGCAGUUUACGAAUUCGAGGACAUAGUUGGUCAAAGCCGUGCGAUAAAAAAGGCAAUAGAAGCGGCAAAGAAAAUAGCAUCAAGCGAUUCAACGGUGCUUAUUUACGGG
Toc-1-2 GCCAAAUCUUUGAUUACAUUUUGAAGGCUGCUUUUUUUAUUACAGGAAAGGAGGGAGAGCUUGAGACAAGUAGUAGUUUUCGGCCUCGGAAAGGAACUUUACGGCAUAGACAUUUUCGAUCUGCAGGAAAUCAUCAGAAUGAUGGAAAUAACGCAUAUCCCCAGAGCCCCUCAUUUUAUC
Pth-1-4 UAUAUUUUGCUUGAAGGAAAGGGAUGUUUUUGCGGGUGCACCGGGAACUAAACAAAUUGCUCAGUCUUAUUAAAAAUUACUGCCGCGAUACUUACCGCCAUUCUGUUAACGUUAGUUUAAUUGCGUCCAGGAUAGCCGCCCACCUGAAUCUAUCUGAAACACAGGUAGAUUUGAUAAAAG
Dru-1-4 CGAGGUGAUCUAUGCCUUUUUUUGAAUUUAAGGGAAGAAGCCCGGAGGGGAAAGCGGUUAGCGGGAUGCUGGAGGCUGCUUCCGCCAGUGAUGCCGUCAGCGGUAUUCGUGCACAGGGUGUCUUUGUAACCGAUCUAUCCGAAGCGAGGCUGGAGAAAAAACCCAAAAAUUCACCCGCCU
Dac-2-1 GAUUUAUCGGUUAGUAUAAAUAAUAACAAAAGGGGGUUGGAAAGUUAUUCUGAGUUAGUUGGAGCAUAUCAGUUCUUAAAACUAAGCAGGGUUAUUUUUGCAUAAUUUGCUUAAAAAAUUAGGGGUGGAUUAAAAUGAAAAAAAUUUCAACUAAAAUUUGGGUAGGCUUUACAUCUUUAU
Dre-1-4 AAGCAUAAAACUUUCCGACUUGCAUAAGGGCAACUAAGGCUUACGCCAUCGCCUAAAGGCUUUCGUGCGGCGCAAGCCAAGUUUUCUUUAGGAAAUUAUGCUUUUCGAAAACUGUAGAUAACUUUAAUCGCCCGUAGGAUGAAUUUGUUCUUGCCAGUAUUGUUGUAAGCAAUUGAUUUA
Cth-2-1 UUGCCUUAACGUUGCAACUGUAUUGAAGCACACCAUUUUAUAAUAAUUUACAAAGGAAGUGGAAAUAUGAAAAAACAUUUGCUAAUCAUCGUAUCAGCACUCGUUUCAGUACUGUCAUUGAACCUCAUUGCAGUAACGGCAGCUGAGCCCACAGUCAAAAACAUUUACUAUGACGAUGUG
Cth-4-1 UGCCUUAACGUUGCAACUGUAUUGAAGCACACCAUUUUAUAAUAAUUUACAAAGGAAGUGGAAAUAUGAAAAAACAUUUGCUAAUCAUCGUAUCAGCACUCGUUUCAGUACUGUCAUUGAACCUCAUUGCAGUAACGGCAGCUGAGCCCACAGUCAAAAACAUUUACUAUGACGAUGUGU
Ckl-1-1 CAUAAUAAAUGAAAGGCGCUACCCGCCAACAAAAAAAACGUGAGUUUGGCGGGUCUAUCUUAAUGCCUGAAUAAGCAUAUCGUAACCCUCCAAGCUCACCAGUUUGGAGGGUUUUCAAUGUGUAUUCAAUAUGCCUUGAACUUAAGGCGACCACUGCUCAGCAGCGGUCGGGCGUGAUGA
Csa-1-2 CAUAAUAAAUGAAAGGCGCUACCCGCCAACAAAAAAAACGUGAGUUUGGCGGGUCUAUCUUAAUGCCUGAAUAAGCAUAUCGUAACCCUCCAAGCUCACCAGUUUGGAGGGUUUUCUAUGUGUAUUCAAUAUGCCUUGAACUUAAGGCGACCACUGCUCAGCAGCGGUCGGGCGUGAUGA
Pth-1-5 GAAAAAUUAAAUUCGCGAGGUGUAAAAAAUGAAAUUAAAAGUUGGGGCAAAAAUGUUGGCGGGGUUUUUGAUUGUUCUUGCUUUUCUUCUUGCGGUUGGAGUCACAUCAGCUUUGUUUAUGAGAUCCAUAGCUAAAGAUGUUGAAACAAUCAACACCAUUAAAAAGGAGCUGGGAUUUCA
Ral-1-1 UUUUAUUUUUAUUAAAGGAGUGAUCAACUAUGGUAAAAACAGAAUUAAGCUAUAAUCCAUACUUAAUGGAAACAGUAGUGAAAUUCAAUGAUCAGCCACCUAAAAUAAAUAGUAUUAUAGAAAAAUAUCGUGAUAAAAAACUUCAGGAAUGGGUCGAAUUACUCCCUCAGGUAUUUCGUG
Ddi-1-2 AUUUUUGGCACAACUUAUAAAUUCAAAUGCCGUGAAUGUGGCUUUAUUUGUCAUCCCGUCUUUUAAACAUUUUGCCCGGAUAAAAAGGAGGGCAAAAUGAGGAUAAAGGCAGCUAUAAAGGGCUUGAAAUAAAGACAUUCCUGUCUUUCGUAAGACUCAAUACAUAAAUCAAUUAACAAG
Eha-2-1 GUCCGUUUCGUUGUAUAUGCGAAACCGCGCCUUCUCCCUCCACUUUAUAACUCGGCCUUUUCUCAAGGGGGCCGGCUUGUUAUAAACUACCUCCCCAAUCUGCCAUUGUUUCUUUGCACUGCCGCCAAAGAAACAGAAAAACACCUCCCUUCAUGCCGGGGAGGUGUUUUUCUGUUUGCG
Eha-2-2 AUGUUUUGAUUAUGAAUGAUAAAACUAUGACAGGAGUGUAACCGUCAAAUCAACGGGCACGCCCCCCAAGGCAUGAGGUUUUCAACAUCCGCGCCAUUGGGCGCUUCGGUGAAAAUCUUUGUGAGGUACUCAAAAGGCACAAGACCAUUCUCCCUGGCAGAGACGAUCAAGCUGUAAUAG
Cbu-1-2 CAACGCUGUCUAUUUUUUAUGGAUAGCGUUUUUUAUUGUUUUACUAUUUACAUAGUAAUGAUGCAGUAGUUUAGGUUGUCCAUAAUUUUAUGAAAACCUAGAAGUAUUUAGUCUACGCAACAGAUUUUUGGUGAUUUAUGUCAAUGAUACUUAUAAAAAAUCCAAGAAAAACUUUUGUAA
Cbo-2-1 GACUAAGACACAUUAAAAAAAUAAUAGGCUAGUAUGCUUGCAUAUUUUGCAUCAUACUGUAUCGUUAAGUUUGCUAUUAAUCAAACUUGUAUUCUUGUGUGACCCAAAUAUACGAUGGAUCUUUGGUCUAUUAUUUUUCUUUUAUGUGCCUAAAAAAACUUUAGCUGCCUACUGAAAUUU
Cdi-1-1 UAUCUUUUUUAUUUUGAAAUUUAUUACUCCCGGCCUAACUCAAAGGAGGGAAUAAUAUGAGACCAAGUAAAAAAUUAUUAAUAGCUAUAAUAUCAAUAUUCUUAAUAAGUUCAGUUCCAGUAAGUGCACAUGCAGAUAGUACUACUAUACAACAAAAUAAAGACACACUUAGUCAAAUAG
Cdi-17-1 UAUCUUUUUUAUUUUGAAAUUUAUUACUCCCGGCCUAACUCAAAGGAGGGAAUAAUAUGAGACCAAGUAAAAAAUUAUUAAUAGCUAUAAUAUCAAUAUUCUUAAUAAGUUCAGUUCCAGUAAGUGCACAUGCAGAUAGUACUACUAUACAACAAAAUAAAGACACACUUAGUCAAAUAG
Cdi-18-1 UAUCUUUUUUAUUUUGAAAUUUAUUACUCCCGGCCUAACUCAAAGGAGGGAAUAAUAUGAGACCAAGUAAAAAAUUAUUAAUAGCUAUAAUAUCAAUAUUCUUAAUAAGUUCAGUUCCAGUAAGUGCACAUGCAGAGAGUACUACUAUACAACAAAAUAAAGAUAUACUUAGUCAGAUAG
Cdi-15-1 UAUCUUUUUUAUUUUGAAAUUUAUUACUCCCGGCCUAACUCAAAGGAGGGAAUAAUAUGAGACCAAGUAAAAAAUUAUUAAUAGCUAUAAUAUCAAUAUUCUUAAUAAGUUCAGUUCCAGUAAGUGCACAUGCAUAUAGUACUACUAUACAACAAAAUAAAGACACACUUAGUCAAAUAG
Cbo-5-1 UAAUUUAAUUAAUAUGUUUUUUGUAUGCAGUUAAUUUGAUGAUAUAACUACUCUUUAGGGGGUAGUUUUUUGUUUUUAGUUGAAUUAACUUAAUAUUAGAUAACAAAGUAUAAACUAUAUGUUUUGUAUUAGAGUCAAACAAAGGUGACAAAAAAAGAGGGAAAGAUGUAUAUUUUUCAA
Cbo-2-2 AAUUUAAUUAAUAUGUUUUUUUGUUAUGUAAUUAAUUUCAUCAUGUAACUACUCUUUAGGGAGUAGUUUUUUUAUUUGAGAUUAGUUAAUUAAAAUUAAACAAUAGAUAAAAAAUCUUUAUAUUAUAUUAAAUAAAGAUAUAUACGACAAAAAAAGUGAAAAAAAUAUAUAUUUUAAAAA
Cpe-6-1 UGCUUAAGUAUAUAUUUAUUUUUAGAACUGUUUUUAUGCAACUAUCCUUUAAUUAAUAUUAAGGAUAGUUUUUUUUAGUAAAAAUACUUUAUUAAAUGGUAUAGGCGUAGAGAGAUAAAUCUUGGUUACAUAUUAAUAUGAGGGGGAAGAUUAUGAAAAAACAAAUAUCUAAAAUUCUUA
Cpe-5-1 GCUUAAGUAUAUAUUUAUUUUUAGAACUGUUUUUAUGCAACUAUCCUUUAAUUAAUAUUAAGGAUAGUUUUUUUUAGUAAAAAUACUUUAUUAAAUGGUAUAGGCGUAGAGAGAUAAAUCUUGGUUACAUAGCAAUAUGAGGGGGAAAAUUAUGAAGAAAAAAAUAUCUAAAAUUCUUAU
Cpe-1-1 ACUUAAGUAUAUAUUUAUUUUUAGAACUGUUUUUAUGCAACUAUCCUUUAAUUAAUAUUAAGGAUAGUUUUUUUUAGUAAAAAUACUUUAUUAAAUGGUAUAGGCGUAGAGAGAUGACUCGUGGUUACAUAAUAAUAUGAGGGGGAAAAUUAUGAAGAAAAAAAUAUCUAAAAUUCUUAU
Cpe-7-1 ACUUAAGUAUAUAUUUAUUUUUAGAACUGUUUUUAUGCAACUAUCCUUUAAUUAAUAUUAAGGAUAGUUUUUUUUGAAUAAAAAAGAUCACUCUAUUAUAUGGUAUAGGCGUAGAGAGAUGACUCGUGGUUACAUAAUAAUAUGAGGGGGAAAAUUAUGAAGAAACAAAUAUCUAAAAUU
Cpe-2-1 UGCUUAAGUAUAUAUUUAUUUUUAGAACUGUUUUUAUGCAACUAUCCUUUAAUUAAUAUUAAGGAUAGUUUUUUUUAGUAAAAAUACUUUAUUAAAUGGUAUAGGCGUAGAGAGAUGACUCGUGGUUACAUAAUAAUAUGAGGGGGAAGAUUAUGAAGAAAAAAAUAUCUAAAAUUCUUA
Cpe-4-1 UGCUUAAGUAUAUAUUUAUUUUUAGAACUGUUUUUAUGCAACUAUCCUUUAAUUAAUAUUAAGGAUAGUUUUUUUAGUAAAAAUACUUUAUUAAAUGGUAUAGGCGUAGAGAGAUGACUCGUGGUUACAUAAUAAUAUGAGGGGGAAGAUUAUGAAGAAAAAAAUAUCUAAAAUUCUUAU
Cpe-3-1 UGCUUAAGUAUAUAUUUAUUUUUAGAACUGUUUUUAUGCAACUAUCCUUUAAUUAAUAUUAAGGAUAGUUUUUUUUAGUAAAAAUACUUUAUUAAAUGGUAUAGGCGUAGAGAGAUGACUCGUGGUUACAUAAUAAUAUGAGGGGGAAGAUUAUGAAGAAAAAAAUAUCUAAAAUUCUUA
Cdi-1-2 UCUUUUUUUAUUGUCUGAAACUUAUAGUAUUUAAAUUCAUGAAAAAUUAGAUAUUUAUUAAGGGAGGAUUGUUAUUUCAUGAAAAAGGCAAUAUCUUGUGUACUAGCAGUAUCUAUGUGUAGUGCACCACUAAACGUUUUUGCAGAACCUAUAUUAGAGGGGAAGCUAAGGGCAGUUGAA
Cdi-17-2 UCUUUUUUUAUUGUCUGAAACUUAUAGUAUUUAAAUUCAUGAAAAAUUAGAUAUUUAUUAAGGGAGGAUUGUUGUUUCAUGAAAAAGGCAAUAUCUUGUGUACUAGCAGUAUCUAUGUGUAGUGCACCACUAAACGUUUUUGCAGAACCUAUAUUAGAGGGGAAGCUAAGGGCAGUUGAA
Cdi-15-2 UCUUUUUUUAUUGUCUGAAACUUAUAGUAUUUAAAUUCAUGAAAAAUUAGAGAUUUAUUAAGGGAGGAUUGUUGUUUCAUGAAAAAGGCAAUAUCUUGUGUACUAGCAGUAUCUAUGUGUAGUGCACCACUAAAUGUUUUUGCAGAACCUAUAUUAGAGGGGAAGCUAAGGGCAGUUGAA
Cdi-10-2 UCUUUUUUUAUUGUCUGAAACUUAUAGUAUUUAAAUUCAUGAAAAAUUAGAUAUUUAUUAAGGGAGGAUUGUUAUUUCAUGAAAAAGGCAAUAUCUUGUGUACUAGCAGUAUCUAUGUGUAGUGCACCACUAAACGUUUUUGCAGAACCUAUAUUAGAGGGGAAGCUAAGGGCAGUUGAA
Cdi-18-2 UUGUUCUAGCCAUAUUCUUAUUAUUGUAUCUAUAACCUCUAUGCUAAAGAAUUGAGAUUAGAUUUGAAAGAUAAUUAUUUAACUCUGAAAACAUUAUUUUAUGGAUUAAAAACGAGUGUUAAGUAAGACAGUAAUACUACUUUACUUAUUUUAAACUAUGUAUAUCUAUAGACUAGUAUA
Cdi-1-3 ACUGCCUUUUUGGCAGUCAUUUUGUUAUGGAAAAAUCACUUUAUUUCAGUAGAAAAUACAUAUAAUAACAUAUUUUACCAAUUAUAACAUAAAAUAAAGAAAAAUUAUCUCAAAAAGUUACUAUUUUACAAAAAGAGCAACUUUUCGAAGAAAUAUUUAAAUACAUAUUAAAAUUUUUUU
Cdi-10-3 AAUGACUGCCUUUUUGGCAGUCAUUUUGUUAUGAAAAAAUCACUUUAUUUCAGUAGAAAAUACCUAUAAUUAACAUACUUUACCAAAUUAUAACAUAAAAUAAAGAAAAAUUAUCUUAAAAAGUUACUAUUUUACAAAAAAGAGCAACUUUUCGAAGAAAUAUUUAAAUACAUAUUAAAA
Cdi-17-3 AAUGACUGCCUUUUUGGCAGUCAUUUUGUUAUGGAAAAAUUACUUUAUUUUAGUAGAAAACACAUAUAAUAACAUAUUUUACCAAUUAUAACAUAAAAUAAAGAAAAAUUAUCUCAAAAAGUUACUAUUUUACAAAAAAUGACUUCUUUAUUCAUUUAAAUUAAUCGCAUUUCCAUUACA
Cdi-2-3 GAUGACUGCCUUUUUGGUGGUCAUUUUGUUAUGGAAAAAAUUACUUUAUUGCGGUAAAAAAUACCUAUAAUAACAUAUUUUACCAAAUAUAAUUUAAAAUAAAGAUAAAUUAUCUAGAAAAGUUACUAUUUUACAAAAAAAGGCAACUUUAUACAGAUAUAUUUAACUGCAUAUUAAAAC
Cdi-12-3 GAUGACUGCCUUUUUGGUGGUCAUUUUGUUAUGGAAAAAAUCACAUUAUGUAGUAAAAAACACCUAUAAUAACAUAUUAUACCAAAUAUAAUUUAAAAUAAAGAUAAAUUAUCUAUAAAAGUUACUAUU...................................................
Cdi-15-3 GAUGACUGCCUUUUUGGUGGUCAUUUUGUUAUGGAAAAAAUCACAUUAUGUAGUAAAAAACACCUAUAAUAACAUAUUAUACCAAAUAUAAUUUAAAAUAAAGAUAAAUUAUCUAUAAAAGUUACUAUUUUACAAAAAAAGGCAACUUUAUAAAGAAAUAUUUAAAUUUAUAUUAAAAUA
Cdi-16-3 GAUGACUGCCUUUUUGGUGGUCAUUUUGUUAUGGAAAAAAUCACAUUAUGUAGUAAAAAACACCUAUAAUAACAUAUUAUACCAAAUAUAAUUUAAAAUAAAGAUAAAUUAUCUAUAAAAGUUACUAUUUUACAAAAAAUGACUUCUUUAUUCAUCCAAAUUAAUUACAUUUCUAUUACA
Cdi-10-4 AUAAUUUAUAUGUUUAGAGAUAAAAUGGAUAAAUGUACACAUAUAUUGACUGCUUAUAUUAGCAGUUCGUAUGAUUAUUGUAAUUUUUUGGAUACAAUUUACAUUCCAUAUAGUUAAUAUAAAACUUGUGUUUAUUGUGAUAGUGCCGAACAGGUGUUAAUACGAUUUACAUUCCAUAUA
Cdi-1-4 AUAAUUUAUAUGUUUAGAGAUAAAAUGGAUAAAUGUACACAUAUAUUGACUGCUUAUAUUAGCAGUUCGUAUGAUUAUUGUAAUUUUUUGGAUACAAUUUACAUUCCAUAUAGUUAAUAUAAAACUUGUGUUUAUUGUGAUAGUGCCGAACAGGUGUUAAUACGAUUUACAUUCCAUAUA
Cdi-1-5 AGUAAUAUAUAUGUUUAGAGAUGAAAUGGAUAAAUGUACACACAUGUUAACUGCUUAUAUUAGUAGUUUAUAUGAUUAUUGUGAUUUUAUAGAUACACAGCUAGAUGAUUUUAUACUAGAGUACGGAGAAAAUGUAGUAGAAUCUUGUUUACAUCAAGUGAUGGUAUUGGUAAGUAAGUA
Cdi-17-4 AGUAAUAUAUAUGUUUAGAGAUGAAAUGGAUAAAUGUACACACAUGUUAACUGCUUAUAUCAGUAGUUUAUAUGAUUAUUGUGAUUUUAUAGAUACACAGCUAGAUGAUUUUAUACUAGAGUAUGGAGAAAAUGUAGUAGAAUCUUGUUUACAUCAAGUGAUGGUAUUGGUAAGUAAGUA
Cdi-8-5 ....................................................................................................................................................................................
Cdi-10-5 AGUAAUAUAUAUGUUUAGAGAUGAAAUGGAUAAAUGUACACACAUGUUAACUGCUUAUAUUAGUAGUUUAUAUGAUUAUUGUGAUUUUAUAGAUACACAGCUAGAUGAUUUUAUACUAGAGUACGGAGAAAAUGUAGUAGAAUCUUGUUUACAUCAAGUGAUGGUAUUGGUAAGUAAGUA
Cdi-11-5 AAUAAUAUAUAUGUUUAGAGAUAAAAUGGAUAGAUGUACACAUAUGUUGACUGCUUAUAUUGGUAGUUCAUAUGAUUAUUGUGAUUUUAUAGAUACACAACUAGAUGAUUUUAUACUAGAGUACGGAGAAAAUGUGGUAGAAUCUUGUUUGCAUCAAGUGAUGGUAUUAGUAAGUAAGUA
Cdi-1-6 AAUAAUAUAUAUGUUUAGAGAUAAAAUGGAUAGAUGUACACAUAUGUUGACUGCUUAUAUUGGUAGUUCAUAUGAUUAUUGUGAUUUUAUAGAUACACAACUAGAUGAUUUUAUACUAGAGUACGGAGAAAAUGUGGUAGAAUCUUGUUUGCAUCAAGUGAUGGUAUUAGUAAGUAAGUA
Cdi-17-5 AAUAAUAUAUAUGUUUAGAGAUAAAAUGGAUAGAUGUACACAUAUGUUGACUGCUUAUAUUGGUAGUUCAUAUGAUUAUUGUGAUUUUAUAGAUACACAACUAGAUGAUUUUAUACUAGAGUACGGAGAAAAUGUGGUAGAAUCUUGUUUGCAUCAGGUGAUGGUAUUAGUAAGUAAGUA
Cdi-8-6 UAUGAUAUAUGUUUAUGGAUAAAAUGGAUAGAUGUACACAUAUACUAACUGCAUAUAUAUGCAGUUCACGCGAUUACUGCAAUUUUAUAGAUACACAAUUAAAUGAUUUUAUACUAGAAUAUGGAGAGAAUGUGGUAGAAUCUUGUUUGCAUCAAGUGAUGGUAUUGGUAAGCAGAUAUA
Cdi-10-7 UAUGAUAUAUGUUUAUGGAUAAAAUGGAUAGAUGUACACAUAUACUAACUGCAUAUAUAUGCAGUUCACGCGAUUACUGCAAUUUUAUAGAUACACAAUUAAAUGAUUUUAUACUAGAAUAUGGAGAGAAUGUGGUAGAAUCUUGUUUGCAUCAAGUGAUGGUAUUGGUAAGCAGAUAUA
Cdi-18-3 UAUGAUAUAUGUUUAUGGAUAAAAUGGAUAGAUGUACACAUAUACUAACUGCAUAUAUAUGCAGUUCACGCGAUUACUGCAAUUUUAUAGACACACAAUUAAAUGAUUUUAUACUAGAAUAUGGAGAGAAUGUGGUAGAAUCUUGUUUGCAUCAGGUGAUGGUAUUGGUAAGCAGAUAUA
Cdi-15-6 UAUGAUAUAUGUUUAUGGAUAAAAUGGAUAGAUGUACACAUAUACUAACUGCAUAUAUAUGCAGUUCACGCGAUUACUGCAAUUUUAUAGAUACACAAUUAAAUGAUUUUAUACUAGAAUAUGGAGAGAAUGUGGUAGAAUCUUGUUUGCAUCAAGUGAUGGUAUUGGUAAGCAGAUAUA
Cdi-1-7 UAUGAUAUAUGUUUAUGGAUAAAAUGGAUAGAUGUACACAUAUACUAACUGCAUAUAUAUGCAGUUCACGCGAUUACUGCAAUUUUAUAGAUACACAAUUAAAUGAUUUUAUACUAGAAUAUGGAGAGAAUGUGGUAGAAUCUUGUUUGCAUCAAGUGAUGGUAUUGGUAAGCAGAUAUA
Cdi-17-6 UAUGAUAUAUGUUUAUGGAUAAAAUGGAUAGAUGUACACAUAUACUAACUGCAUAUAUAUGCAGUUCACGCGAUUACUGCAAUUUUAUAGAUACACAAUUAAAUGAUUUUAUACUAGAAUAUGGAGAGAACGUGGUAGAAUCUUGUUUGCAUCAAGUGAUGGUAUUGGUAAGCAGAUAUA
Cdi-4-6 UAUGAUAUAUGUUUAUGGAUAAAAUGGAUAGAUGUACACAUAUACUAACUGCAUAUAUAUGCAGUUCACGCGAUUACUGCAAUUUUAUAGAUACACAAUUAAAUGAUUUUAUACUAGAAUAUGGAGAGAAUGUGGUAGAAUCUUGUUUGCAUCAAGUGAUGGUAUUGGUAAGCAGAUAUA
Cdi-18-4 UAAAUACAUUAUGUUUAGAGAUAAAAUGGAUAAAUGUACACAUAUGUUAACUGCUUAUAUUGGUAGUUCAUAUGAUUAUUGUGAUUUUAUAGAUACACAGUUAGAUGAUUUUAUAAUAGAGUAUGGAGAAAAAGUUGUAGAAUCUUGCUUGCAUCAAGUGAUGGUAUUGGUAAGUAAGUA
Cdi-15-7 UAAAUACAUUAUGUUUAGAGAUAAAAUGGAUAAAUGUACACAUAUGCUAACUGCUUAUAUUGGUAGUUCAUAUGAUUAUUGUGAUUUUAUAGAUACACAGUUAGAUGAUUUUAUAUUAGAGUACGGAGAAAAAGUUGUGGAAUCUUGCUUGCAUCAAGUGAUGGUAUUGGUAAGUAAGUA
Cdi-1-8 UAAAUACAUUAUGUUUAGAGAUAAAAUGGAUAAAUGUACACAUAUGUUAACUGCUUAUAUUGGUAGUUCAUAUGAUUAUUGUGAUUUUAUAGAUACACAGUUAGAUGAUUUUAUAUUAGAGUACGGAGAAAAAGUUGUGGAAUCUUGCUUGCAUCAAGUGAUGGUAUUGGUAAGUAAGUA
Cdi-17-7 UAAAUACAUUAUGUUUAGAGAUAAAAUGGAUAAAUGUACACAUAUGUUAACUGCUUAUAUUGGUAGUUCAUAUGAUUAUUGUGAUUUUAUAGAUACACAGUUAGAUGAUUUUAUAAUAGAGUACGGAGAAAAAGUUGUGGAAUCUUGCUUGCAUCAAGUGAUGGUAUUGGUAAGUAAGUA
Cdi-8-7 UAAAUACAUUAUGUUUAGAGAUAAAAUGGAUAAAUGUACACAUAUGCUAACUGCUUAUAUUGGUAGUUCAUAUGAUUAUUGUGAUUUUAUAGAUACACAGUUAGAUGAUUUUAUAUUAGAGUACGGAGAAAAAGUUGUGGAAUCUUGCUUGCAUCAAGUGAUGGUAUUGGUAAGUAAGUA
Cdi-18-5 GGAUAAUAAUAUAAUGUUUAGAGAUAAAAUGGAUAGAUGUACACAUAUGUUGACUGCUUAUAUUGGUAGUUCAUAUGAUUAUUGUGAUUUUAUAGAUACACAACUAGAUGAUUUUAUACUAGAGUACGGAGAAAAUGUAGUAGAAUCUUGUCUGCAUCAAGUGAUGGUAUUAGUAAGUAA
Cdi-2-9 GGAUAAUAAUAUAUAUGUUUAGAAAUAAAAUAGAUAAGUGUACACAUAUGUUGCUGCUUAUAUUGGUAGUUCAUAUGAUUAUUGUAAUUUUAUAGAUACACAGC............................................................................
Cdi-10-9 GGGAUAAUAAUUUAUAUGUUUAAAAAUAAAAUGGAUAAAUGUACACACAUGUUGACUGCUUAUAUUAGCAGUUCGUAUGAUUAUUGUAAUUUUUUAGAUACACAGUUAGAUGAUUUUAUAUUAGAGUACGGAGAAAAUGUAGUAGAGUCUUGUUUACACCAAGUGAUGGUAUUGGUAAGU
Cdi-2-10 ....................................................................................................................................................................................
Cdi-17-8 GGGAUAAUAAUUUAUAUGUUUGGAAAUAAAAUGGAUAAAUGUACACAUGUAUUGACUGCUUAUAUUAGCAGUUCAUAUGAUUAUUGUAAUUUUUUAGAUACACAGUUAGAUGAUUUUAUAUUAGAGUAUGGAGAAAAUAUAGUAGAGUCUUGUUUACACCAAGUAAUGGUAUUGAUAAGU
Cdi-2-11 GGGAUAAUAAUUUAUAUGUUUGGAAAUAAAAUGGAUAAAUGUACACAUGUAUUGACUGCUUAUAUUAGUAGUUCGUAUGAUUAUUGUAAUUUUUUAGAUACACAGUUAGAUGAUUUUAUAUUAGAGUACGGAGAAAGUGUAGUAGAGUCUUGUUUACACCAAGUGAUGGUAUUGGUAAGU
Cdi-1-9 GGGAUAAUAAUUUAUAUGUUUGGAAAUAAAAUGGAUAAAUGUACACAUGUAUUGACUGCUUAUAUUAGCAGUUCGUAUGAUUAUUGUAAUUUUUUAGAUACACAGUUAGAUGAUUUUAUAUUAGAGUACGGAGAAAAUGUAGUAGAGUCUUGUUUACACCAAGUAAUGGUAUUGGUAAGU
Cdi-15-8 GGGAUAAUAAUUUAUAUGUUUGGAAAUAAAAUGGAUAAAUGUACACAUGUAUUGACUGCUUAUAUUAGCGGUUCGUAUGAUUAUUGUAAUUUUUUAGAUACACAAUUAGAUGAUUUUAUAUUAGAGUACGGAGAAAGUGUAGUAGAGUCUUGUUUGCACCAAGUGAUGGUAUUGGUAAGU
Cdi-1-10 UAAUAAUAUAUAUACUUAGAGAUAAAAUAAAAUAUAUUUCUAAUAUUCAUAGUUUUAUUUUUUCUCAAAAUGCGAUAUAAUAAAGAUGUAAAUUCGUAUCAAAAACAAAAAAAGAAACUACAAUCUAUUAGCCUAGAGUGAAGUUUCAUUAACUAAAUAUUAAUGUCGUUUUUUAUUAAA
Cdi-1-11 UAAUAAUAUAUAUACUUAGAGAUAAAAUAAAAUAUAUUUCUAAUAUUCAUAGUUUUAUUUUUUCUCAAAAUGCGAUAUAAUAAAGAUGUAAAUUCGUAUCAAAAACAAAAAAAGAAACUACAAUCUAUUAGCCUAGAGUGAAGUUUCAUUAACUAAAUAUUAAUGUUGUUUUUUAUUAAG
Csp-1-1 UAUUUAUCUUAUUAUAAUUAAUAUUUAAUUUAUUAAGAUGUAUAAAGCUGCUCUUUUAGAGUAGCUUUUUUAAUGUACUUCUAAGGCUAGAUAAAACUAACCAGGGAGGUAAAUUAUGAAUAAGAAAAAAAUAGCGGCUAUAUUAAUAGCUGCACUAAUAACCAAUUUCUCAUCUACAAC
Cpe-8-1 UAGGUUAAAAAUUUAUUUUGUACAAGCUUAUAUUAAAUUAUAAGUAGAAAUGCACUUCUGAGGGGAAAGUCAAUCAGGAGGAUAGAAAAAAUGAAUAAGAGAAAAAUAGCAGCUAUAAUUUUAGCUACCAUGAUUACAAAUCUUUCUGCUACAACAAUUGAUGUUUUAGCACAGGAAUUA
Cpe-3-2 AGGUUAAAAAUUUAAAAUUUAUUUUGUACAAGCUUAUAUUAAAUUGUAAGUAGAAAUGCACUUCUGAGGGGAAAGUCAAUCAGGAGGAGAGAAAAAAUGAAUAAGAGAAAAAUAGCAGCUAUAAUUUUAGCUACGAUGAUUACAAAUCUUUCUGCUACAACAAUUGAUGUUUUAGCACAG
Cpe-2-2 AGGUUAAAAAUUUAAAAUUUAUUUUGUACAAGCUUAUAUUAAAUUGUAAGUAGAAAUGCACUUCUGAGGGAAAAGUCAAUCAGGAGGAGAGAAAAAAUGAAUAAGAGAAAAAUAGCAGCUAUAAUUUUAGCUACCAUGAUUACAAAUCUUUCUGCUACAACAAUUGAUGUUUUAGCACAG
Cpe-9-1 AGGUUAAAAAUUUAAAAUUUAUUUUGUACAAGCUUAUAUUAAAUUGUAAGUAGAAAUGCACUUCUGAGGGGAAAGUCAAUCAGGAGGAGAGAAAAAAUGAAUAAGAGAAAAAUAGCAGCUAUAAUUUUAGCUACGAUGAUUACAAAUCUUUCUGCUACAACAAUUGAUGUUUUAGCACAG
Cpe-1-2 AGGUUAAAAAUUUAAAAUUUAUUUUGUACAAGCUUAUAUUAAAUUGUAAGUAGAAAUGCACUUCUGAGGGGAAAGUCAAUCAGGAGGAGAGAAAAAAUGAAUAAGAGAAAAAUAGCAGCUAUAAUUUUAGCUACGAUGAUUACAAAUCUUUCUGCUACAACAAUUGAUGUUUUAGCACAG
Cpe-4-2 AGGUUAAAAAUUUAAAAUUUAUUUUGUACAAGCUUAUAUUAAAUUGUAAGUAGAAAUGCACUUCUGAGGGGAAAGUCAAUCAGGAGGAGAGAAAAAAUGAAUAAGAGAAAAAUAGCAGCUAUAAUUUUAGCUACGAUGAUUACAAAUCUUUCUGCUACAACAAUUGAUGUUUUAGCACAG
Cpe-5-2 AGGUUAAAAAUUUAAAAUUUAUUUUGUACAAGCUUAUAUUAAAUUGUAAGUAGAAAUGCACUUCUGAGGGGAAAGUCAAUCAGGAGGAGAGAAAAAAUGAAUAAGAGAAAAAUAGCAGCUAUAAUUUUAGCUACGAUGAUUACAAAUCUUUCUGCUACAACAAUUGAUGUUUUAGCACAG
Cdi-1-12 UUUUAAUAACUUAAUAUUUGGCAAGAGGAGGGCUUAAGAUGAUAUCUGAAUUAAUGUUAAAAAAUUUUCGCAAAUCUAGCAUCAAUUUUAAGACUAAAAUUAAAUUGAAUUUAAGAGAAAAACCAGACAUAAAUAGUUUGAAAUUAAAAAGUAUACCAGAAGGUAAAAUUGUUAAGUUAA
Cdi-17-9 UUUUAAUAACUUAAUAUUUGGCAAGAGGAGGGCUUAAGAUGAUAUCUGAAUUAAUGUUAAAAAAUUUUGGCAAAUCUAGCAUCAAUUUUAAGACUAAAAUUAAAUUGAAUUUAAGAGAAAAACCAGACAUAAAUAGUUUGAAAUUAAAAAGUAUACCAGAAGGUAAAAUUGUUAAGUUAA
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Cdi-15-9 UUUUAAUAACUUAAUAUUUGGCAAGAGGAGGGCUUAAGAUGAUAUCUGAAUUAAUGUUAAAAAAUUUUGGCAAAUCUAGCAUCAAUUUUAAAACUAAAAUUAAAUUGAAUUUAAGAGAAAAACCAGACAUAAAUAGUUUGAAAUUAAAAAGUAUACCAGAAGGUAAAAUUGUUAAGUUAA
Cdi-2-12 UUUUAAUAACUUAAUAUUUGGCAAGAGGAGGGCUUAAGAUGAUAUCUGAAUUAAUGUUAAAAAAUUUUCGCAAAUCUAGCAUCAAUUUUAAGACUAAAAUUAAAUUGAAUUUAAGAGAAAAACCAGACAUAAAUAGUUUGAAAUUAAAAAGUAUACCAGAAGGUAAAAUUGUUAAGUUAA
Cdi-18-6 UUUAAUAACUUAAUAUUUGGCAAGAGGAGGGCUUAAGAUGAUAUCUGAAUUAAUGUUAAAAAAUUUUGGAGAAUCUAGCAUCAAUUUUAAGACUAAAAUUAAAUUGAAUUUAAGAGAAAAACCAGACCUAAAUAGUUUAAAAUUAAAAAGUAUACCAGGGGGUAAAAUUGUUAAGUUAAA
Dac-1-9 GAGGGAUGCUGUGUGAAUGGUCAAACGUGUUUAAUAUUACGUGAUCUAGAAAAUGGUGCAUCUAUAGAAGAGACUGCAAAAAAAUUUAAUAAGAGAGAAAGUUCGGUACAUAAAUUAGCUACGCGACAUGGAAUUGGAUUACCUAAACGCAAACUUCUAAGUGAAGAUGAAAAAAAACGC
Ace-1-2 AUAAGGGCUUUUUUAGUUGUUCUGUUUCUUAACCUUAUAACCCUUUCGAAAAUGGCAAACUCAAUGAAAAUUGAGGACGCAAAACUACAGGUCUACGGGUUUCAUUACUAUGAUGGCUGAGUUACCGAAUAAGGGAGGAAUAAUUAUGAAAAAAAGCCUAAGAUACUUACUACUAAUUAG
Cth-2-2 UUAAUAGCUCUGUUUGGUAUACCCAGACAGAGCUUUAAUUUUUCUUAACACCUGCUUUCGUGUCGACUUAAAUUUACUCGCUUCAUUGUUACAUUUUCACAACUGAAUACCAAGAUAACAUCCUUAGCCCUUUCGACAAAGGCAAACUCAAUGAAAAUUGAGGACGCAAAGCUCCAGGUC
Cth-1-2 UUAAUAGCUCUGUUUGGUAUACCCAGACAGAGCUUUAAUUUUUCUUAACACCUGCUUUCGUGUCGACUUAAAUUUACUCGCUUCAUUGUUACAUUUUCAAAACUGAAUACCAAGAUAACAUCCUUAGCCCUUUCGACAAAGGCAAACUCAAUGAAAAUUGAGGACGCAAAGCUCCAGGUC
Dgi-1-2 UAAAACAUAUAAACAAAAAAAGCAGGCAGCUUGUAUACUGCUUACUUUUUUUAUUUCCUUUGGAGAUAAACUUUUAUUACGGGAGUGAUUAUAAAUAAACAAUAGAUUUGCUUAAAGAUAGUAUCAAAUGGAACAUGUAUUUGUAGAUUGAGAAGAACUGAAGAAUUAAGUAUAUGGAAG
Dyo-1-2 UGUAGCUUAAACCAUAAACUUAAAGUAGGCAGCUUUUAUGCUGCUUACUUUUUUUGUUUUCAUUGACACUUUAGGAAAGGAACGUUUUAUCCCAGUGAAGCAUGAGCCAACUGUUUAUCUAUCGGACUUUUUAGAGAACAAGCUAUUGGAAGUUGGGAGUAAACAUAGAAAGGGGUUAAU
Cas-1-2 GGGGCUUUAGACGUAUGUUCUGGAUACUUCUGUCAUUUUAUGAGAUGAGAAGGAUGGAGGUAGAACAUGAAACGAUUGAAACGCGCAUCAAAAGCCGCAGUGUCGUUGUGGCUCUCAGCGGUUAUGACCGUGUUGCCGGCCGCAGGAGGAAUGAUAUCGCCGGCGUACGGCAUGGAGCUG
Tpo-1-9 GAGAAAGGCUGUUUUUUUGCCCGACUUUCCUGGUUAUAAAAUAUGGCAAGGGGGUGAGCGUAUGUUAACCAUGAUUAAAAAACUGUGGAAAGAAGAGAGUGGACAGGGUAUGACGGAGUAUGGCCUUAUUCUUGCCUUGAUUGUCAUUGCGGUAAUUGCUAUUAUGGCCACAAUGGGCGG
Cth-4-3 GUAUAUUUCCUUAUACCUACUUUUUUUUUAGCAUUUUAUCCUGUCAAGAGUCUUGAUAAAAUCCAGCUUGGUGUAGUUUUUUUCAAGUCUUUCUUUCAUAUACCGUUGUGAAACUUUGCCAAGUUCGUCCAACACACUCUCCGAUACCUCAAAACUGAACAAAUUGCUCAUUUUACUGUG
Cth-1-3 GUAUAUUUCCUUAUACCUACUUUUUUUUAGCAUUUUAUCCUGUCAAGAGUCUUGAUAAAAUCCAGCUUGGUGUAGUUUUUUUCAAGUCUUUCUUUCAUAUACCGUUGUGAAACUUUGCCAAGUUCGUCCAACACACUCUCCGAUACCUCAAAACUGAACAAAUUGCUCAUUUUACUGUGC
Ccl-1-2 UUAAUUUCCUUAUACCGCUUUUUUUAUUUACUGAUAUUUAAAUACUUUUAAAAUAUAAAGGCCUUCCUGUUUUCCUAUUAACAGGCAAGGCCUUAUCUAUUGCGAUAAUUGCUGUAUUAAUAAUCAGUUUGUCAAAUUAUGCUUGAAAGCAUAAAUAGCCGCUUGUGUUCUAUCGGAUAC
Cth-2-3 UCAGGUAUAUUUCCUUAUACCUACUUUUUUUUUAGCAUUUUAUCCUGUCAAGAGUCUUGAUAAAAUCCAGCUUGGUGUAGUUUUUUUCAAGUCUUUCUUUCAUAUACCGUUGUGAAACUUUGCCAAGUUCGUCCAACACACUCUCCGAUACCUCAAAACUGAACAAAUUGCUCAUUUUAC
Cth-3-3 UCAGGUAUAUUUCCUUAUACCUACUUUUUUUUAGCAUUUUAUCCUGUCAAGAGUCUUGAUAAAAUCCAGCUUGGUGUAGUUUUUUUCAAGUCUUUCUUUCAUAUACCGUUGUGAAACUUUGCCAAGUUCGUCCAACACACUCUCCGAUACCUCAAAACUGAACAAAUUGCUCAUUUUACU
Ccl-1-3 GUCUCUUUAAUUUACCUAUGCGAGAGACUAAUGCAAAGGAAAUAGGUCAUUAAUAUUUCCUUAUACCAUAUUUUUUAUAUUAAGAGCAGAGUUUUUCUGCCUGUAUUUUUAUGUAAAUUUAUAAUUUAUUUAAGUGCCUUUAAAAAGUUCAAUUUGUUAUAUUCUUUAUCCAGCCUAUCC
Ace-1-3 UGAAUAUUUCCUUAUACCAAUUUUUUUUACAUUGUUAAAAAACGUUUAAAGAGUUUUAUAACUCUUUUUUUAUUUCGCCUCUUUCGAACGAAGUGAAAGAGGCAAAAACUUUGGGACUCGAUGUCCCGGAGUUUUUAUUGCCUGUAAUAGAGUAUUACUUUCAAGAAUUUAGUGUCUUUA
Ccl-1-4 CUAAAUAUUUCCUUAUACCUAUUAUUUUUUAUGUAUACAAUAAGAUUUAAAAAUAAAAAAUCAGAGGGCAUUAGCUCUCUGAUUUUACUUUUAAUUUAUUACAUUCCGUUUCACUCGGACAGCCUGAACAACAGCAGCAAGAACCUUUAUUUUUAUAUUUUUUAUAUGUGUUAUAUCCAG
Ace-1-4 CCUAAAUAUUUCCUUAUACCAAUUUUAUUUUAGCCGGAGUAUAUGGUAACUAAAAAAAUUACAGCAAUAAUAAAGUCCCCUGCAAAAGAGGACUUUUUAUUUUGUCAAAAUACUAUUGUUUAUUAUCUAUCCUUUACUACAUCGUAAACCUUCUUGGAAAUCUCUGCAAUAACGUUACAC
Ace-1-5 UAUUAAUUUCCUUAUACCGCUUUUUUUAUGAAAAUUAUGAAUAUUCUUAAUAAAAAAACGAGUCGUGUAUUUAUGAUACAACUCGUUUUUUUUGAGUAAUUUGCGAAGCAAAUGUCCAAAAAUCGAGUAGGGCUAAAUUCGUCCGAGACUUUGAUUACGCCUAUUUUUCAUCAUUUCUAU
Hor-1-1 GCUGUAUCUCUUUUACUAAUCAUUACGGUCUCAAUCCAGGCAGGUGGAAAAUCUGGACAAGUAGUCAGGGUAACAUCAACAGUUAAAGCCUAUCAGGAAUUAACUGAAAUUAGACCGGUUUCUGUUAACCUUGAGCAGGUCAAAGCACAACUUAAAAACGGCAACCCGGUUAUCAUCAAU
Dac-1-10 AAGAGAAGGUGAGGAGAAUAUAUUGAGAAAAUUACUACUUGGGUUAAUAGUAUUAUUGAGUAUAUUCGCAUUUCCAGGUGUGACAUUGGCAGAUACAAUGCAAACAGCGGCAAAUUUGACUGACCUUCAAAGCUUAAUCUAUCAGGAUAUGGUAGACAGAGAGACUCCUUUUGAAAUUAA
Dde-1-2 UUUUCAGUCCUAAUUUAGAAUAAGUCUUCGGUAAUAUGGUCAAGACCAUAAAGUAAAUGGUCAAGCUCUUCUAGUAGGAACAAAUUUUAUUAUGUGAGGAGGAACUAUUUUGAAACUCAAGGCACGCUUAUUCUCAAUGCUCUUAGCUACUAGCUUAAUUCCACUGUUAAUCUUUUCUGC
Dha-1-1 UUUUUUCAGCCAACUUUUAUCCUUGGUGAGCCGGUUUAGUAUAGUCAGAAACUCUAUGGAAAAGCAAGCUAUUCAAAUAAAAUAAUAAGAUAUUAUAGGGAGGAAUUCGUUUGAAACUCAAGACACGAUUAUUUUUGAUGUUCUUAGCUACUAGUUUAAUUCCACUGUUAAUCUUUUCUG
Dha-2-1 UUUUUUCAGCCAACUUUUAUCCUUGGUGAGCCGGUUUAGUAUAGUCAGAAACUCUAUGGAAAAGUAAGCUAUUCAAAUAAAAUAAUAAGAUAUUAUAGGGAGGAAUUCGUUUGAAACUCAAGACACGAUUAUUUUUGAUGUUCUUAGCUACUAGUUUAAUUCCACUGUUAAUCUUUUCUG
Dor-1-3 GAUUUUUAUUUUUCUAAGUUUAAUAAGGAAAGCCUGAGAAUACUAUAUUGGGGAGGGCAAUAGAAUGAAAUUCGUUCUUAUAUAUUUAGUUGCUUUGUCACUCGUCUUGCUUUUUAACUACGGAGCCCAUGCUAAAGAAAGAGAGCUGGGGGAAGAAAAGAGAGAAGGAGAAGAAAAAGA
Dac-1-11 UUAUUUUCCCAAAGGUCUACUAAAGAUUGGGAGGGAUCAAGAUGAAAUUCAUUCUUUUUUAUUUCUUCGCUUUGACUAUUCUAUUAUUAUUUAAUUAUGGUGCUCAUGCGAAGAAAAAAAUAGCCUGCGAAUUAUACGAAGGAAAAGACCAUGAGUUUCCCAAUGCCUUUAUCCCGAUGC
Mth-1-5 UUAAAUGGCUGCCUUUUCUAUUUUUAUUCAGCCUCCGGGGGUUGACUGGCUUUUGGAGGUGAUUGUUCUUUGAAAGCCCAGGGUUCCUAGCCUUAACACCGGCUUAAAGGGGGUGUUCUAGUAUGCAACAAUGUCGUCAGUGUAACCAGAAGACCCCGGAACGUUCUUGCCCUGAUUGCG
Dku-1-6 AGCCUGGUCAGGCUGCCGUUCCUGCUUAUAAAAGUAUGUCUACCCAUUUGGGGUAUAGAGGUCGACUCUAACAGAGCCAAUGGCUGGGACGUUUGCUGGCAGUAUUGUGGCAAUUGAAAGGGCAUGGGGCCGGGAGGGGCUGAAAGGCAGAAGGGUGGUGAAAAAAUGCAACGGUGUCUU
Sli-1-1 GUUCUGGGGUUUUGUGUUAUAGACGACACUGAUUUAUGAAUUAGACGCUGAUUAACGCUGAUGAAUAACUGGUGAGAAAAUAAUUCGGAGAUGGAAUCUUACGCGUAUUAGAUCCAGCACUGUUUGAUAAUAAGGUUAACUUUUUAGAAAAGACCAUUGUUAAUCUACGCCUAUCAGCAG
Dme-1-5 AAGAGCCUCAUUUCAUAUUAAAAGGAGUGUUCGAUUGAUGAAAAAAAUUCUAGGAGUCCUAUUAACCCUUGCGAUGUCCUUAGCGCUCCCGUUGAGUGCCGCGGCCUCAACCACCCCAACCCAAACCCAACAGGUUCGCCUGCAAGGAAGCAACCGUUAUGAGACAGCGGUUAGUAUCGC
Csa-1-3 AUAAUAAAAAAGAAAGGCGGCACCCGCCCAACAAAAAAACGUGAGUUUGGCGGGUCUAUUUUCAUGCCUGAAUAAGCAAUAUCGUAACCCUUCAAGCUCACCAGUUUGGAGGGUUUUCUAUGCGUGCUCGAUAUGCCUUGAACUUCAGGCGACCGCUAUUAAGUAGCGGUCGAGCGUGAU
Sgl-1-2 GUAUUCCCUUGGUUCAAUAUGGGGGGUAUAAAGGAUGUUUAAACUUUUAUUGAUUUAUACGGCUUUAUUAAUCUAUCUGGGAAUGGGAGUUUACGCGUAUAUUAUCGGCAGUAAAUCCAAGCUCAACCUUCUAUUUGUAAGAAUGAGCCUAUUGUUUACGGGCGGCACAUUAGUGGAGCU
Dal-1-1 GUUUUUCUGGCAUAACCUAGUAAACAUAUAUAAAAAGAGUGCGUUGCUGGUUUCUAAAUGGUAUCCACAAGAGGGCAGGAUAUAAGACUCUAAUUAACAAUGGGAGGCAAUUAUGAACGACAAAAAGGUUAGAUUUUUAUUUUUGCGUUUACAGAAGCACUGCCCUAUGACCGCUCAGCA
Dac-2-2 UUCAUCUCAUUAAGGAGGUUUUUUAUUUUGGCCUUUAGUUUUGUUCUGUCCAGGUUUAUAAGAAAAAGUACUGCCGCAAAUAAUGAUAUUAGCAAUAUUUUAAGUUUAAAAGAACAAUUAACUAAGGUUGGCUUUAAUCCCAGUGAAGUUGAUUACAUGAUUAUGAUAAACAGUAAUGGU
Toc-1-3 GGGACAGUGUAGGUGGAGAUAUGGCGAUUUACAGUUAUCGUGCGCGCGACGCUUUUGGUCAACCGGUGGUCGGUACUGUAGAAGCGGAAAAUGAGGCGGCUGUCGUCCGGCUUUUAAGGGAUAAGGGUUUAUUUAUCGUGGAAGUUCGCCCCGGGCGGGAACGGUUUGCGAUAAAUUCAG
Eha-1-2 UAAAAUUUAUCCUCUUAUAGCAGGAAGACUCCGACCUCUAAGGUGGGAGAUGAAUUGCGUCUGCUACCUACUUGAUAGAGCAUCCUGAUUAUAGUAUAGUAUCUUUAGUCGGAUAAUAAAAAAUUGAGAUAAUAACGCACAUUUAGUAUUCUUACUAUAUUACCAUCUUGCGCUUGUGUU
Csp-4-1 AACAGAAGAGAUUCUGAUACCUUUUAUACUAUAUAGAUGUGUGAUUUUAAAGAAUAUAGUAGGGACACUGGCAGAUUUUGGCAAGUGUCCUUUUUGUAUGCAAAAAUGGGUAACAAAACUAGCAGGGACAGGUUUUCUGUAUACAGAUAAAAGCAAGAUGAAGAAGGCAUAAGACGGAGA
Dfo-2-1 GAUUCCGAUAUCUUUUAUACUAUAUAGAUGUGUGAUUUAAAAAAUAUAGUAGGGACACUGGCAGAUUUUGGCAAGUGUCCUUUUUGUAUGCAAAAAUGGGUAACAAAACUAGCAGGGACAGGUUUUCUGUAUACAGAUAAAAGCAGGAUGAAGAAGGCAUGAGACGGAGAGAGGAUUUUU
Cco-1-1 GAUUCCGAUACCUUUUAUACUAUAUAGAUGUGUGAUUUUAGAGAAAUAUAGUAGGGACACUGACAGAUUUUGGCAAGUGUCCUUUUUGCAUGCAAAAAUGGGUAACAAAACUGGCAGGGACAGGUUCUCUGUAUACAAAUAAAAGCAGGAUGAAGAAGGCAUAAGACGAAGAGAGGACUU
Lba-2-1 AAUUCCGAUACCUUUUAUACUAUAUAAAUGUGUGAUUUUAGAGAAAUAUAGUAGGGACACUGGCAGAUUUUGGCAAGUGUCUUUUUUGCAUGCAAAAAUGGGUAACAAAACUAGCAGGGACAGGUUUUCUGUAUACAGAUAAAAGCAGGAUGAAGAAGGCAUAAGAUGGAGAGAGGAUUU
Ova-1-2 AAUCAUUUAAAGAAACGAGGAUUAGCCCUGCUGAUGACGCUGAUUAUGGCGCUCAGUCUGCUUCCGGUCAACGCACUGGCCGAGGGUGGAGAGGGUUCGGACAGCGGCACGCAGGUCGAGGAGACCGUCUCCGACGCGCCGAGUGACGGCGAACAGGCCGACGCGCCGAGUGACGGCGAA
Ame-1-4 AUUUUAUUUUUUGUAAUGAUAGAGUAGUAAUGGUGACUAUAUAACGUAAGGCUUUUCAUCAAAUAUGAAAAGGGGGAUAACAAAUGGCUACAUUAGGGAUGGGGAUACUAGAAAAAAUAAAGGGUAGUGGCAACUUAAAGGAGUUAAAGCAGGGAUAUCACCAAUGGGUUGUGGAUUUUC
Ame-1-5 UUUUUGAAUAAAAUCUAUUGAAUUGAGGGGAGGCACCCCAUGCCAAAGUCAAAGCAUAAAGUGAAAAACCACAUUGUUAAUAAGUACAAAUUAGUAUACCUGCCAUUAUUCAUUGGGGUGUUGGCUAUUUUAACUGUCAGUGUGACGAGCUAUUAUAUCAGUAAAAAUUUACUGUUAGAU
Csp-3-5 UUAUAGGCACUAUUUUCUUUUUUAUGUAAAUUACUGUAAAACAAAAGUAUAUAGGAGUUUUUAUUAGAUUUAUAUUGAAAUUAGAUUGUUAUAUUAUUGUACUAGUAAUUAUACAGCAUAAAUUUUAGAAAUCCUGUAAGGAAAAGUGAGAGUCCAAAUUUCAUAUUUGGUUUCUCGAAC
Cbe-1-2 CCACAAUUAUGUAGACACCAUUUUUGUGCUCUUAAAACUUACAAUAAGAAAGCUAUUUUUAUUAUUUUUUCAUGUGCAAAGUAUUUGCUGCUAGAGAUUCGAAGUUUGAAUUAUAAAUAAUAUUAAAAGAUCAGAAGGGAGUGGAGAAGGAUAAUAAAAUAUAAUCAUAGUAAUUAGUAG
Tit-1-2 GGAUUACCCAUAGGUGCCUUAUUUAUUAUUCAACACAAAAACAAUUCUAAAGAAGAAGGAGGUGAAAUCCAUGAGAAAAAGAGUACUGUUAUUAGCUUUGGUGUUUGCGCUUUUAUUUACAAGUUCACAUGUUGUUGCAGCUGAAAAAUCCAAAGCUGUAGUUACAAAUCAAUCCGUUGU
Tma-2-2 UGGGGAUUACCCAUAGGUGCCUUAUUUAUUAUUCAACGCAAAAACAAUUCUAAAGAAGAAGGAGGUGAAAUCCAUGAGAAAAAGAGUACUGUUAUUAGCUUUGGUGUUUGCGCUUUUAUUUACAAGUUCACAUGUUGUUGCAGCUGAAAAAUCCGAAGCUGUAGUUACAAAUCAAUCCGU
Ame-1-6 GUCUUCUUUUUUAUAUGUUUUUUUAGGGUAUCAGCAAGUAAAACACUGUAAUCAUGAGGGAGAAGACAAUAUAAAGGGAGGUAUGUAUUACUUCGUGGUCUCAAAUGAGUAGUAGAUUUAUGGUUGAUGACACGUAUAGAGUUAUACACAUCUGAACGGGGAGGAACAUAAAAAUGAAAA
Ame-1-7 CACAUUAAGACACCUGUCUCCUUUAUCUAGAGACGGGUGUCUUUUUGUGUGAAAAUCAGUGGAAGUAUGUAUAAAUUCAGUUUGUUGUUAGGAGAAAAUUUUUGUAGAAAAUUUAAUAUGAAGGUGAGUUAAGGUAUUGUAACAAAGAACCGAAAAGAGGGGAGGGAGGAUAAGGCUGGA
Ame-1-8 UGUUUAUGCAGGCACCUGGGUUUUUACAUAAAAAGUGGGUGUCUUUUUAUGUGGUUAAAUAAGAGUAAAGUAAGGAAUUUUAUUUAAAAUAAAAUAUGGGGGGGUUAUUAAGUGAAAAGUAUUAAAACAAAAUUGAUUGUCUAUUUUUCUGUAUUAAUUUUAUUUGUAUCUGGAAGUUUU
Ame-1-9 UUAUGUAUUGCGACACCUGGCCUUUUCCUAGAGGCCAGUUUUUUUGUGGAAAAAAGGAAGAAAGUAAAUCAGUUUUCAGCAUAGAAGCAUAGAAGCAUAGAAGCAUAGAAGCAUAGAAGCAUAGAAACAUAGAAACUAUAGAAAUGAAAAUCAUAGGAGGAAUAAAAAAAUAUGGCUAAC
Ame-1-10 UUAUGUAUUGAGACACCUGGCCUCCCUUUAGAGAUCGGGUACUUUUUAAUGAAAAAAUAUAAUUGAGUCUAGUGAAGAUAAGGUCUUUAAAUUAUGAUGCACUCCAUUGGUAAAUUUAAUGGUAUAAGCAAUGCAGUGGAGAGAAUGGGCCUAGGUCCAGGUAUUUUUGAAAGUUUAAAA
Mth-1-6 UCCGGUGCGGAGGCUUUUAUUAUUUGGUUCUGAUACACGACCUGCUAAGGAACCAUGCGGGACAAUGCCAGAUGACAGUCAUGAUUAAUUCGGCUUUAAUUACAGUGCAUGGCCAGCUUAGCCAAAUUAUAUUCGAGAAGGGAAGACGAUUAUGAAGCUUAAAAUCGCCGAUAGUAUUAG
Csa-2-1 GAGGCACCUGGCUAAAAUGUCAGGUGCCUUUUGAUAUAUUAAUGAGCAAGGCUUUGCUUGCUCAACUUAAAGGGGGUGUAAAAAGUUAUGAAGCUUCAUGUUUUGAAGAAAUGGUCAAUUGCUAUACUUUUGGUAUUUGUUUUAUCGUUGGGGUUGAGUAGCAUUGCUUUUGCACAAGAU
Csa-2-2 CAAAAAGUUUCAGUGAAAAUGGUGAUAUAGCUUCUUUGACGGAGUAUCAUGUAAAAAUUUUACUUUGUCGGCACCAAUUUGAUAUUGAAAGGCACCUGGCGAAACAAGUCAGGUGCCUUUUUAGUUAAUAAAAUUAAUGUCGGUAAUUCUACCUCUUGUGAAAAAACAAAAGAAGAGAGG
Chy-2-2 AAACACUCACUUUAUUUUCUUUGACUGUAGGCACCUGGCGAGAAGUCAGGUGCUUUAAUUGUUUUGUAACAAGCUUUUUGAUAAAUGAAGAAAGGUCUGCGGGGAAUAGAAAAUAGAAAAUCCCUCUAUCCUCAUAACCCCUCGAACUCCUAAAAUACAUUUUGAGCCGACCAUCCUUUU
Cob-1-2 ACCAGGUGCCUUUGAGUUUUUAGAAGGUCUUUGUUUACGGGCGUUAUAGAAGUCUUAGCCUGUAAAAAAAGGAGGUGGAAGAUUAUGAAGCGGCGGGGAGUUAAGAAAAUUGUCUUAGUAGCUAUUGUGGUGUUAGUAUUUUCGUUAAUAACAACUUCUUUUGUGCUGGCUGAGAACGAA
Cow-1-1 AGCAGGUGCCUUUGAGUUUUUAGAAGGUCUUUGUUUACGGGCGUUAUAGAAGUCUUAGCCUGUAAAAAAAGGAGGUGGAAGAUUAUGAAGCCUCGGGGAUUUAAGAAAAUUGUCUUAGUAGCUAUUGUGGUGUUAGUAUUUUCGUUAAUAAUAACUUCUUUUGUGCUGGCUGAGAACGAA
Cla-1-1 GACCAGGUGCUUUAAAUUUUUAUAUGGGUUGUAACAAGUCCUGCAUAUAGGACUUGUUAAAGAUAAGGAGGGGAAUUAUCAAUGAGAUAUCAAAAAAUUAAAAGGCUUUCUUUUGCAAUUGUUUUUGUGCUUGUUUUAUCGCUGAUGCUUGGAACAAUAGCCUUUGCUGAGAAUGAAAAU
Ckr-1-1 GACCAGGUGCUUUAAAUUUUUAUAUGGGUUGUAACAAGUCCUGCAUAUAGGACUUGUUAAAGAUAAGGAGGUGAAUUAUCAAUGAGAUAUCAAAAAAUUAAAAGGCUUUCUUUUGCAAUUGUUUUUGUGCUUGUUUUAUCGCUGAUGCUUGGAACAAUAGCCUUUGCUGAGAAUGAAAAU
Csa-2-3 CUGGCGACCGCCAGAUGCUUUUAUUUUUAUAUCCAUUGUUGUUUUAGUAGCAAAGAAUUAAUGAACAAGUGGGAAGUACGGAGAGAGUUAAGAGGAAAUAGAAAAUUAUUGUUAGCGUUGUAUUUAACUAUAGUUAAGAGUUUAAGGAAGUGUGUGAAAUGUUGAGAACAAAUUGGGAGA
Ath-1-1 UGGCAACCGUCAGAUGCCUUUUUUAUAUCCAUUGUUAUUUGGGGUUUUAAAGGGUUAAUGAGUUAUUAAUGAAAAAUAAAAGCACAAAGGGAGUGAAUAGUAUGAUUAAAAUAAAUAGAAUUAUUUUUAAUCCAAAAAUACUAAAAACUAAUAUAAGAGGAAGCACCUUAAUUGUUGUAA
Ckr-2-1 UGGCAACCGUCAGAUGCCUUUUUUAUAUCCAUUGUUAUUUGGAGUUUUAAAGGGUUAAUGAGUUAUUAAUGAAAAAUAAAAGCACAAAGGGAGUGAAUAGUAUGAUUAUAAUAAAUAGAAUUACUUUUAAUCCAAAAAUACUAAAAACUAAUAUAAGAGGAAGCACCUUAAUUGUUGUAA
Cob-1-3 UGGCGACAGCCAGAUGCUUUUAUUUUUAUAUCCAUUGUUGUUUUAGUAGCAAAGAAUUAAUGAACAAGUGGGAAGUACGGAGAGAGUUAAGAGGGAAAAUUAUUGUUAGCGUUGUAUUUAACUAUAGUUAAGAGUUUAAGGAAGUGUGUGAAAUGUUGAGAACAAAUUGGAAGACCUUUA
Ath-1-2 GGCAAGGCGCCGUUUUUUUAGUACAUGUAAAAAAAUUAAAAAAAUAAAUAAUUAUGUAUAUUCUUCUGUAACACUGAAAAAGCUAUCCCCUAACCCCCUCUUUUAACAUACAUUACACUAGGCAUUGGCUGCCAUUGAUUGGCAGCCAAUGUUUAGCCUUGUAUGAACAACAAAAAAUUU
Ckr-2-2 GGCAAGGCGCCGUUUUUUUAGUACAUGUAAAAAAUUAAAAAAAAGAAAUAACUAUGUAUAUUCUUCUGUAACACUGAAAAAGCUAUCCCCUAACCCCCUCUUUUAACAUACAUUACACUAGGCAUUGGCUGCCAUUGAUUGGCAGCCAAUAUUUAACCUUGUAUGAACAACAAAAAAUUU
Csa-2-4 GCGUGACGCCGUUUUAUUUUUGGAAUGAAAUUAAAAAAUGGUUCAUAGGUAUAUGUUAAAGUAUAAAGAAGAUAGUAAUCUAAAAUUUAUAUAGAUUCUUCUGUAACGCUGAAAAAAGCUAUCCCCUAACCCCCUCUUUUUAAUAUAUUCUAUAUAUAAUAUAUUGGCUGCCGUGCAAAG
Cob-1-4 UCUGGCGCGACGCCGUUUUAUUUUUGGGAUGAAAUUAAAGAAUGGUUCAUAGGCAUAUGUUAAAGUAUAAAUAAAGAUAGUAAUCUAAAAUUUAGAUAGAUUCUUCUGUAACGCUGAAAGAAGCUAUCCCCUAACCCCCUCUUUACAAUAUAUACUUAUAUAUAUAUUGGCUGCCGUGCA
Ath-1-3 UAGAGAGGCACCUGGCAGUAAAGCCAGGUGCCUUUUGAUAUAUUAAUGAGCAAGAUUUUGCUUGCUCAACUUAAAGGAGGUGUAAAAAGUUAUGAAGCAUCAUGUUUUGAAGAAAUGGUCAAUUGCUGUACUUUUGGUAAUUACUUUAUCAUUAGGUUUGAGUAGCAUUGCUUUUGCACA
Ckr-2-3 UAGAGAGGCACCUGGCAGUAAAGGCAGGUGCCUUUUGAUAUAUUAAAAUGAGCAAGAUUUUGCUUGCUCAACUUAAAGGAGGUGUAAAAAGUUAUGAAGCAUCAUGUUUUAAAGAAAUGGUCAAUUGCUAUACUUUUGGUAAUUAUUUUAUCAUUAGGUUUGAGUAGCAUUGCUUUUGCA
Dal-1-2 UUUUUUUUAUUCGGCAGGUCGAGGGCCCCUCCGGAAACGGGGGUAAAGGAAAUGAAAAAAGGUUUUUCCAAGUUUUUAGUGUACGUAGCAGUGGUGUUCUUGUUUGCCAGCAGCUCUUUUGCCAUGCAUCAACUCUCACCGUUUGGCGGUGAGCGGGAACCUGAGGCGGUAUUAGCCAGU
Tpo-1-10 UUAUUUACAUAUUUUAUCAAGGAGGGUUUGCUCCAUGAAAAAGGGUAUCCGCUUUUGCGCGACUUUUUUGGUGGGAGCGUUUUUGUUAGCAGGUUGUUCCGUCAAAAGUAUGAACCCAUUUGCUGCCAAAUCACAGUCGUCGGUACAGAAAGACGAGGUCAAACAGCUUAGUGAGAAACC
Dal-1-3 ACGGAAGUGAUGCUGACAGCUGUGUUGUGAAACAAACUAUAGCAUACUAGGGGGAGCAUAUGGCUAAUUUGAAUUUUUCACUUAAUAACGUUACUAAGGGUAGAGCCGGUCUCCAAUUGAAGUUAACCAUCAGUAUAAUUGUUUUAACUUCUCUUAUUUCAGUAGGACAGGGAUUUGUUU
Sgl-1-3 CAAACCUGCUGAAAAGCAGCGACGCAAAGCUAAAGGGCCUGUAACAUGGCAGCCAGCUACCAAAGAUGGAGGUUUCAAAAAUGAAAAGAUUUUUUCAAAAGUUAACGGUUUUUAUAUUGAUCGCUGCCCUUUCAUUAAGUGUUUAUCCUCAAAACGUUUUUAGUUUAACAGCUUUCUCUU
Cno-1-1 GUUGCUUUUACAAUGAUUUCAACAACUUCACUUGCCACUACAACUAGUGUAUCUGAAGUUAUAAAUAAAAAUAAAUUAGAUAAUGGAGUAAUAAGUGUUAAUUAUAACAAGGAUUCCAAAAUAAAAGUUAUGAUUAGUAAAGAUAAUAAAAAAUAUAGCUAUAAUUUAAAUAAUCAAUCA
Awo-1-4 GUUUGACAUUUAGUAUGAUGCCAGUUAAUGCGGCAUAUCAUUAUAGCAAUGACAAUCCGAAUAAACAUGUUGUGGCAACAGAACCAGCAACAAAGACAGAAACAGUAACACAACCAGUAACACAACCAGUAACACAACCAGUAACAGUAGUACCGAAUAACAACGCGAUAAACGUAAAAG
Cte-1-1 UUUUUUUAUUUUCAUAUUCAAACAUUUGUUAUGCUAAGAAUAUAAGUUCCAAUAUAGAAUUUAUUAAUAAAAAUAUUUCAGCAGUUAAUAGCUUAUGUGCUUCUACUAAUACACAAAAUUGCAGACAAGCAUCAUCAAUACAGCAACUUAAACCAUUAUUAAAAACAGCCAUGGAAAAUA
Cpa-1-1 GUUGGUUUUAUCAAUAUUUUUCUCUACAACCGUUGUACGAGGAGAAUCAACAGCAAUUGAUAAAAGUAAUCUUAGAAACGGCAUUAUUAGUAUUAAUUAUUCAUCUGAUUCCGGUGCCAAAACUAAGGUUGUAAUUACCAAAGAUGGCGUCAAAUACACAUAUAAUUUAAACAAUAAUGG
Cha-1-1 GCCUUUUUGCGUAACAAGAAAAGCUGCCGCCCCAGACGGGUUUUCAUACAGAGUUUUUUAAGGGGCCAUCCCUGACAUAUUUUUGCUGCUUGAUUCGUAAAUGGCGACCUGUAGGAAACGAGGAGGGAAAAUAUGAAAAAGGAAAACAGCUUCAGCCGGAAUCAUGUGAGAGCCGUGCUG
Dal-1-4 AGUGCCUGAAAUUACAGGCGCCUGUUUGUUUAAAAUAACACUUGCUGAUGUGCGAUAAGCUUUCCGGCAAGAGUUAGUUUGUGUGACAGCAAGUUUCAUGAUUUUGCUAUAUAGUUGCUGCCUAUACCGGCAGAGGUGACUGAGGCGGAGUUAGAAGGACAGGCAAAAAAAAAUGAACGA
Dal-1-5 AGAGAUUUCGGGGGGCGCUUAUGAAACUGCGGAGAUUGUUGUUCAAUGAUGGGCAGACAAGUAUUAAAGGCAAAUUGUAUCGGCCUAUUUUAUUAUUAUUAAUCUUUUUUGGGGUAAUCUUUAUUUCCGUGAUUAAUAUUAAUAUGAAACGGGUGGCAAAUCAGGAGGCGUACCGGCUUA
Dru-1-5 GUAGGUUGUAAACAAAUGGAUUGGGCUAAUUGUUUCAGUUGCGAAUGCAUUAAAUGCCAAAUCAUGAGUUGUUUUAAAUGUCCUAUUGAAAAUUGUGUCAACCUGAAUCAAAGAAAUUGCUUGGAUGCGGAUAAUGAAUCUCUGUUAAGAGAACUGGCGGAAGCUUAUAAUACCUUAUCC
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Dsp-1-10 UUUAUGCAAACAAAUAAGUAAAUUGAACUUUUAAGAGAGUAAAGUAGUAUCAUUCACAAUGUUUAGGGGGGAAUUAAUUUGUCUAUGAAUCCCAGUUCAAAUUCCCUGGAACUGUUCGAGAUCUUAUUCAGACAGUACUAUAGCAAGCUAUACCAAAUAGCUUAUUCAAUAACUAGAGAU
Dgi-1-3 UUAUGGAUGGGGUGUUUAUACAUAUAAUGAACGAGAUAAACAAAAAUAGCCUAAUGGAUUAUAUAUCGUUAAAUAACAUACUACAUAUAUCGAAAAGCACUGGAUUUGCCAAAGGUGGUUGAUCAGUUAAAAAUUUUCAGCGGGGUUCAAUUCGACCCUGAAAUAGUAAGUGUAGUGCUG
Dru-1-6 GUUACCAACGGUUAAGAAAUUACUUUUAACCAUGCCAAGAAACCUAAUUCUUCAUUCCAAGAGAGUUGGGUUGUUAGCCUAUAUACUUUCAAAACAAAUAGGACUUUCUAAAGAAGAGUCCAUAAACAUUGCUCUUGGCGGACUUUUACAUGACAUUGGAAAAUGCUUCAUUCAACCCAG
Dal-1-6 AAAGGAGGCCGAUAUGUACCAGUCCGAUGUUUAUCAGCUUAACAGCUUAUUGAAGCAGAUGCGUCAGGAAUGCAGGGAACUGCAGGAAGAAAUAACCGAAGGUAUUGAUUUGCUUCAGGAAAAAGAACGGAUUCGCCAAGGAAAGGCCGCAAUUGUCAAUCAAUUAAACGAAGACAUAAA
Cpa-1-2 AGAAAAACAAAGGAGAGUGGUAUAAAUGAAAAAGAAGAUUAUGAGAGGGAUUCUUGCUUUAAUCAUGGUUUGUGCGGUGGUGUUUACCGCAGCAAAUGCAACUAAUGUAAGUGCUGCAAGUGAAGAUACGCCGACUGCCAAGUACACUAACUGGGCAUUCAAUGAUGAUUUUACCAAGGU
Dre-1-5 UUUGCAUUUAAUAAUAAGUUUUAUAGUAGGGGAUUUGUUAUGAAAUUUACCCGUGGUUUUUUAGGUACCUGGUUAGUAAAUGAAGGUAUUAUUAGCCAGAAACAGUUGGAAGAUGCCCUGGAAUAUCAAAGACAGCACCCGGGGAAAACCGGUGUUCUGGGUAAAACCCUGGUACAGUUG
Cca-1-1 ACUUUUAUAAAAUUUAAUUCACAUCAUAUGAUAAACUUUCAAAAUUAAAGUAUAUAUCUUCUUUUCAAUUAUAUCCCAACUUUAUCAUCAUUUUUUUGUUUUUCAAAAUUAAUGCUCAUGUCUAUGAUGAAUAUCUGGCGAAUGUGGAUGGGUAUGUUCUAUAGCCUUAUGUGUAUGCAU
Csp-2-1 GUAGAGAAUAUAUGUAGGAGGGUACGAAAUGGUGAGAAAGAUUAAGCUCAAAUGUCCAAACUGUGGCCACAGGGUAGCAGAUUACAGUGGCCAAUUCUGAAGCACUUGCACUGAUAGCUGAAACGAAUGAGUCGGAAAGUAAUGUUGUAAACGUAAAAUGCCGCUUGUGCAAGUCGCAGG
Dac-2-3 UUGAUUAAUAUAAUUCGUGAAGGGGAUGGUUGAUUUUAGUUAUUGUUUGUUGUCUACCAAUGCUUGAAUUGUUGCAGUUGCAAUCUUUAGCUCCCGCUCAUUGCAAAGAUAUAAUAAUCGCACAAGAUGUUCAACCUCGGUAUCAAUAUUUUGAUUUUCGGGAUAAAAGAUUGUAUCCGC
Ddi-1-3 AGAGAAAAUAAUGUAGGAGGGUACGAGAUGGUCAAAAAGAUUAAACUCAAAUGUCCGAAUUGCGGACGUCGAAUUGCUGAUUACAGCGGAAAUGCUGAGGCGUUAGCCUUGGUGGCUGAAACGAGUGAGGCCGAAAGCGAUGUUCUCAGCUUGAAAUGCCACCUGUGCAAAUCUCAGGUU
Dgi-1-4 AGAGAAAAUAAUGCAGGAGGUAUGAGAUGGUAAAAAAAAUAAAGCUCAAAUGUCCGAAUUGCGGACGCCGAAUUGCUGAUUACAGCGGAAAUGCUGAGGCGUUGGCCUUGGUGGCUGAAACGAGUGAGGCCGAAAGCGAUGUUCUCAGCUUGAAAUGCCACCUGUGUAAAUCACAGGUUU
Dku-1-7 UUUUCCCCUGGAGGGAUGUGAUAACCGUGUCAGACCUUUUUACCUAUACUUCUCUCGGAACCCUGACCGGGGCGGUCACGGCCACCGUUCUCGUGGUGGAGUUCCUGAAGGAGCUAGGACCGUUAAAGCACCUGCCCACCCGCUGGCUGGCGCUGGCGGUGGCGGAGGGAAUAGUGGUGG
Dsp-1-11 UCAAAAAAAUUAUUUGUAAUUGAAGUUUCCUAACUAUUUCUCAACCAUUGGCUUGCUAUACUCUAAUUACAGGUUGCAACCUGAUACAAAUAAAUGUAACAAUUGAAAGGAGCAAACAACAUGUUAUUUACAAAACACAAAAAGAUUAUCGUAAGUCUUGCAGUAGCAGUAAUGUCUUUG
Hmo-1-1 UUUGCCAAGGCGGAUAAUUUUCGGCAAAAUACGACACCCAUGUGAAUCUUGGCACUGUUAAAAGCAUCGGGAGGGCUGACACAUGAAAAAAUCUAUUGAGAGGUUGGAGUAGCUGAAUUUGCGUGCUAUCAAGGCAUCUGCAGCGCAAGAAUUAUUUCUCUCGGUUGGAAUAUGCACCUU
Sgl-1-4 AGAGCUUUCAUGCGGGACGGUUUACCGUCGCGGCCCGAUGUUGCCCCCCUGACAUCCGGGAUGCGUGGUCAAAUAGGAUGUUUUUCAAAAUAGCUACCGCUGAAUUGAUUGAUUUGGUCUGGCGGCAGAGCUACUGCGGCGGGGCGGCCAUGCACAUUCAUCCGUUACGCCAUAAGCUGC
Csa-1-4 GUCAUAAGCAGUUUUAGCUGAAUUAUUUGAAGUACAGACCUCUUUCGCUGUGCGCCAUAGCGAAAGGGGUAACCACAUGAGCAUUCCAAACUUCCAUCCUUUUCGGGGGUGGAAAUAGAGACGGCGCACGACAAAUUCAUAUAGGUAAAUAUAAAAAGACAGCAUUUUGCUUUUACAGGC
Csa-1-5 GUCAUAAGCAGUUUUAGCUGAAUUAUUUGAAGUACAAUCCCCUUUCGCUAUGCGUAAUAGCAAAAGGGGUACCCAUAUGAGCAUUCCAAACUUCCAUCCUUUUCAGGGGUGGAAAUAAAGACGGCACACGACAAAUUUAUAUAAACAAAUACAAAAAGACAGCAUUUUGCUUUUGAUGUG
Dha-2-2 UGCCAUCUUUUUACGGCUUUUGACGGAUCAUUUGGAUAUCGGGAUACCGGCUUUCGCUCCGCACUGAGGCGAAAGGGGCAUCCCUAUGGGUAAUAACAGCCGCCCUCCCGCGUGGAGGUGGAAAUAAAGACGGCGCAAUCCGUACAUACCACUUUCUACAUAAACAACUUUAUAGAUAUC
Sgl-1-5 GCUCACUUUUUGUCCCCCUUUGACGGUUUUUGAUGGAUUAUUUGGAUAUCGGGAUACCGACUUUCGCUUUUUUCAGACGACCGCUUUUUGUGUGAACUGGCUGUUGUAAAGCUCGAAAUAAAACCCUUUCCGCGCAAGCAAUUCCUGAUGAUUUCCCUGCUCGAUGAUGGCUCCGUGAUU
Toc-1-4 UUUGUUUUCGGAUAUAGACUCGGAAAGGGGGGCACUUUUUUGGUAUGGGGAUGAAACCAAAGCUUAGGGAAUUAAUAUAUAGGGCAAAAGACGGCGAUGAGGAGGCCCUUGUCCAGCUAGUUGAAAGGUUUGUGCCCAUAGUUAAAAAAUACACGCGCAGGGUGGGUAACGGAGAAAUGU
Csp-2-2 UAUUUGUGGCUUUUGACGGAUGAUUUUGGGGUAUCAGAUGCAAAGGUUUUGCCACGCUCCUGGUGAAAGAGGUACCCUUAUGACUAUUCCCUGCUUCUAUCCUUUUUGGAGGUCGAAAUAAAGACGGAGCACUUCGUACAUAUGCCCCUCCACCACCUACUCAAUAUAAUUUUAAGCCAG
Pth-1-6 UUUUUGCCUCUGUGGAGGUGACAAAACUUGCAAAGAAAACCGAAACUCCGAGAACUGAUUGCUCUAGCGAAGAGUGGUAAUGAAGAAUCUAUGACCCAGGUUGUUAAACGCUUCAUUCCAAUCGUCAAGAAAUACAGCCGUCAGCUAGGAUACGAGAAGGCUUGCUCCGAUUUGGUGACU
Tma-2-3 UUUUUGUCUCUGUGGAGGUGACAAAACUUGCAAAGAAAACCGAAACUCCGAGAACUGAUUGCUCUAGCGAAGAGUGGUAAUGAAGAAGCUAUGACCCAGGUUGUUAAACGCUUCAUUCCAAUCGUCAAGAAAUACAGCCGUCAGCUAGGAUACGAGGAGGCCUGCUUCGAUUUGAUGACU
Dsp-1-12 UUUAGACGUAACGAGGGAAUUCCAUAAAUUUGAUGCCAGUAAUACAAUGACAUAUUUCAAUAAAAUAUGACCGUUAUAGCCUUAUUUUUCAUUUCAUGUGAGUGAGGUGCUGGCAAAUGGCAAAUGGAAUUUUGAUAAUAAUAGAAAGGCUAGAGUAGCUGAACUAAAAAGAUAUAAAGG
Sgl-1-6 UAUCUGUCUGUCGGUUUUUGACGGAUAAACAGGAUAUCGGGAUACCGGCUUUCGCCAUGCUCCGGCGAGAGGGGUAUCCUAUGGGGUUUUAUACUUAUAAGAGGUGGCAAUAGAGCAGACAGAGCUCGUACAUAUUACCCACCACCCAAACAAUCUCAUAUUGUAAUUUUGAAAAAGUCA
Dsp-1-13 AUUUUAUCCUGAGCAUAGUGGAGUUUGCUAAUAUUUAUUUGUUUUCUAAUAAUGCGUUUAUUGUUGCAGUAAUGAUUUUCAGCUCACGCUCAUCACAUAAAUGUUUUAUUAAGAGGAACAGGAUCAUGAGUACUACAGGGGUGGAUAUAACUCAUACCAUGUAGAACAUUUCGCUCCAAA
Ova-1-3 CUUUUGCCGUUUCUAUGGCUUUCUGCGGGCCAAACAGAGCAGCGGAAUUUGUGUUAUGCCGAGUGAUUGAAAGGACUCGCCAUGAAGCUAUCUAUAAGUUGCGCCCGGAGGCGAAAAUAAAGACGAAGAUAUCAAAAGAAACGAUAUACCACGCAUAAUUAAAUGUGAUUGCAAGACAGC
Dha-1-2 GGCUUUUAACGGAUGCUUCAGGUAUCAGGAUACCGGCUUUCGCUGUGCUAUAGCGAGAGAGGUAUCCGCAUGAAGAUAUUUAGGUUUUGUCCCUUUCCGAGGUGUAAAUAGAGACAGAGCAACUGGUACAUACCCUCCUUCACCUCUACAAUUUAAUUAUGCAAGGUUAAAAAAGUCAGC
Csa-1-6 CUUUUGCGGUUUUUAACGGAUGCUUUGGACUUCGUGAUACCGGCUUUCGCUAUGGCUAUGGCGAGAGAGGUAUCCAUAUGAAGAUAUUCCGCUUUUAUCCCUUUUCGAGGUGUAAAUAGAGCAAGAACAUUCGAUACAUACUCCUAUUCAAACCUGCAAUUUAAUAGUGUAUACCUAAAA
Dha-1-3 UUUUGCGCAAUUUUACAACUAUUAUCGGUUGUGUUGGGUGGGUGGGCGCUAUGAGAGAUGGCGAAAAAACUCAAUGUGAGGAUUUGAUAGAUAAUCUCCUAUGCGGUAGCCUGAAAUAUAAACCAGCCAUCCUUAACCGAAAACUGAAAUACACCGCCAUGCUUUUCCACGAUAUGAGCG
Csa-1-7 CUUUUAACGGAUGCUUUAGACUUCGUGAUACCGACUUUCGCUAUGGCUAUGGCGAGAGAGGUAUCCACAUGAAAAUAUUCCGCUUUUAUCCCUUUUCGAGGUGUAAAUAAAGAAAGAACAUCUUAUAUAAAUUCCUAUUCAAACUUAUCAUUUAAUCAUGUAAAUCUAAAAAAGUCAGUA
Dha-2-3 UACAACAUUGAUUAAUGCUUCUCAGGUCUGCCUUUUGCUGACAUUUGUACUUGGCGAAAGGGGGCCUCAGGAUUCGUUGCCGCGCUUACCGUUAUCAAUUCAUCAGGAGGUCGAAAUAAAGACAGAGCACUUUGUCUAUACGGCCUCCCAUCAAUUCAAUACCGCCGAAAACCAGCACUU
Dyo-1-3 CAACAUUGAUUAAUGCUUCUCAGGUCUGCCUUUUGCUGACAUUUGUACUUGGCGAACGGGGGCCUCAGGAUUCAUUGCCGCGCUUACCGUUAUCAAUUCAUCAGGAGGUCGAAAUAAAGACAGAGCACUUUGUCUAUACGGCCUUCCAUCAAUUCAAUACCGCCGAAAACCAGCACUUCG
Dha-2-4 CUCCGCAACGUUUGAACAAUGUUUCUUAGGCCCGGCUUUUGCCGCCUUUUGUUCUUGGUGAAAGGGGGCCUUUGUAUUCGUUGUCUCGGCUUGUGUUACCAACCUCACAACAGGAUAUCAGAAUAAAGAAAGAGCACUUCGUGUAUUCGGCCUCUCAUUAAUUCAAUAUUGCCUAAAACC
Toc-1-5 UUUUGGUUUCAAUGUUGUUUAUUGCAUAAUUAAAAUGGACAGAGUUGCAAAAUAAAAUCCCCACUUUUGCAACUCAAAAAUCCCCAAAUUUGCAAAGGUCAUUGCAGGCACCCCUAAAAACCUUUACCCUUGUAGUUAGGGAAAUCUUAACUGCAAGGGAGGAUUGGAGGAUGCUCACAA
Dal-1-7 UUAAAUUUUCUAACAUAAAUCUCCUCUUCACUAAACUGUGGCCUCACAGUUUUUUUUUGUGUGCAAAUCGUGCAAAUCGGGGACGGACCUUUUUUCGCAUUUAGUGUGCAAUUUCUUGCAAGGAGGCGUCUUCUCCAACGGUGUGGACAGAAAAACCUGUCCCUCUGUCCACGAAAAGUG
Dca-1-2 GUGCCAAUUAUUGGGGUGAAUAAAUGCCGGUAUUUACAUACAAAGGUAGAAGCAGUGAAGGUAAACUAGUUUCAGGUGCCAUGGAGGCAAGUUCCCCAAGCGAAGUUGCCGGUACUCUACGACUUCAAGGUGUUUAUGUUACGGAUAUUUUAGAGACCAAGCAAAAGACAGUUAGAGAAA
Dca-1-3 GUUUUUCUUGUUUUUUAAAGUUUGUGUACCAAGAAUUAUGUGCCAAUAUUACGCAAGGGGUGAUGGAAGUAAUCAUUAGCAGGCUUAAAGGAGAAAAAAUUUACAGGUUAGUAUUUUUCCUGUUAAUUAUUGGAAUGAUUUCCUUUUCUUUAAUAACCUAUUUUACUUUUAAUAAAAAAU
Dku-1-8 GCUGGGUCCUUAAUUAUUAUGCUGGAGAAAUUGUUAUUCACCUCUCCAUAUUAGUUUACUUCAGAAGGAAAGAGAAAGUAUGAACGACCACAAAAUUAACUGGAAAGAAAACAUCGGUGUCUUCGCACAUUUAAGUAACCGUAAUUGCCGCAGAGCGGCAGAACAAAUGUGCGGGGGGGG
Pth-1-7 UGUCACUUGCCGAAGUUAUUCCUUUUGCGCUGGUGUGCGGCUUGAUCGGCAUUGCGGGGAUGGUCUGGCAGGCAAAGCUGCAGGGCAGGAAAAAAUAAGACAAGCCGCUUGAGGGGGUUUAGGGGCUUUUUGAAAAUUGAAAUAAAGAACGAGUUUUUAUGGGUACUGCUUUUUUCCCUG
Chy-1-2 AGGGAGAAUUGCUUGGCCCGAAAAGCCAAUAUCUUUGAAAAAAGUUUUCAUGCAUCAAGUCGCGCCUUAUUAUUAACCGACUGGGAAGGAAAUUUAAUUGCAGCAAACCAGCAGUUUUACCAAUUGUUUCAACAAGAAAAAAUAGAUUUUGCAAAUUUUAAUAUUUUUCGCAUGUUUCCA
Chy-1-3 GAAAGCAAAGAUAUCUUGCUGAAUUUUUUUUUGGAAAAAGUUAAAAUAAAAUCGAGAAGGUAAAGGAAUUUAGCUAAUUUUGUCAAAUAUAUUAUAGAAAGUUAUGAAAAAAGGGGAGAAGCGCAUGGACCUUUUUGGAGGGGUUACCUACAACCUUUUGAAACUGGGGAUUGAUGCUGC
Chy-1-4 GGUUUUAGUAUUUUCCAAAGUUCAAUGAGGAAAAGUUCGAAAUAUCUUUUGAAAGUAAGAACUAUGUUGUACAAUAAAAAAAUAAUGGCGAUAGAGGUGGAAAUAUGCGUCGCAUUCCCGUGGAGUAUCUUAUUCCCGGUCUUAAAGUUGGUUAUCCGGUAAUGGACGGGCAGGGGCGGA
Chy-1-5 AAAUUUUAAAGGGGGUAUUUUAAUGAAGAAGAUAGCGGUUUUAGUUUUAACGGUAUUUUUACUUGGGAUUACUUUACCUGCGUUGGCCGAUACUGCUACCACCGUGCCAGCUAAUACCACUCCGGGGGUAAGUGAUACUGUUUAUGCCAACCAAACUCCAACCGUAAGUGACACUACCUA
Chy-1-6 AAGGUGGGGGGCACGGUGGUAAACUGGGAAUUAAAGUUAACCAACAAUAAUCUGGAGGCUUAUGUCAAAUAUUCUUUGCUGGAAGGGGAGAAAGGGGGGGAAGUUCCGGUAACGGAACAGGAUUUAAAAGAGUUUUUAAGCCAGAAAGGCAUUGUGUACGGGAUAAUUGAAGAAAACAUA
Tps-1-1 AGGAAGUGAUGUUUUAUAUGACUAAUAAAGAAAAAAUUUACAAUUUCAUUAUAGAAAAGAGUAAGGAAUUUAAUCUUCAGGAUUUUUUGAUAAAUAGAAAAGGUGGGGUCACUACAGAAGAAAUAGCGCAAUUGCUAAAAAUAGCUCGACCCAAUGUGUCUUUUAUUUUAAAUCAUCUUG
Tet-1-1 AGGGAGUGAUGUUUUAUAUGACUAAUAAAGAAAAAAUUUACAAUUUCAUUAUAGAAAAGAGUAAGGAAUUUAAUCUUCAGGAUUUUUUGAUAAAUAGAAAAGGUGGGGUCACUACAGAAGAAAUAGCGCAAUUGCUAAAAAUAGCUCGACCCAAUGUGUCUUUUAUUUUAAAUCAUCUUG
Tsi-1-1 AGGAAGUGGUGUUUUAUAUGACUAAUAAGGAAAAAAUUUAUAAUAUUAUUGUAGAAAAAAGUAAAGAAUUUGAUAUUCAAAAAUUUUUGAUAAGUAGAAAAGGUGGAAUCACUACAGAAGAAGUAGCACAAUUGCUAAAAAUGGCUCGACCAAAUGUGUCUUUUAUUUUAAAUCAUCUUG
Tet-2-1 AGGUGGUGUUUUAUAUGACUAAUAAGGAAAAAAUUUAUAAUAUUAUUGUAGAAAAAAGUAAAGAAUUUGAUAUUCAAAAUUUUUUGAUAAGUAGAAAAGGUGGAAUCACUACAGAAGAAGUAGCACAAUUGCUAAAAAUGGCUCGACCAAAUGUGUCUUUUAUUUUAAAUCAUCUUGUAA
Twi-1-1 AGGAAGUGGUGUUUUAUAUGACUAAUAAGGAAAAAAUUUAUAAUAUUAUUGUAGAAAAAAGUAAAGAAUUUGAUAUUCAAAAUUUUUUGAUAAGUAGAAAAGGUGGAAUCACUACAGAAGAAGUAGCACAAUUGCUAAAAAUGGCUCGACCAAAUGUGUCUUUUAUUUUAAAUCAUCUUG
Tit-1-3 GAAAGUGGUGUUUUAUAUGACUAAUAAGGAAAAAAUUUAUAAUAUCAUUUUAGAAAAGAGUAAAGAGUUUAACCUUCAAGGCUUUCUGAUAAGUAGAAAAGGUGGGGUUACUACAGAAGAAGUAGCGCAACUCUUAAAAAUAGCUCGACCCAAUGUAUCUUUUAUUUUAAAUCGUCUUGU
Tma-2-4 GAAAGUGGUGUUUUAUAUGACUAAUAAGGAAAAAAUUUAUAAUAUCAUUUUAGAAAAAAGUAAAGAGUUUAACCUUCAAGACUUUCUGAUAAGUAGAAAAGGUGGGGUUACUACAGAAGAAGUAGCGCAACUCUUAAAAAUAGCUCGACCCAAUGUAUCUUUUAUUUUAAAUCGUCUUGU
Pth-1-8 UAAAUUUUUGGGAUAGAAUGGGGUGUUUUUGUUGUUAUGUAUAAGACGGGUGUUUGCAAUAGGUGCAUAAAACUAUUAGUUAUUUUUAGUAGAACAAAUGUUCGACGGGGGGGGGGGGGGUAUUAGUUAGUAAAACUACCAUUAAUAUCCAUAAUUACAAUAAUUUAUCUUCUCCUUAUA
Dal-1-8 UGCCAAGCCCGAGUAAUAAUAGCAAUAUAACAAGAUUAAUGGUAACGGGAACACACUUAAAAUAGGAGUGGGGUAAUGAAAAUUUCAUUAACAACUGCUUACCAGUCAGACCGCGCACUGGAAAUUAUCUUUUCUUCUUUGCGCUGGUUUUUUUUGAUAUUGUCAGCAGUUGUCUUCUUC
Dal-1-9 ACCCUGGUAAUUCACUGGGGGGGGAAUAAUUAUGAAAAUGCAUUCCGCAAAAAUUUGUGUACUGUUGACCUUUUUAUUUAUUUUCUUUACUGCCACCAUCACUGAGGCAGCCACACACAGGCUGUAUGGCUCUAACCGUUAUGAAACGGCCGUUGAGAUAUCCCGCAGCGGCUGGGAUGC
Cpa-2-1 UGGGCUGUCGCUUUUUAUGUUUUUUUCAAAACCACCAUGAGAAAAGGAGGAAAGUAAUGCCUAAAAAAAUAGUAGUUUUUAGCCUGGCAGAAGAACUUUAUGGACUAGAUAUCUUCGAUGUACAUGAAGUUGUCAAAGAUGUAUCUAUCACAAAAAUACCUGAAACGCCCGAAUUUAUAG
Tte-1-1 UGGGCUGUCGCUUUUUAUGUUUUUUUCAAAACCACCAUGAGAAAAGGAGGAAAGUAAUGCCUAAAAAAAUAGUAGUUUUUAGCCUGGCAGAAGAACUUUAUGGACUAGAUAUCUUCGAUGUACAUGAAGUUGUCAAAGAUGUGUCUAUCACAAAAAUACCUGAAACGCCCGAAUUUAUAG
Dal-1-10 UGGGAAAGGAGGAUUUCAUUGAACAGCUUAUGGACGGAUAAUGCAACGGUAUCCCUGCAAAAAGGGCUGGAUGCUGCCGGGGAGCGUAACCGGGUGAUGGCCCAUAAUGUGGCCAAUGUAAAUACUCCCAUGUUUAAACGACAGGAUGUUUCUUUUGAAAAGCAGCUGCGACAGGCGCUU
Sli-1-2 UGUCAGCAUGGCAGGCGGUCCUGGUUUUUUGUUUGGGGAGGGGUAGCAGUGUUAGCCAGCAAGCGGGUUCUUGCCGUAGCAUUGGCGUUAAUGUUUUCUUUAGGCACUGCGUAUGGAUAUGUCGGUAAGGCGUGGGCCGAAUACAGUGUCAGUUUCGCCUCACCCUCAAUAACUAUUACC
Dre-1-6 AUUAUCAAAAGGCCCUUAAAGGCACAUUAGUAUCCGACAAAGGUGAGCAACGUACUAGAUUACAGAAGAUAGAAGAGUUAAAACAAAAAAUAGUUGGCGAGGGGUAUCAGCCCUCCGAGGCUGAGCACUUUUUAAAAAUGGCCGCAGGUUCACGCAAAAUCGAAAAUCUAGAUAACCAGG
Rob-1-2 GAAUCUGAAUUAACAUAUGCGGCCGUUUAAUUUAAUUAAACGGUUUUUUUGUGUGUUAAAAUAUGAAUAACUCUGAUGUUCCGGCGACUGGAUUGCUGUGAACAAUAUUGUAUUUCAUACGUCGAUAUCUGAAAGGUGUGAUAAUAUGAAAAGAAAAAUGAAAAUCAAAGAAUUCCUUAC
Ccl-1-5 CCUUUAUGUAUACAACCUGAAUUAUUUAUAGCAAUGAUUUCGAGCCAUUAUGACUAUGAUUUGCCGGAAAAGUGUUUACAAGUUUGCCAAUAAAUCCUGAAAGGAAGUGGUGAGUUUGUUACCGGCUAAAGUUGUAAUGGCUGAUGAUGAACAUGGAGUAAUGCUGAUACUCUGCUCAAU
Dme-2-4 AGGAAUUGUGGUUUUGAUAACUUAUUUGGAACCUUUAUCGACGGCAAUAUUCCAAGUUGGAGAGCUUUCUUCGCUUGAUUUGUUUGAUAAACAAGGAAUACUUUUGUUAUCUAAAGGCAAGCCUAUCACAGCGAAUAUUCUAGAACUUCUCCGGAAACGCAAGCUUUACACCUUAAAAUA
Dor-1-4 AGUGCAUAAUCAGGAAAGUACUCAUAUUCACAAAAAGGUUUUAAAGAUUAUUGAAGGAGGUUAAUUAGGAUGGUUUUCAGGGAUAUGAAAUUAAGAAACAGAAUCAUGAUUUCUACCGGCUUUGUGGUCAUAGUUUCCUUUGUUAUUGUUAUUUUUCUUGUCGGGAUAAAAGCGCAGACA
Dor-1-5 UCUAGGAGGGAAUUUGGUUUUGAUAACAUAUUUGGAACCUUUAUCAAUAACUUUUGGUGUUGACGAGCUUUCCUCACUGGAUCUGUUCGAUAAACAAGGAGUACUUUUGUUAUCAAAAGGUAAGCCCAUCACACCAUUCAUUCAUGAGCUUCUGAAAAGGCGCGAAGUAUAUACUUUAAA
Ast-1-1 AGGUAAGAAAAAUGAUUAGCAAGAAUGACAAAUGUUUAAAAAGUAAAAAAAGUAUUGCGUUACUUCUGAUUUUAUUAUUAAUAGGUUUUGCUGUUGUAUUUCCUAAUUUUAUGGGUAACAGCAAAGUAAGUGAAAAUGUAUCUAUUGAAGAUAAUAAAACACCAUUAGCAUCAGGAGAAA
Cas-1-3 GCGUAUUGCACGCCCAAGGUGUGUUUAUGCAGAUUUUUAGGCAAUCCUGACUGGACUCAGGAUUGCCUUUUUUGUGCUGAGAGUGCCCCUCCGGAUUGGCUGGUCGGGAGAAACGUUUGAAGAAAGGAGAUGAGUGAGGGAUGAAAGAAAAAAACGGUUUGCUGCAAAAGAUCGUGGGAG
Awo-1-5 GGGAAGGUAAAAAGUCUGAAAUCUGUUUGCGGGGGCUAAAGUUCUUUUGGCGGAUGUCGAAAAAAGAAGUAACAAAAAGAAGAUAUGCUGACUAUGUUUUAAAUCAGAAUGACUACUAAGUUAAAAUUAUAUUAAGGUAAAAAAAGCGAUGAUGUGCGAUAAUAUCAGCGUAAAUGAUGU
Dgi-1-5 AUGAAUAUGUCUUUUGUCAAAGAGGAGGAACAAUAACAAUUGCAUUUGGAUAUAGAAACCGUCAAUAACAUACUUUCAGGGUUUCCUCAUGACCUGAAGAUGCAUUCUUUAAAUGUAUGUUAUCUAGCUAAGAAAACAGCUGAAUAUGCUGGUUAUACCUACCAAGAGAUAAAAGAAAUA
env-1 ACACCAACAGGUGAAUUGGUAGAAGCGACAUUAGAAAAUCUUGAAUAUUAUGGAUAUAUAAGAAUUUUAAACUAAGUAGAUGGAAGGAAAAAAAUGAAUAAAAGUCAAAUGUUAAAGAUUCUUCAAGAGGAAGGAAUUAUAAUAAAAGAAGAAACUAAUGGGUAUACAGAAAUUAUGCAG
env-3 CUAAAGGGAGGAAAAAUGAGAAAUAUUACUUUUGCAAUUUACAAGGGAAUCGAAUACUCUGCUGGAAUUAAAAAAGAUGGUAGAAUUGUUUUGCGGUCAGAGGAUGAUGCUAGUAAAAAAGAGGGGUUUGUAGAAAAAGAGAUUGGAAAUAAUAGAAUAUAUAUAAAGUAUGUUCAAAAA
env-5 UAAAAGGAGAUUAUAGUAGAUUGGCUUCAUAUAAAGGAGAAGCAGCAGUUGAAGGAUGGGGGAAAGGAGGAGCAAUACAGUAUGAACUUUCGUUAACGGUAGAACAAUUAGAAAGAUUAGGAUUAUUAAGAGAAAUAAACUAGUAUGGAGGUUAGAAGAUGAAAAUAAAGGAUGCAAGAA
env-6 GUUUAUUGAAGUAUGAGGUGAAAAGAUAUGAAUGAAAAAUUUGAUUUUCUGCCACUUGGGAGCAUUGUAGUAGUAAGCGGUGGCAUAAAAAAAUUUGUGAUUGUUGCAAGAGCACUGCAGGUAAAUAUAAAUGGCUGUAAACAGUUCUUUGAUUAUGCUGCCUGCCCAUAUCCUGAGGGA
env-8 GUUUAUUGAAGUAUGAGGUGACAAACUAUAAACAGUCAAGAGAAUUUUGAAAUUUUUUUGAAUUGUAAAAAGGGGUAACUUUAAUAAGCCAUCUGAAUACAUCGUAUUUCAGAUGGGAGAAA..........................................................
env-11 AAAUAACUGAAAAGCCUGAGUAGUUUUCCAUCAUUUUUCAAUCGACACGAUUUGAAAGGAUGAAGGAAAAUGAAGAAAGCAAUCAUCACCGUAUUAGCAGUAUUAACAAUCAUCGUAACAGCAAUGGCACCCGCAGCAAAGAUGGAUGCAAAGGCAGCAGCAGACCAGACUUCUACCAUG
env-12 AAAUAACUGAAAAGCCUGAGUAGUUUUCCAUCAUUUUUCAAUCGACACGAUUUGAAAGGAUGAAGGAAAAUGAAGAAAGCAAUCAUCACCGUAUUAGCAGUAUUAACAAUCAUCGUAACAGCAAUGGCACCCGCAGCAAAGAUGGAUGCAAAGGCAGCAGCAGACCAGACUUCUACCAUG
env-13 UAUCUCAUAGACGUAACAAUAAAUGAUUUUAUCAGGAAAGAAUGAGGAAAAUGAGAGUAUGAAAAAGGCUAAAUAUUGUCUGAUGGCAUUGGUGUCAGGUGUACUUGUAGCAUCUGCUGUCUUGUCUGGAUGUGGACAGUCAAAGAAAGAAGUAUCUAAAAAUGAUGAUCAUCUUACAGU
env-14 AUCUCAUAGACGUAACAAUAAAUGAUUUUAUCAGGAAAGAAUGAGGAAAAUGAGCGUAUGAAAAAGGCUAAAUAUUGUCUGAUGGCAUUGGUGUCAGGUGUACUUGUAGCAUCUGCUGUCUUGUCUGGAUGUGGACAGUCAAAGAAAGAAGUAUC.........................
env-15 UAUCUCAUAGACGUAACAAUAAAUGAUUUUAUCAGGAAAGAAUGAGGAAAAUGAGCGUAUGAAAAAGGCUAAAUAUUGUCUGAUGGCAUUGGUGUCAGGUGUACUUGUAGCAUCUGCUGUCUUGUCUGGAUGUGGACAGUCAAAGAAAGAAGUAUCUAAAAAUGAUGAUCAUCUUACAGU
env-16 UAUCUCAUAGACGUAACAAUAAAUGAUUUUAUCAGGAAAGAAUGAGGAAAAUGAGCGUAUGAAAAAGGCUAAAUAUUGUCUGAUGGCAUUGGUGUCAGGUGUACUUGUAGCAUCUGCUGUCUUGUCUGGAUGUGGACAGUCAAAGAAAGAAGUAUC........................
env-18 UAUCUCAUAGACGUAACAAUAAAUGAUUUUAUCAGGAAAGAAUGAGGAAAAUGAGCGUAUGAAAAAGGCUAAAUAUUGUCUGAUGGCAUUGGUGUCAGGUGUACUUGUAGCAUCUGCUGUCUUGUCUGGAUG................................................
env-20 UAUCUCAUAGACGUAACAAUAAAUGAUUUUAUCAGGAAAGAAUGAGGAAAAUGAGCGUAUGAAAAAGGCUAAAUAUUGUCUGAUGGCAUUGGUGUCAGGUGUACUUGUAGCAUCUGCUGUCUUGUCUGGAUGUGGACAGUCAAAGAAAGAAGUAUCUAAAAAUGAUGAUCAUCUUACAGU
env-21 AAAAUUUUAAUUUGUGAUGAUGCUAGAUUUAUGAGAGUUACUUUAAAGAAUUCCUU............................................................................................................................
env-23 CCACAAUUAUGUAGACACCAUUUUUGCGCUCUUAAAACUUACAAUAAGAAAGCUAUUUUUAUUAUUUUUUCAAGUGCAAAGUAUUUGCUGCUAGAGAUUCGAAGUUUGAAUUAUAAAUAAUAUUAAAAGAUCAGAAGGGAGUGGAGAAGGCUAAUAAAAUAUAAUCAUAGUAAUUAGUAG

....................................................................................................................................................................................
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alignment positions 511 · · · 607

Bca-1-1 CGGGCGAGAUGACCUUCACCUGCACCCUGUGUGAGGAGAAGGACGUGCGCGUGGUUGAGGCCCUGGGCCACAGCUACGAGAACGGCGUCUGCACCGU
Bca-1-2 GUUGCCGCCGACGAGUGGGAAGUCACCCUGUCGACCAAGGUCAAUGACAUCAAGAUUGAACAGCAGCCCCUUGAGGUUACCUUUGUCCUGGACGUGU
Tpo-1-1 GGACCUGAUGACAUUGGAGCGGGACCUGGGAGUCAGAUUGACCAGACCGGGUAGAGGGAAUAAAGAAACCGGCCGGUAUAAAAUAGAAGAUACGUUC
Dac-1-1 UACCAAAGGAGAUGCAGUUAUUAUUGAACUGGAGACGAACGCUUUGGAUUUUAUGGGUGACCAACUUUCUAGUCACGGCCGGUAUGAGUUUGGUGAU
Cba-1-1 CGCAGGAUAUCACUUCCCGGAGUGACAGGGGCCGUGCUCUGUAUGGCAUUCAUUCCCAUCAUCCUCAUUAAUCUUGUGCUGAUUGCCAGCAGCUACA
Cas-1-1 CCCGAAUGGGGAAGCUUUAUCCCGAAGCUUCGGGAUAAUAUGGGGAGACAGGAAAAUUCACCGAGGGCAGAGAAAAAGCCUCAUUAUUACAUACGUU
Csp-5-1 GCAGUUGUUUCGUGUACCUGCUUCGUAUAUCUGUCUGCUUUUUAUCUGAUCUUCGUAUCCGCUUCCGUGCUCUAGCGGCUGAUUUCUACCGUAGGGA
CDe-1-1 GCCGUCCGGCAGCGGGUGAUCGCGCACAACAUCGCCAACCUGAACACCCCCGGUUUCAAGCGCUCCCGGGUCGAUUUCCAGGCAUUCAUGCAGGCGG
Ere-1-1 GAUGAAAUUGAGGAAAUAUAUGAUAAAAAAACAUAUGCUGUUUAUGAAGGAUAUAAGUUUAUAGUAGUUGAUGAAACGGAAAAACAAAUUUUAAUAU
Ere-1-2 CUCUCCAAUGCGUAGAUGACUCUAAUAAGCUUUUUAGCUACAUGAGUAAUGGCUACUCGAUGCGGUUUGCCUUCUCCGCGUUUCUUGGCAUAGUAAG
Csp-3-1 UGAAUUAAGCGAACGUGUAAUAGUUGUUUUUAAAAAUCAAGCUGAUAAAAAUAUAGUUACAAGGGCCAGAGGAAGUGUAAGACGAGAGUAUAAACAU
Cha-2-1 GGGGUGGCGGGAUAUCGACCUACCAUCGUGUUAUCCGGUUCCAUGGAGCCGGCGUUUUAUCCGGGGGACGUGAUUCUGAUUAAGGACACGGAGAACC
Bpr-1-1 AGAAAGCUUACUACACAUCCUUCUCAGAGGGAUUACACGCAGCAGCCAUCCUCUUAGAGGAUGAAUUGUCAAACGAGUUUACUGGUGACUGGUACUU
Tpo-1-2 GCUAACAGCUUUUUGCUCAUUGGUCUUGAAUCGCUGACCGGCGGAAAAAAGGCCUAUAUUAACUUUACAGAGAAUCUGUUAAAGACCGGCCUGCCGA
Cce-1-1 CUCUUGAGCUUACUACCCCUAGCGAUGUAAAGCUUACUUGGAGCUCAGUUUAUGGUGCCACUGGCUAUACUAUAUAUGGGAUUAUUGAUGGUCAGCU
Tpo-1-3 AAAUUGCCCCGAUCCAAUAUUUAUUGUCUGCAAUAGGGAGGGAGAGAAAAAUGAAGGUAAAGCUAGUGGCGAAAAUUUUACUGGGUUUUGCAGUAGU
Cst-1-1 AAGAUGGAGGGACACAAGCACCAUCACAAGAUGAAGGAACACAAACGCCAUCACAAGAUGAAGGAACACAAACGCCAUCGCAUGAUGAAGGAACACA
Cst-1-2 UAGUUGAUGAGGAACAAAACGAAGAACAACCGGAGAAUAAUUUAGAGCCUGAGAAUGAAGAAGAAGUAAUAGAAGAAGAACCUUUUGAAGAAGAGGA
Ame-1-1 UUAGAAAAACUAAAUACUGAAUAAAUAAUGAGACCACCACUAAUCAGAUUUAAAUAAUUGAAGCUUUCCUUCAAAAAUACUGUGGCAAAUAGUACUG
Aar-1-1 GAACAUGGAUAAUAUUACAGGUAAUCAGAGUAUAUCAGUUUUAACCAAAGCAUUAGAUGGUCUCCAACAGCGCCAAGAAGCUAUUUCAAAUAAUAUU
Aca-1-1 UGCACUCGGCCUUGCAACUCUGGGCAACUUAAGUUAUGCGGCGGAGGAACCACUGGAAGCAAAGAAGGACCUUCAGGCGGCAUCCUCUUCAGAGAAU
Asp-1-1 UUCUUGCACUCGGCCUUGCAACUCUGGGCAACUUAAGUUAUGCAGCGGAGGAACCGCUGGAAGCAAAGAAGGACCUUCAGGCGGCAUCCUCUUCAGA
Cbo-1-1 AAAACGCCGAAGAAGAAUAUAAGAGUGGCUGUAUUGAAAGCUUUGAUUAUAAUGAAUAUUUUAGGUAUCCUGAUAACCAUGUCGGAGAGCGUUUAUG
Eba-1-1 UUUUAUCAAUAGAACUGGUGAUAUUUGUCAAUGAUCCAGAUAUUUUUAGUGAAAUAACAGAUAGUGACAAAUAUAUGGCAAUAGUAGAGAGCCUAAA
Tac-1-1 AACUAAGCUGGCAGCUUUCUUUGUCCUUAUGUCAAUUAUUCCUCUUAUAUGCAUGGGUGCUGUAGUUACAUAUAUAUUUAGGGAUGCAAUCACAAGC
Tpo-1-4 CGCCGGGGCUGCAUAUCAUUUUGCAAUUUCCUGUUUUAGUUAUGUUAGUAACCUGUUUUUAUAAGCUAAAUAUCACAUAUGCUAUUCUGGCAUCUUC
Lba-1-1 AAUGCAAGACUUCUGGCAGACAUCAACAACUUAAGAGCAGAGCAGGGACUUCCCGCACUGACCCUUGACAGUGAAUUAAACAGCUAUGCAGCAGUAA
Lba-1-2 .................................................................................................
Cce-1-2 AUAAUAUUAAUACUGCCUUAGUGGUGGCAAUAAUUGCUCAGUUGGCAGAGAUAAUUUCUUCUGAUUACCCUUAUUGGGGUUUUAUAUUUGUUCUGGA
Tpo-1-5 UGUGCCUCCGGGGCGGGAGGCACUACCAAUUCGCUGUAAAAUAUACUAUAAUAUCAUUAGAGGAUUUAACAAAGGAAGCUCCUUAAAAAAGGAAGCA
Ova-1-1 AAAUAGAACAACAAUUGUGAGAUACUUGAACAAAGUGUAACGAUCUUAAAAAUAUAAUGGGGUGUUACAAUGUUGAUUGAAUAUUUCAAGCAAUAUA
Dme-2-1 GAAACAGAUGGGUAUCGGAGAAGCCUUCAGAGCUAAUUUUCUCGGUCACGCUCCGAGCUGGUACAAAACAAUAAUUCUUGCUUUUCUGGUGUUAAAC
Dyo-1-1 GUCAACUGGCAACCCGGCAGAAUGCUACAGUAAGCGACUGACCUGUGACUAUUCGCAAUGUUGUUAAGCAACAAUAAAAUUUCUAAUUUGGAGGAGU
Dsp-1-1 GAUUCAUCACAUUGAUUGGAACACCUUAGGGCUAUUGGUUGGGAUGAUGAUCAUUGUUGAUCUGACUCGAAGAUCAGGCGUCUUUACCUUUCUAGCC
Dme-2-2 CAUCGUGUAGUAUUUAGUCUUGCGAACUGUGGAGCGAUACGCAAGUUCAGCAGUGUUAUUAAUGCAAAAAGUGGUAAUUCGAUAGAAUGCUACAAAA
Dac-1-2 CUCACACAAGAUAAAGCUGUCAAACAUAUUGAUUGGAAUACUUUAGGGUUAUUAAUCGGGAUGAUGCUCAUCGUUGAUCUUACCCGCAGAUCAGGUA
Dde-1-1 GGGCUAAUUUAGCGCCGGAGAAUUACCAUCAUUUUGUGCACAAUGAAAUUAUGGGAGACCUAUCCCUUCAUUUCUUUGUUAACGAUAUUUUUAUGGU
Dme-1-1 CUUCACUUUUUUGUCAAUGAUAUUUUUAUGGUCUUCUUUUUCGCUAUGGCGACAGUGGAAAUCACCCAAAGUCUAUUACCCGGUGGGGACUUAAAUC
Ddi-1-1 GCUAAUUUGGCCCCGGAGAAUUACCACCAUUUUGUGCACAAUGAAAUUAUCGGGAAAAUAUCCCUUCAUUUCUUUGUUAAUGAUAUCUUUAUGGUGU
Aar-1-2 AGGAGUAUGAAGCAACUAAGCAGGAUCUACAGGAAAUCAGAGAUGAAACAGCAGAGACAAUUCAGAAAGUAGACCAGCUUAGGCUAAAAAACCAGCG
Sth-1-1 GCUUCCCAUCGCGGUCGGACUCCCUCAGCUCAACGGAGGGUUGCACACAUGGAGAACCCACUGAGCCAAGCGGAAAUCGAUGCCCUUGUAAUGAGUA
Dsp-1-2 AAUGAUAUAGUUUGUAUAAAUGUCUCAUUAGAUUGGUGGCGUGAUUGAAAUGAUAGGUAAACGAAUCCAGGAACUACGAAUACAAAAGGGUUGGUCU
Dsp-1-3 UGCGAGAAGAAGUUGUUCAGGGACAUUCUUUAGAAGAAAUUAGACAAGAUUGGGCGUUCAAACUCAAGCUUUCACCAGAAGAUAUUACGCUUGAAGU
Tma-1-1 CAGGAACGCCUGGCCAACGACCUGGCCAACGUCAACACGCCGGGCUACAAGGCCAGCCGGAACGUCACCGAGGCCUUCCCCGAGCUGUUCGUCGCCC
Dme-2-3 CUUGUACGAUCAAUUCGAUCGGACGAUUAUGCUUCAGGUACAGACUGCCCACAGCCUAGUACAGGAUGUUUAUAAUAGUCAGCAAAAGGGAGAACUG
Dor-1-1 AGUAUCGAGAUACGUUGUACGAACAAUUUGACAGAACUGUAAAACUAGAGGUACAGACUGCUUACAGUUUAGUUGAAGAUAUUUACAAUAGUCAGCA
Eli-1-1 ACUUUGGUAGAAUUGAUUGUAGUAUUGGUUAUUUUGGCGAUUUUGGCAGCGUUCACGAUUCCUGCGAUGUUGGGGUUUGUUGAUGAUGCUAGAGGGA
Csp-3-2 GUAAUAAUGUAAAAGUUUUAUAUCUUCAAAUAGACUACAGUAUAAAGUCUGAUGUUUAUAGAAGUUUCAUAAAAAAAGCUUCAUUAAAAGGAAUUAG
Mth-1-1 AGAGGACCAUCGCCCACAAUAUCGCCAAUGUCAAUACUCCCGGCUUUAAGCGCUACCAGGUCUCCUUUGAGGACCAGCUCAGCCGGGCCCUGGGGCU
Osp-1-1 UUGAGAACGCUGCUAAAGUAAGAGCAAAUGAAAUCGUAAGCAGUUUUUCCCACACAAGACCGGACGGAAGACCUUGGUAUACUGCUGAUGAUAAGGU
Dac-1-3 CUGCCACUACAGGGAUUGAAGCAUUAUCAUUGGCUAAAACCCAGUCACCAGAUCUCAUAAUAUCAGAUAUUAAAAUGCCAGGCAUCAAUGGAUUAGA
Dor-1-2 AACGAUGCUGACUAUUUUGCCUUUAGUUUUGUUGACGUUAAUUAUGAUAUCGGUGAUUAGCUACAAAUUCUCCGAAACCUUGUUGAAAAAUGAGAUU
Dku-1-1 AAAAUCUUCCGUCAGCUUUACGGAGGAACUGCGGCGGGCGCUGGGGGAGGAUGUCCUGCCGCUGGUUACCAGUGACCCCAGGCAUAUCGGGGCUCCG
Dme-1-2 GCUAAAGCGAUUUCAGAACAACUGAAUAACGGCACAGCUAAUGAUGUCAUUUUGACUUCAGGGAAUAACUUUCCCGAUGCUCUAUCCGCUAGUGUAU
Awo-1-1 GUUGAUCAGCUAAGGUUAAUGCAAGAGCGUGAUUGGUUAACCGGUUGCUUGAGUAGAAAUAAAUUUAAAAAAGAAUGUGAAAAAAUUCUCGAAAAAA
Sac-1-1 UGGUAUUAAUGUCUUCUCCUAUGAUAGCCAACUGAAUGACCCGUCGACCGCACCUGCCCUGAUCGGUCUCGGCAUGGGCAUGCAGCAAUUUCCCAAU
Eli-1-2 AACUUGAAACGCUCAUCACCAUCUCCGAAGCACUGGAGGUUCCUGUCAGCGCACUUCUUACCGAUUUCCCCGUCGAAUCCUUUACCAGCCGGAUUCA
Pth-1-1 GGGCCGGAAUCCGGUUGGAAUGGCUGUAACUCAUCCCCGCCAUAUGGGAAAGGCCCCUCUCCUGAGCGAGCUUCAGCCGGUGGAAAAAAUAAAUAAC
CDe-1-2 CCGGGCGGUACGGCCCCGGCAGAGGAUUCUCCGCUGACCGACGGAGGUAACCACGGACUGGUGUGGAUCGAAGGAGGUCGGGUACAGGUUCGGAACC
Cob-1-1 ACAAAGCAGCCAUCUCAAACGGCUAUAUCCAGCAAUAACACAGGUUUUGGUACAUGGCUUUGGAACCCUUGGUUAAUUGUAAGCAGCAAAGAUGAGA
Chy-2-1 UUCUUCGACAAACCAUUUUAUGCCGUUGUAUUCUAUUAUUUCUGUUGGCUGAUUUAUGUCAACUGGAAGUUCUGGAUUUUUUGCUGUUGAGAGAAUG
Awo-1-2 AGGUCGGUGUUGAUAAUACCUGGAAUGCCGUUAAUACCAAAAAUGAAAUCGUGGUAGCCGUUUUGGAUACCGGUUUGGAUGUUAAUUUGUCUGAUCU
Awo-1-3 UAUCAGUCCUUAAGGAUUGUUAUAGAUAAAUAGAGCAUAAUCAAAGCUCCGGUUUUAGCCUGGUUUUAUAAACAGGGCAAAAACUGAAAUUUAAGAA
Lba-1-3 CUACUUUUAAAUAACUGAAAAGCCUGAGUAGUUUUCCAUCAUUUUCAAUCGACACGAUUUGAAAGGAUGAAGGAAAAUGAAGAAAGCAAUCAUCACC
Ame-1-2 CUAGCUUAACGGAAAGUAGAAUCGAGACGCAGAUGAGAACAUUAGAAGUACUGGUAGAGAUACCAGAUUUCCAAAGUAUGGAUUGGGAAGUACAACA
Dre-1-1 AAGAUACUGGAUUUGACUUUAUCCAGCAAAUCAAGGACUUACAUAGUGGAUUAAUUAUUGUUUAUACGGACCAAGUUACCAAGGAUGAUUUAAUGGA
Aca-1-2 UUCUGACUGGAUCAGACGGAUAUCCGUCUGGAGACGGCAGUACAAAGGAGCAGCCGCUGCAUGAUAUCAAUGCGGCAUUUCGGGCUGCAGCAGACGG
Asp-1-2 UUUGUCCAAUUAUUAUGUGGGACAUAUACAAAUAUAUUGAGGGGGAACAAAGUUGAAUUUAACAGGAUUUAGAAGGAUCACAGCUUGUUUCCUUGCC
Cbu-1-1 UGGAUAUUACUAUGCCAGAAAUGGAUGGAAUAGCUGCACUUAAUAAAAUCAUUGAAAUUGACUCGGAAGCUAAAAUUAUAAUGUGUUCAGCAAUGGG
Aca-1-3 GGGUCUAAGAUCUGAUUACAGAUUAUGACAGCCGAUUGCCGUAUGAUGGGGAUCAUGUGAUUUGAAAAACAGAUUAGGGAACUGCUUUUUCACCGGU
Asp-1-3 GGGUCUAAGAUCUGAUUACAGAUUAUGACAGCCGGUUGCCGUAUGAUGGGGAUCAUGUGAUUUGAAAAACAGAUUAGGGAACUGCUUUUUCACCGGU
Asp-1-4 AGUGACACAAAGCCAAGGGUCUAAGAUCUCUAAGAGAUUACGAUAGCCGGUUGCCGCAUGGGGAAGCUCAUGUGUUAUGAAAUAAGCAGAGUGCUUU
Aca-1-4 GUAGUGACACAAAGCCAAGGGUCUAAGAUCUCUAAGAGAUUACGAUAGCCGGUUGCCGCAUGAGGAAAGCUCAUGUGUUAUGAAAUAAGCAGAGUGC
Ece-1-1 UCUACAAACGAUUCAAACGCAAAGACCGGUUCUUCAUCCGCGAUCAGCGGGUCCGGUCAGAUACCCUUUCAGAAUGUAUUUCAAACUGCAGUAGAAC
Esp-1-1 GAUGUGUUCUCGUGGGGCUUUUCUGCGUCUGAUAAAGACAGGUUUUUUGCAGAUUUCUCUAAAAACAGGAAAACUGUCAAAAAAUAUCAUACAUAGA
Dfo-1-1 GUACAUGAGAAGUAUCCGGAAGUAAAUCUGGAGAUUCUUUCCUAUUCAGGUGCAAACACCACACAAUAUUUACAGAAUAUGUUAGCAGCAGAUGAUC
Rob-1-1 AUCUGUGGGAAAAUCGUUUGAUGAAAAAUAUUGCACCCUAUAUCCAUGAACAGUUUUCUGAUCAGGAUAUUGAAUUUAUUAUUGGUAACAAUGAUAC
Eha-1-1 UGUUACAUUAUAUUUUGCACAAUUAUAUGUUUUAUUGUUUUAUCCGUUCCUACAUUUGCCAAAGAAAACUCUGACAAUGUUAUCCGGGUAGGAUCUU
Dfo-1-2 UAUUAUAACCUGCUGUCGUUUUUCGCUUCACGAUGCAAGUCCUCUGAAAGACAGUCUGAUGGAUCUUUCUACAACCAACGUGGCAGGUGCUGUCUAU
Ece-1-2 GCGAAAUCAAUUGACCAGAAGGGCGCAGCAAUAACAGAGGCGCAGAAAGACGUAGAUAAAACAAAGAAGGCUUUUGAUAAAGCGUUUGUGUAUUUUG
Csp-3-3 GCACUUUCAUCUAUAAUGGAAAUUAAUUCUAGUGCUAAAGUAAUCAUAUGUUCUGCUAUGGGACAAGAUGAAGUUGUUAUAAGAGCUAUUAAAGCUG
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Cbe-1-1 AGUGCACUAUCAUCAAUUAUGGAGAUUAAUCCUAAUGCGAAGGUGAUUAUAUGUUCUGCAAUGGGACAAGGAGAUAUCGUUAUCAAAGCGAUAAAAA
Fpr-1-1 CGUUUGCAGAUAAUGCAAAAAGCGGUGAGUUUCAUACGGAUGGAAUAAAAACACAAGAUGGAAAUUUUGUGUAUAGUGUAAAUGAUGAUGACACUGC
Tpo-1-6 UUGAAGAAAGCUAUGGCUGCAAAUGGCAGGUUACAAGGAUUGACCUCAGACCCCAGGCAUAUACCCAUCGGCGGUAAAAAACCAAUAGAAAUUAAUC
Nth-1-1 AAAAUGGAAUGGUAUUAGCUAGACCCGUAUACAGUAGCAAUGGAACCAGACUGUUACAAGAAGGGGCUACCUUAAAAGAGAAAUACAUACCUAAAAU
Dre-1-2 CAUCAACCAAAAGGUGAAAGAAGGAGAGAUGGUUGCAAGCCUUAUUAUCCGUGAGGAAAUUCAACAUUUUCUAGAUUCCAAGGGGGAAAUAGUUAAG
Eli-1-3 AGCCCAAAUAACAGAGAAUAAUACCGUGACAGAAAAUCAGGAAGUGGACAAAACAGCGGAAAGUGUGGAGGAGGCAUCUUCUGAGGCAGUUGAGUCU
Pth-1-2 AGACCAGAUCGAAGACCCCUCAAAACUGGAAGCCUGGCUCUGCCGCACGGCGUCCAACACGGCCCGGGACAUCAUGCGCCACCGUUACAGGAGCGCG
Ccl-1-1 UGUUUCAACCUGGUAUGAUGUAAACUUAGUUAAUGGUACAUAUAAUGAAGAAAUAUGGCUUAUCGACGGUAAAGGUAAAUAUAAGAUUUCUGUUGUU
Tsu-1-1 GGGCUCUGGAGGCGGCGCUGGCCGGUCGCGGGCCGGCGGGAGGCCAGGCCGCGGGGUGGGCAGCCGGGGCCGCCGGCACCGCCGGGACCGGAGGGGC
Tma-1-2 GCCCAGAACGUGGCCAACGCCGACACGCCGGGUUACAAGCGGUACGACGUGGACUUCGCCCGCGCCCUGGAGGAGCGGCUCGGUCCGCCCGCGACCG
Csy-1-1 AAUUAUAGAACAAGCAUGGAUACCAUUGAGAGAAUUGAAGAAUUAAAACGUGAGAUAGUGAAACAAAAAUUACUUAUAGAGAGUGAAGAGGCAAAAA
Sgl-1-1 CCUGCUGAUCGUAUCGUUUCCUGAAUCGAUCCUGGUGGCGAUCCUGGGGUUUCUCAUGGUAGGGCUCAAACCUCGGUGGCGCGAUUUACUGAUGAUU
Bpr-1-2 CCUCCUUUGUUUUGGAGAGAUUGGUUUAACGAUAAACCAAUAAUAUAUAGUUUUACUUUUUCUAUUAUAUAAGGAAAUAGAUAUGGCAGAUAUAAAU
Dni-1-1 GCCGUCUGUACUUUUUACGGCUAUACCAGGGAAGAAAUCUUAAACAUGCAUAUUCAGGACAUCAACAUGCUGCCCAAGGAAGAAGUAGAAAGACGGC
Aca-1-5 CAACAGAGGCUUCUUUAGCAACUGAGGAAACAGCUGCAAUGGCCACAGAAUCUGUCACAACAGAGCAAAAGGCCGCAACAGAGAGUAAUACAGAAGC
Dca-1-1 ACCCCUGGCUAAAACGUAAGCCGGGGGUUAAUGCUUUAGGUGACACACCUUUUCUUUGUAUACUGGUCGGGUACUACCUACAAAUUAUUUAUCCAAU
Dni-1-2 .................................................................................................
Dac-1-4 GAACGGUCAUUGAACCCGAAUCUUGGUGGCAACCUUGAUGUGAAAGCCUAAAGGAAAGUACUUAUUUCAAUCAACGUCAAAAGCGUCGGAAUAACUU
Sac-1-2 GCUGGCGGAUGCCAUAAUGGGGUUUGGGGCGGUCUGGGCCUUUAGCGCGAGUCCGACCACCAAUGCCCCCGCCCUUCUGACAUUAGUGCCGUUAGAA
Dre-1-3 ACAGAGCAAAUAUUACAUAGUAAGAGAAGAGUUAUAAGAAAGGUGGGUAGCCAUCUGUACGGUGUACCAUACAUCGGCAUGGGUUCUCCUAUCUUUG
Mth-1-2 AUUUAUGCCGGGGCUUUGCUCCAUGAUGUCGGCAAGAUUACUAUAACCAAUGCGCUGCUUAUGAAAAAAGGUCCUUUAACCCGGGAGGAAUGGCUGG
Dgi-1-1 UUAUAUUUGCCACGGCGGUUUUUUUGAUUACCUAUGCCUUUAUCGUUUCCGAAAAGAUUCACCGGACUGUGGCUGCAUUUUGCGGUGCGGCGCUAGU
Dku-1-2 AGAUUCACCGUACCGUGGCUGCCUUUUGCGGUGCGGCGAUAGUCAUACUGGCCGGUAUCAUUACCCCGGAACUGGCCGUCCAUUACAUCGAUUGGAA
Tpo-1-7 CCUUUGCCCCGCAGGAGUCUGGGAUGGCCUUCGGCGGCGGGAUGAUGGGCGGUAUAUUGUUGGGCCUGCUCUACGGUCUAUUGAUUGCAGUGGUGAA
Dac-1-5 CAGAUCUAUUUGAUAAAGCCGGUGUAUUAUUACUUCAUAAAGGACAGCCAGUGACAGAAGGUAUAGGAGAUCUUUUAAGGAAGAGAAAAGUUUAUAU
Dsp-1-4 AUAGGCGUUGAAAUGUAUAAAGAAUUCCGCCCGGAUGUUGUUACUAUGGAUGUUACCAUGCCGGAAAUGACGGGUGUUGAGGCUCUCAAGAAAAUUA
Dac-1-6 GUUUGUUUGGGUAAAAACAUCGGACUCAUUUUCCUUAGACAUUUUUAAAGUUGGCAACAAGCUAAACGAGGAUACCACGACAAUGCAAGCAAUACGA
Dsp-1-5 GUAAUCCCGAUCAUUGACUUAAAAAUUAAGUUUGGUUUUGAGCAAACCGAACGAAGUGUUGAUAGCCGUCUUCUAAUACUGGAUUUAGAGAAUUCUU
Dac-1-7 UGUAUUCGAUUUAAGAGGUAAAGUGGUCCCAAUCAUCGAUUUGAAAAUGAGGUUUGGGUUUACACAUACAGAAAGAAGUACCGAUAGCCGUCUUCUC
Dsp-1-6 UCAGGAUUCCAGAACUGAUAACUAAAAUACCGGAUAUGCCUUUAUACGUAGAAGGGUUGAUCGAUAUAAGAGGCAAGGUGAUUCCAAUCAUUGACUU
Dsp-1-7 ACGACCUAGAGAAAUCGCAUGCACCUCAAAAAACGCAUAAAUUUUCCAACUCAGAAUAUCAGGAUAUUAUAGGUUAUAUACGAGAAAUAUUUGAGGA
Dsp-1-8 GAAUCCGAAUCAAAUUACAGCUAGGUUUUUUCGUUGUUGUACUUUUAACUCUGCUUGUAGGGGUCGUUGGUUACUACGGCGUUUAUAGGAUUAAUUU
Mth-1-3 GUCGCGGUGGUCAUUUACGUCAAUUUUAACCUCUUGCAGGUAGCCGCCCUUACCAACAGGGUAACUAUCAUGUACAACCAGGGCAUGCUCUAUAACG
Dac-1-8 UAUCUUGACGAACAGAAUUCCCCUCUGCGUGAAGAAAGUUCGAUUUGUCGGCGGCCAUGCGAAAAAGCCAUGGGCAUCUUACACGAAUCUGCGUAUC
Dsp-1-9 UCUGGUAAUAAUGGAUAUCACCAUGCCAAUAGUGAAUGGACUAGAAUCAUUAAAAGAAAUUCUUUGCUCCAAUCCGGAUGCCAAAGUAUUAAUGUGC
Nth-1-2 AUAAUGGUAGUUAUUAUUGCAGUAGCUUUAAAUUUUUUAAAUGAUUACAUAAUUGAAGAUGUAAUAGACACAACAGUUAAUGCAAAAUUACAAGGAG
Nth-1-3 UGACUAACAAUGCAGAGAGUGAGAUGGAAUCAGUGGUUGAUGGUUUAACAUCUGCCAGUCAAAACAAUGUAAUGUUAAUGGAUAUUAUGGAAGAUCA
Nth-1-4 CGGGUGAACAUUUGUAUGCCUUUUUAAUAAAUGGAAAUUUGAGACUUAAUGAUCCUAAAGCUAAUAUUUAUAUGCUAGACAACGAUGAUCAGAUUUG
Cst-1-3 CAGCUCAAAGCUUCCCUUUAAUUUACGACAACGGAAGCUACACUAUAAAAAUAAUGCAAAACACAUCAGGGAAUAGCUAUAAAUCAGUAUACACUCA
Csp-3-4 UACUAUUAUAGAGAAUAUUUAUACGACCCCAGUAUUUGUCAAUAUCUAUGGAAAAUAAGGGGGUAAAAUAAUGAAAAGCUCAAGAUAUAAGCUUAUG
Dku-1-3 UACGCUCCCCACCCUUGUACCCGCCACCAUCAUUCCUAAUAAGAAACUGUCCUUAUGAGUUUUUACUACCGUUUCCAUGAUAGAGGUGUUUCCAUGA
Dku-1-4 AUCAAUAUUAAAUCUCCCCUUAUUACGUUCCCCCCCCUUAUCUCCCUCCCUGUUUGUUCCUUCUUGUCUUACCACCGCAUUGGCAUAACCACCCCCA
Dku-1-5 UGCCUGAAAAGGAACAGAAUUGUAUAUACCUGGCCGGGCUACUCCACGACAUAGGGAAGCUGGGCAUAUCCAGUUCUAUCCUGCAUAAGCCGGGUAA
Ace-1-1 UAGACGGAAAGUACAUUAAAGACCCCGGCGGCAAUACAGUAGUCUUAAGAGGUGUAUCACUAAUUGACAUCGGUGCUAUUGAACAUCAGGGAUCAUU
Tpo-1-8 GGAACGAAUUGCUCAUCUUUGCAAUUACCGGUUUUUAUUUCCUGAUUUUAUUUCCUGAUUCGGCCACUGCUUUCAAUGACCUGCUGCCUGUUCUUGG
Tph-1-1 CGUUGCCAGCGGUGUGUCCUGCGACGGCAUCCUCCAAACGGAGGGAAAAUCGGACCUUCAGCAGGUCUGGUUCUGUCUGCGGGGCCCUGAGGGGGAA
CDe-1-3 GGCUACAGGCAGGAUGAAAUCAUUCUUGCGGCACUCUUGCACGAUCUUGGUAAACUGCAUUGGCCUGAAGAGUUCUUUUCCAAGCCCCGCUACCUGC
Dme-1-3 AAAAUUCGUAGUAAAUACCUGCAAGCUUCGGAAGAAGGAGACUACUGUGUUCUUCUUGGUGGGGUUUACACGGUAGGAUUUUUGCAUUCUUAUGCUC
Tit-1-1 AAAUAUCUUCAUAAAAGAAACCGGAUCACACAGCGUCGGCAGUCACGUCCAUGAAUCUGCUAUUUCGAAGAAUACAUCCCACAGAAAGAAUAGUUGU
Tma-2-1 AAUAUCUUCAUAAAAGAAACUGGAUCACACAGCGUCGGCAGUCACGUCCAUGAAUCUGCUAUUUCGAAGAAUACAUCCGACAGAAAGAAUAGUUGUC
Dru-1-1 GGCAGCUAUGUCCAAAACAACACGGGAGGGCUGGAUCAGGGAAUCCUCGUAUUGACACUUCCACUUGCUGUCCGGCUCAAUUCCUCCGAUUGUGUGU
Ame-1-3 UAUAUAUAGGGCAGAAAUGUCACUCACAGAAGAAGCUGAAAAAGCACUUGAGGCAUUAACGUUUGAAGGAGCGAAGCUGGUAGAGAGUAGAAUUGAC
Dru-1-2 UAUAUUGAAAUGCUGCACAAAAGCAUGAGCAGUUAAGGAUUUUGUAAUAAAAAUAUGUCGAAAUAACAAAGAAAAAAGAAAAAUCAUUGCCCUGCCC
Hhy-1-1 AUAUUUUGGAGAAAAUAACUUAUCUGGAGAUAUUGAACUCAUUGAAGAUAGUGAUCGAUUUCAGGAAAAAGUUGAUAUGGGGAGAAUUAAUUUUUAU
Csa-1-1 UUCUCUUUAAGAGAAAUGAAUCCAUGUGAAAUAAUAAACCACCCGCUAUGCGGGUGCGAGUCAGUAAGUUAUACAAAAAAUCACCUUUCCGAUUAUA
Pth-1-3 AAGACGAUGUCUCCCGGGUUAUAGCCAAAAGGGCCGGAAUACCCUUUGUCUCGCUGGAAAACUACAGCAUCGACGCCGCCGCCGUUUCGACGGUACC
Dme-1-4 UCAGGAAUAUGAUGCUAUGAUGAAGGCACAAGUUGAAACAGCUACGAGUUUAGUACAAAAUGUUUAUAAUGAACAGCAAAAGGGGUUACUGACAGAG
Dru-1-3 CCCUUAAAAAGAAACUGGUAUUUACCUUUGGUCUUUUGCUCCUGAUCAUUACCGUCUCAGGUAUUUUAAGCAACAUUAAUUUAGGAACCGUCAGUGA
Chy-1-1 CGAGUUACUUUACCACGACGAUCCAAGCUUACGAAAUUUGGCGAUUGAAGCUUUAGUGCAGUUAGAUGCCAAAGCUUUUCCCGAGGUAAGUAAACUA
Mth-1-4 CUUCCGCCGGCCGGUAUCCCGCCGCGACCUGGCCCUCUUCUGUCGUCAACUGGCGACUAUGCUGGGGGCCGGCCUGCCGAUUAUGUCCGCCCUGCGU
Toc-1-1 GAAAGCGGCACCGGAAAGGAACUUUUCGCUCAGGCUAUACACAAUGCUUCCAGGAGAAAGGAUGGUCCUUUCGUACCUGUGAAUUUUGCCGCAUUAC
Toc-1-2 GAAGGGGUAAUAAACUUAAGGGGGAGAAUCAUUCCCGUGAUAGACCUCAAAAAGAGGUUCGGCCUUGCCGACGGUGAAAUAACAAGAGACUCCAGGA
Pth-1-4 UUGCAGGACUGCUCCAUGAUGUCGGCAAAAUCAAAAUUGAGAAGGAAAUAAUCAACAAGCCGGGUAAAUUAACCCGCGAUGAAUGGAAUAUCGUCAA
Dru-1-4 UUACCGGCCGGCUGAAAAUAACCGUUGGCGGGAAAAAGGUAAAAUUGAAGGAACUGGCCACCUUUGCACGGCAGCUUUCCACCCUGUUAAACGCGGG
Dac-2-1 UGGUACUGAUGACAAUCAUGGUAGGUAUCACUUACUAUCAGUUGGGACAGUUGGUUGACCAAUCUGAAGCUUUAUCUCAGCAUAGAAUUCCGAUGAC
Dre-1-4 AAAGAAUGUAAGAAAUAAUAAAUUUAUGAAAGGGAGUUAAUAAUGAAUUCACAAAAGCUACAGGUGUUAAGCGAAGUGUUAGAGACGAUUAAAGAUA
Cth-2-1 UAUUCCUUUUCAGAAGGAAUGUCCAGAGUGGUUAAAAACGGCAAGUAUGGAUUCAUGGAUCAAACAGGUAACGUUGCCAUCAACCUGGAAUACGAUU
Cth-4-1 AUUCCUUUUCAGAAGGAAUGUCCAGAGUGGUUAAAAACGGCAAGUAUGGAUUCAUGGAUCAAACAGGUAACGUUGCCAUCAACCUGGAAUACGAUUA
Ckl-1-1 AGCGGACAUCUAUCUCCUACAUACAGCUAUAAUCGGUAACUUGUCAAAAAAAGGCUAUGCUGCGCAUGGGCGCAGAGCGGUCACAAACACGAACUAA
Csa-1-2 AGCGGACAUCUAUCUCCUACAUACAGCUAUAAUCGGUAACUUGUCAAAAAAAGGCUAUGCUGCGCAUGGGCGCAGAGCGGUCACAAACACGAACUAA
Pth-1-5 AAAAGGUAUAGACAAUAAUUUUAACAUUGCGGUUUCCGGAUUGCGCGGCCUGAUUGCCUACGGCACCGAAAAGUAUAAAGAUGAAUACAAAAAUGCA
Ral-1-1 AUGAGAUGAACGGUUAUGGAUUUGAUUUUUAUUUUUCAGGUACAGAGUCGGAUUACGAACUAAUAAAAUCUUCAUUUAGAAAAGCAGGGGUAACAGA
Ddi-1-2 UAAUUCGGACGACAUUAAAGAGUCCGUAAUUUGCUAUUGGCAAAUUGCGGGCUUUUUCUGUUCUCUAAAUAAAAAAUCGAACUCAAUAGGCUGCCGC
Eha-2-1 CGAAUAGGGGGUGGGGAAACUUUACGAAAGUGCGCGGGUGAGCCGCGGUACGAUCUGCUUCUUACGGGAUACCACACCCUCCAUCAGGAAGCUGCAG
Eha-2-2 AUUGCGCUGGCUUUUGCACCGUUUGGCGUGUUGGAAAACAGCCAGUUCUUCCGUCCCAUUACAAAAGGUCGAAUGGCGUUUUCCGCGCGAUUGUUAC
Cbu-1-2 AUCAAAAAUCGCAUUCUAUAUAUUAAUUUUUUAUAGAUGAUAUUAGUGACUUUUAAAGGUGAAUUCGUUUGGAUUUUAAAUUAAAAGUAACAAAUGU
Cbo-2-1 UAAAUAAAAUUUCUAAUAGGAGGAAAAUAUAUGAGAUUAAAGAAAAAUUACGAACUAAGGACAAGGGUUGUAACAUCUGUUUUAUGUAUAAUGAUGU
Cdi-1-1 UAGUUUUUCCAACUGGAAAUUACGAUAAAAACGAAGCUAAUGCUAUGGUAAAUAGAUUAGCUAAUAUAGAUGGAAAGUAUUUAAAUGCAUUAAAGCA
Cdi-17-1 UAGUUUUUCCAACUGGAAAUUAUGAUAAAAACGAAGCUAAUGCUAUGGUAAAUAGAUUAGCUAAUAUAGAUGGAAAGUAUUUAAAUGCAUUAAAUCA
Cdi-18-1 UAGUUUUUCCAACUGGAAAUUACGAUAAAAAUGAAGCUAAUGCUAUGGUAAAUAGACUAGCUAAUAUAGAUGGAAAGUAUUUAAAUGUAUUAAAUCA
Cdi-15-1 UAGUUUUUCCAACUGGAAAUUACAAUAAAAACGAAGCUAAUGCUAUGGUAAAUAGAUUAGCUAAUAUAGAUGGAAAGUAUUUAAAUGUAUUAAAGCA
Cbo-5-1 AAAACAUAUUGCAAUGUGAAAUUUUUCAUGAAAUAUUUAAUUGUUUUCAAAAAAAAUAGUUAAAAUCAAUUAGAUAUAUAGUAUAAUAGAGUAUGGA
Cbo-2-2 AAACAUAGUAUAGUGUAAGAUUUUUAAAAAACAUUUAAUUGUUUUCAAAAAAAAUAAUUAAAAACAAUUAGAUAUAUAGUAUAAUAGAAUAUGGAUU
Cpe-6-1 UUGCAUCAAUGAUAAUAUCAAAUGCAAGUCCUAUUUUGAAUGUUUAUGCUAGUGAGGUAAUAAAGGAAAAGAUAAGUUCUAUAGAAGAAAGCGUAAU

.................................................................................................
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Cpe-5-1 UGCAUCAAUGAUAAUGUCAAAUGCAAGUCCUAUUUUGAAUGUUUAUGCUAGUGAGGUAAUAAAGGAAAAGAUAAGUUCUAUAGAAGAAAGCGUAAUA
Cpe-1-1 UGCAUCAAUGAUAAUGUCAAAUGCAAGUCCUAUUUUGAAUGUUUAUGCUAGUGAGGUAAUAAAGGAAAAGAUAAGUUCUAUAGAAGAAAGCGUAAUA
Cpe-7-1 CUUAUUGCAUCAAUGAUAAUAUCAAAUGCAAGUCCUAUUUUGAAUGUUUAUGCUAGUGAUGUAAUAAAGGAAAAAAUAACUUCUAUAGAGGAAAGUG
Cpe-2-1 UUGCAUCAAUGAUAAUGUCAAAUGCAAGUCCUAUUUUGAAUGUUUAUGCUAGUGAGGUAAUAAAGGAAAAGAUAAGUUCUAUAGAAGAAAGCGUAAU
Cpe-4-1 UGCAUCAAUGAUAAUGUCAAAUGCAAGUCCUAUUUUGAAUGUUUAUGCUAGUGAGGUAAUAAAGGAAAAGAUAAGUUCUAUAGAAGAAAGCGUAAUA
Cpe-3-1 UUGCAUCAAUGAUAAUGUCAAAUGCAAGUCCUAUUUUGAAUGUUUAUGCUAGUGAGGUAAUAAAGGAAAAGAUAAGUUCUAUAGAAGAAAGCGUAAU
Cdi-1-2 AAAUCAGUUACAGAAAAGUUAAGGGGGAGUCUUGAAGUAGAUUUAAAUUUUUCACUGCCAAUAAAAAAUAGCGAGUCAGAAAGUAUGACUAAUAUGC
Cdi-17-2 AAAUCAGUUACAGAAAAGUUAAGGGGGAAUCUUGAAGUAGAUUUAAAUUUUUCACUGCCAAUAAAAAAUAGCGAGUCAGAAAGUAUGACUAAUAUGC
Cdi-15-2 AAAUCAGUUACAGAAAAGUUAAGGGGGAAUCUUGAAGUAGAUUUAAAUUUUUCACUGCCAAUAAAAAAUAGCGAGUCAGAAAGUAUGACUAAUAUGC
Cdi-10-2 AAAUCAGUUACAGAAAAGUUAAGGGGGAGUCUUGAAGUAGAUUUAAAUUUUUCACUGCCAAUAAAAAAUAGCGAGUCAGAAAGUAUGACUAAUAUGC
Cdi-18-2 UUUCAGUAUAACUAAUAAUAUUUCACACAAUCUUAAUACACUUCAAAACGACAUAUAUUUUAUAUUGCCCUUGUAUUUUAUUUCAUUUCACUGUUAA
Cdi-1-3 AUAUUUUCAUGGGACUUCAUUAAAAAAAUAUUAGUUUUCUUACUAAAUUGAUACAUUAUUGUAUUAAUGUAAUGGAAAUGCGAUUAAUUUAAAUAAA
Cdi-10-3 UUUUUUUAUAUUUUCAUGGGACUUCAUUGAAAAAAUAUUAGUUUUCUUACUAAAAUGAUACAUUAUUGUAUUAAUGUAAUGGAAAUGCGAUUAAUUU
Cdi-17-3 UUAAUACAAUAAUGUAUCAUUUUAGUAAGAAAACUAAUAUUUUUUCAAUGAAGUCCCAUGAAAAUAUAAAAAAAUUUUAAUAUGUAUUUAAAUAUUU
Cdi-2-3 AUUUUUAUACUUUUGUAUAGAUUUAUGAAGAUAAUAUUAGUUUUCUUAAUAAAUUGAUACAUUAUUAUAUUAAUGUAAUGGAAAUGUGAUUAAUUUU
Cdi-12-3 .................................................................................................
Cdi-15-3 UUUUUAUAUUUUUAUUAGGAUUUACGAAAAUAAUAUUAGUUUUCUUACCAAAGUGAUACAUUAUUAUAUUAAUGUAAUAGAAAUGUAAUUAAUUUGG
Cdi-16-3 UUAAUAUAAUAAUGUAUCACUUUGGUAAGAAAACUAAUAUUAUUUUCGUAAAUCCUAAUAAAAAUAUAAAAAUAUUUUAAUAUAAAUUUAAAUAUUU
Cdi-10-4 GUUAAUAUAAAGCUCUAAUUUAAUAGCUUUAUUUUUAGCAAAAUACCCAAAUUUACAUUCCAUAUAGUUAAUAUAAAACCGGUUCCCUCCGAAGUUC
Cdi-1-4 GUUAAUAUAAAACUAUACUUUAAUACGUCAAAUUAGACUUGACCUAAACAAAUUUACAUUCCAUAUAGUUAAUAUAAAACUUUUUCUGAUGUUCCUA
Cdi-1-5 UAAUUAAAUAGAAAUUGUUUUCUAGAGAACCCUUUUUAGUUUUAUCUACAUUUAAAAAUGUUAUUAUAUUAAAAAACUAAUCUCCCCUAUAUGCAAA
Cdi-17-4 UAAUUAAAUAGAAAUUGUUUUCUAGAGAACCCUUUUUAGUUUUAUCUACAUUUAAAAAUGUUAUUACAUUAAAAAACUACUCUCUCCUAUAUGCAAA
Cdi-8-5 .................................................................................................
Cdi-10-5 UAAUUAAAUAGAAAUUGUUUUCUAGAGAACCCUUUUUAGUUUUAUCUACAUUUAAAAAUGUUAUUAUAUUAAAAAACUAAUCUCCCCUAUAUGCAAA
Cdi-11-5 UAAUUAAAUAGAUUUGGUUUUCUAGAGAACCCUUUUUAGUUUUAUCUACUUUAAAUAGCCUUAUGUUAGAAAGCUAAUUAAGAUAGAUUUCUAGUAU
Cdi-1-6 UAAUUAAAUAGAUUUGGUUUUCUAGAGAACCCUUUUUAGUUUUAUCUACUUUAAAUAGCCUUAUGUUAGAAAGCUAAUUAAGAUAGAUUUCUAGUAU
Cdi-17-5 UAAUUAAAUAGAUUUGGUUUUCUAGAGAACCCUUUUUAGUUUUAUCUACUUUAAAUAGUCUUAUGUUAGAAAGCUAAUUAAGAUAGAUUUCUAGUAU
Cdi-8-6 AUUAAAGAAAUUUUAUUUUCUAGAAAACCCUUUUUAGUUUUAUCUACGUUUUAUAAUUCAUUAAAGAACUAAUCAAAAUAAGCUUCAUUAUAUAUUU
Cdi-10-7 AUUAAAGAAAUUUUAUUUUCUAGAAAACCCUUUUUAGUUUUAUCUACGUUUUAUAAUUCAUUAAAGAACUAAUUAAAAUAAGCUUCAUUAUAUAUUU
Cdi-18-3 AUUAAAGAAAUUUUAUUUUCUAGAAAACCCUUUUUAGUUUUAUCUACGUUUUAUAAUUCAUUAAAAAACUAAUUAAAAUAAGCUUCAUUAUCUAUUU
Cdi-15-6 AUUAAAGAAAUUUUAUUUUCUAGAAAACCCUUUUUAGUUUUAUCUACGUUUUAUAAUUCAUUAAAGAACUAAUCAAAAUAAGCUUCAUUAUAUAUUU
Cdi-1-7 AUUAAAGAAAUUUUAUUUUCUAGAAAACCCUUUUUAGUUUUAUCUACGUUUUAUAAUUCAUUAAAGAACUAAUUAAAAUAAGCUUCAUUAUAUAUUU
Cdi-17-6 AUUAAAGAAAUUUUAUUUUCUAGAAAACCCUUUUUAGUUUUAUCUACGUUUUAUAAUUCAUUAAAGAACUAAUUAAAAUAAGCUUCAUUAUCUAUUU
Cdi-4-6 AUUAAAGAAAUUUUAUUUUCUAGAAAACCCUUUUUAGUUUUAUCUACGUUUUAUAAUUCAUUAAAGAACUAAUCAAAAUAAGCUUCAUUAUAUAUUU
Cdi-18-4 UAAUUAGACAGAUUUUUUUCUAGAAAACCCUUUUUAGUUUUAUCUACAUUUACAUUAAUAUAUUGGUAAUAUAAAAUGUUUAAAUUUAUUUUCAUAU
Cdi-15-7 UAAUUAGACAGAUUUUCUUCUAGAAAACCCUUUUUAGUUUUAUCUACAUUUACAUUAAUAUAUUGGUAAUAUAAAAUGUUUAAAUUUAUUUUCAUAU
Cdi-1-8 UAAUUAGACAGAUUUUUUUCUAGAAAACCCUUUUUAGUUUUAUCUACAUUUACAUUAAUAUAUUGGUAAUAUAAAAUGUUUAAAUUUAUUUUCAUAU
Cdi-17-7 UAAUUAGACAGAUUUUUUCUAGAAAACCCUUUUUAGUUUUAUCUACAUUUACAUUAAUAUAUUGGUAAUAUAAAAUGUUUAAAUUUAUUUUCAUAUU
Cdi-8-7 UAAUUAGACAGAUUUUCUUCUAGAAAACCCUUUUUAGUUUUAUCUACAUUUACAUUAAUAUAUUGGUAAUAUAAAAUGUUUAAAUUUAUUUUCAUAU
Cdi-18-5 GUACAAUUAAAUAGAGUUGGUUUUCUAGAGAACCCUUUUUAGUUUUAUCUACUUUAAAUAGUCUUAUGUUAGAAAACUAAUUAAAAUAGAUUUCUAG
Cdi-2-9 .................................................................................................
Cdi-10-9 AAGUAUAAUUAGAUAGACAUUGAUUUCUAGAGAACCCUUUUUAGUUUUAUCUACUUUUAAAUAAUGAUAUGAUAAAAAAUUAAUUAAAAUAGAUUUA
Cdi-2-10 .................................................................................................
Cdi-17-8 AAGUAUAAUUAGAUAGACAUUGAUUUCUAGAGAACCCUUUUUAGUUUUAUCUACAUUUAUAUUAAUAUAUAGCAAUGUAAAACGCUUAAAUGUAUUU
Cdi-2-11 AAGUAUAAUUAGAUAGACAUUGAUUUCUAGAGAACCCUUUUUAGCUUUAUCUACAUUUAUAUUAAUAUAUAGCAAUGUAAAACAUUUAAAUAUAUUU
Cdi-1-9 AAGUAUAAUUAGAUAGACAUUGAUUUCUAGAAAACCCUUUUUAGUUUUAUCUACAUUUAUAUUAAUAUAUAGCAAUGUAAAACGUUUAAAUAUAUUU
Cdi-15-8 AAGUAUAAUUAGAUAGACAUUGAUUUCUAGAGAACCCUUUUUAGUUUUAUCUACAUUUAUAUUAAUAUAUAGCAAUGUAAAACGCUUAAAUAUAUUU
Cdi-1-10 CUUGAUUUUUACAUCAAGCUCAAAGUCACUCCUGCCAGAGUGGCUUUUUACUUUUCUGGAAAUAAUAUAUGUAAUAAAGCUAGCUGUUAAACUAGCU
Cdi-1-11 CUUGAUUUUCACAUCAAGCUCAAAGUCACUCCUGCCAGAGUGGCUUUUUACUUUUCUGGAAAUAAUAUAUGUAAUAAAGCUAGCUGUUAAACUAGCU
Csp-1-1 AGUAAAGGUUUUAGCAGAUGAGCUAUCAAGAAAUCAAGUUUCUAUAACAGAAAAUACAUCUGUUAAUGAAUUGACUCAAGCUAGUAUAAGUAAAUUU
Cpe-8-1 AACACUAAAGACAAUUCUAAGGUAGAAGUUAGUCAUAAUGAUGAAUCACAUCAAGCAAGAGUAAGUAAGUUUGAUUUAUAUAAUAGUGAUAAAUUAG
Cpe-3-2 GAAUUAAACACUAAAAACAAUUCUAAGGUAGAAGUUAGUCAUGAUGAUGAAUCACAUCAAGCAAGGGUAAGUAAGUUUGAUUUAUAUAAUAGUGAUA
Cpe-2-2 GAAUUAAACACUAAAAACAAUUCUAAGGUAGAAGUUAGUCAUGAUGAUGAAUCACAUCAAGCAAGGGUAAGUAAGUUUGAUUUAUAUAAUAGUGAUA
Cpe-9-1 GAAUUAAACACUAAAAACAAUUCUAAGGUAGAAGUUAGUCAUGAUGAUGAAUCACAUCAAGCAAGGGUAAGUAAGUUUGAUUUAUAUAAUAGUGAUA
Cpe-1-2 GAAUUAAACACUAAAAACAAUUCUAAGGUAGAAGUUAGUCAUGAUGAUGAAUCACAUCAAGCAAGGGUAAGUAAGUUUGAUUUAUAUAAUAGUGAUA
Cpe-4-2 GAAUUAAACACUAAAAACAAUUCUAAGGUAGAAGUUAGUCAUGAUGAUGAAUCACAUCAAGCAAGGGUAAGUAAGUUUGAUUUAUAUAAUAGUGAUA
Cpe-5-2 GAAUUAAACACUAAAAACAAUUCUAAGGUAGAAGUUAGUCAUGAUGAUGAAUCACAUCAAGCAAGGGUAAGUAAGUUUGAUUUAUAUAAUAGUGAUA
Cdi-1-12 AGUGUGUAGAUGGAAUAUGGGCAGAAGUUGAGAGUAAUUAUGACAAAGGUUGGUUACUUUAUAAAUAUUUAGAAAGAUUAAGUAAUGCUAAAAACAA
Cdi-17-9 AAUGUGUAGAUGGAAUAUGGGCAGAAGUUGAGAGUAAUUAUGACAAAGGCUGGUUACUUUAUAAAUAUUUAGAAAGAUUAAGUAAUGCUAAAAACAA
Cdi-15-9 AAUGUGUAGAUGGAAUAUGGGCAGAAGUUGAGAGUAAUUAUGACAAAGGCUGGUUACUUUAUAAAUAUUUAGAAAGAUUAAGUAAUGCUAAAAACAA
Cdi-2-12 AGUGUGUAGAUGGAAUAUGGGCAGAAGUUGAGAGUAAUUAUGACAAAGGCUGGUUACUUUAUAAAUAUUUAGAAAGAUUAAGUAAUGCUAAAAACAA
Cdi-18-6 AUGUGUAGAUGGAAUAUGGGCAGAAGUUGAGAGUAAUUAUGACAAAGGCUGGUUACUUUAUAAAUAUUUAGAAAGAUUAAGUAAUGCUAAAAAUGAU
Dac-1-9 AGAAAACAAACACUUGAUGCUAGGCGGUACGAAAAGGUUAAAUUAUUUAAAUGUGGAAGCAAUGAUAUUGCACUUCUAAGAGUCCCUAUAGCUGCUG
Ace-1-2 UAUUGUCAUCACUAUUUGUCUGAAUUCCGUACAAGCUUUUGGUGACACUCAAACCCAUUUAAUUGUCUCUAAUGGUGUAGUACUCGAAACGCUUCCU
Cth-2-2 UUCGGUUUGGUAUUCCAAACCAUGACGGCUGAGUUACCGAAAAAGGGAGGAAUUGAUUUAUGAAAAAAAUAGUAAGCAGUAUUACUAUGCUCAUCUU
Cth-1-2 UUCGGUUUGGUAUUCCAAACCAUGACGGCUGAGUUACCGAAAAAGGGAGGAAUUGAUUUAUGAAAAAAAUAGUAAGCAGUAUUACUAUGCUCAUCUU
Dgi-1-2 CAUUUUUAGCUGAAUUAAUUGCUUCCGGUUAAUAACCAGUUUAAAGAAACAUUUAGUGCCUGAGCAAUGGCAAUAACCUCAUAAUCAGCGACAAACC
Dyo-1-2 GAAAUGUCUGGCUUUUUAUCAAAAGAAGAUAUCUAUGACAAGAAUGGGGUAUUGCUGCUGAGCAAAGGUCAUAAAAUAACGCGUGAAGUUGCCAAAA
Cas-1-2 ACGGACAAUACAGGGGUUGCGGAUACAGGAAGCUUUGACGGCUAUGAGGCUGCUGCGGGCGGUUCGGCGGAAGCGGGCGGCGCGGGAAACGAAGCGG
Tpo-1-9 UAACCUAAAAAACAAAUUUGAAAACGUGAGCAAUGCGUUGAAAUGAUAACGGCACGGCAUUCAAUGACCCUACUUGGCCUCAAGUAGGGUCUAUUCC
Cth-4-3 CACUAUGUAAUUUAGUGCCUUUGCGGCACCUUCGGAAAUUUUUAAUGCUCCUUUAUCAUUUUCAAGGCAUUUGCUGCACAAAAAUCCGCAUUUUAAG
Cth-1-3 ACUAUGUAAUUUAGUGCCUUUGCGGCACCUUCGGAAAUUUUUAAUGCUCCUUUAUCAUUUUCAAGGCAUUUGCUGCACAAAAAUCCGCAUUUUAAGA
Ccl-1-2 GUUCAAUUUCCUGAAAAUAUUUGAAACAUGGUUUUUAACUGUCUUUUCGCUUAUGUACAAACGUUUGGCUAUUUCCUUAUUUAUCAGGCCCUCGGCU
Cth-2-3 UGUGCACUAUGUAAUUUAGUGCCUUUGCGGCACCUUCGGAAAUUUUUAAUGCUCCUUUAUCAUUUUCAAGGCAUUUGCUGCACAAAAAUCCGCAUUU
Cth-3-3 GUGCACUAUGUAAUUUAGUGCCUUUGCGGCACCUUCGGAAAUUUUUAAUGCUCCUUUAUCAUUUUCAAGGCAUUUGCUGCACAAAAAUCCGCAUUUU
Ccl-1-3 UUCAUAUAUCUUUUUGAGACUUUUUCAAGCUCUAAAAGUAUGGAGUUUGAUACUUCAAAAUUAAAAACGUUUUUCAUAUUGCUAUAAACUAUAUAAU
Ace-1-3 AGAACUCCAACUUGUUAUAUUCCCUGUCCAGUCUGUCUUUUAAAUACCUCUUUGACACCUUUUCAAGUUCUCUAAGUACUUUAUUAGAGACAUCAAA
Ccl-1-4 CCAACACAAAGGCACCAAAUAAUAUUAUACUUACUAUAACCGUUGCCAUAUAAUCAACCUCCUUGCGUUCCUACCGCACCUUUCCAAACACCUUUGC
Ace-1-4 GCUUCUUCCUCGCUAACUAUACCUUUAGACAUAACAGUAAGCACAUAAGGCUUAUCGGUAUAAAUAAUUCCCACAUCAUGCACAGCUUCGAUCUGAU
Ace-1-5 UUGGUGAACGUGUAAAUAACCUUUAUAAUUACAGGCCCUAUAAGAACUGAAAAAAUUGUUGGGAAAAUAAACAAAACCAUUGGUAUAAGCAUUUUUA
Hor-1-1 AAUGUUGGACAAACCAGAAUAACAAGUAAUGUAAACUGGAAUCUAAACUUAAGUAUUGUAGAAAAGUCAGGAUAUGAUGUCUAUGUAAAACCAUCGG
Dac-1-10 GUAUACGGGAGAUGUCCAAACAUUAGAAAACGGGAACCUAAUGUCUACGAUGAAUAAAGCGUCUACUCAAGAUGAUUAUCUUGCUCUUUCUUUCUCA
Dde-1-2 CGUAUCCAUACCCUCUUUUAUCUCAAGCUCCCAACAGAGUUCCUAUCAGCUAAGCCAGGACAAAAUAGCAAUUGCCAAAGCUGAAAUAAACGGGAUG
Dha-1-1 CCGUAUCCAUACCCUCUUUUAUCUCAGACUCCCAACAGAGUACCUAUCAGCUAAGCGAGGAUAAAAUAGCAAUUGCUGAAGCUGAAAUAAACGGGAU
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Dha-2-1 CCGUAUCCAUACCCUCUUUUAUCUCAGACUCCCAACAGAGUACCUAUCAGCUAAGCGAGGAUAAAAUAGCAAUUGCUGAAGCUGAAAUAAACGGGAU
Dor-1-3 CAAAUUGCUUUUUAAGGAGUUCCCUAAUCAAACAAGCUUUGCUUGUGGAAGUAAGCCUUAAUAAGACGCUAAAUUGGCGUCUUUUUUGCUGUGGUGG
Dac-1-11 CUUUAGGUAAGUAAAAAGUGUUUCACUGCUUCCGGAUAAAAAAUCCCUGAACAGGUUUUAUGCAAACCGCCCUCAGGGAUUUUCAUUUUGCCUAUUU
Mth-1-5 AUUACUUUAUGACCCCGGGCUCUUUGCGCCGGAAGCCCCCGUCACCUAUAGGAAUAAAUCUGGUUGCAGCUGACGGGAGGCGUUAUGACGGCCGUAU
Dku-1-6 GAAUGCGCAAAGAAAGAACCGGACCGUCCUUGUGUGGAGUGCCAGUAUUUUGUCCAGCUAAGCCCCCUUCGCCGGGUGCCUUCGCCGCCUGUCCAGG
Sli-1-1 ACGAACAAAGGGGAGGGGAGUGCAGUUGGGGACGGGUUUGUUGGUUUUUUUGCUGGGCCUGUCGGUCGGGAGUUUUCUCAACGUCUGCAUCGAACGC
Dme-1-5 UAAUGAACUCGCCAAACAACAUAACAUUGAUUUUUCCAAGGGUGAAAAGUUCCAAAACGUUGUUUUAGCCUCGGGCAACAAUUUCCCAGAUGCUUUA
Csa-1-3 GAAGCAGACAGCUUUGUAUACGCUGCUUUAAUUGGCAAACUGUUUAAAAAAAGUCUACACUGCUCAUGGGAGUAUUGCGAACAAAAACAUGAACCAU
Sgl-1-2 GUUUUUGCUGAAUGUGAGUGAGCCCCAAAUAUAUUAUUUUCUGGUUCGGGUUGGAGAGUUAACCUGGCUGAAUUAUCCCGGACUGCUUUUGAGCAUG
Dal-1-1 CAGUUUACGGGUAGCGGAAAUUGCACAGCAGUUAGCAACUACUGAUAGAGAAAGGGCGUUGUUUCAUACUUGUGGACUGCUUCAUGAUAUAGGGAAA
Dac-2-2 UGUGCUCUUAUUGAUCUCGAUUCAAAAAGCAUUAAAACAAUUGAAGAUCUUUUAAAAGAACAAUUGCGCUUUUCUUGUAAAUGCCUGGAGCUUGCCA
Toc-1-3 GACGACUUUUACGCCGCGUUGGAAAACAGGAUCUUGCGGUUUUCUGCCGGCAACUGGCCACCAUGCUCGGAGCGGGACUUCCGAUCGUCCCGGCUCU
Eha-1-2 CAAGUAUCACAGGUGGGUUUUCGAGGAAAAGGAAGUGGCAUGGUGGCAAACAGAGCAUAUAAAUUCAGAAUAUACCCGAAUGAUGAACAGAAGAUUU
Csp-4-1 GAGGAUUUUUAUAAAAUGAAAAAUUAUGAAGACAAAAUAUAUUCCUUAGGUGAGACUGUAACGAGGCAGACACAGGCCAUGUCACAGGCCGUACAGA
Dfo-2-1 AUAAAAUGAAAAAUUAUGAAGACAAAAUAUAUUCAUUAGGUGAGACUGUAACGGGGCAGACACAGGACAUGUCACAGGCCGUACAGAAAACACUGGA
Cco-1-1 UUAUAAGAUGAAAAAUUAUGAAGACAAAAUAUAUUCAUUAGGUGAGACUGUAACGGGGCAGACACAGACCAUGUCACAGGCCGUACAGAAAACACUG
Lba-2-1 UUAUAAAAUGAAAAAUUAUGAAGACAAAAUAUAUUCUUUAGGUGAGACUGUAACGGGGCAGACACAGGCCAUGUCACAGGCCGUACAGAAAACACUG
Ova-1-2 CAGGCCGACGCGCCGAGCGACGGCGAACAGGCCGACGUACCGAGCGACGGCGAGCAGGCCGACGUACCGAGCGACGGCGAGCAGGCCGACGCGCCGA
Ame-1-4 CAAUAGCCUCUGCUGUUUGUGAUGUCAAGGGCUUGAUUAUAGAAGCAAAUGAGUCCUUCUGUCAUCUAUUAGAAGACAUAGCGCCUAAUGUGCAAGG
Ame-1-5 GAAAUGAAACAAGGCGGAAUCAAUUUGGCUAAUUUAACCACUAGAAAAAUUAAUAAUGAGAUUAGCUCUAUGAAGAUAAUUAAUGAUUUACUAGAAG
Csp-3-5 UUUCUCUAUGAGCUUCAACCUCAAUUGCCAAUUGUAAAUUGUACAUUGUAAAUUGCAACACAUAAUAUUGCUAAUAUUUUUAAAUUUCAUUCGAAUU
Cbe-1-2 CAAAACUAAAAUAAUUUGGACAAACAGUUCCACUUAAUGUUGCUUAUAAAAUCGCGUUGAAAGUUUGACUAUGAAGGAGGCGAAAAGAUUAUUUUUU
Tit-1-2 UGCAGCUGAAGAACCUGUAAUUUAUAAAGAUACCAUAACGGUUACCCAGGACGGCGGUAGAUAUCAGAUAGGUUUUAUAGAAGUUGAAUUUAAGAAG
Tma-2-2 UGUUGCAGCUGAAGAACCUGUAAUUUAUAAAGAUACCAUAACGGUUACCCAGGACGGCGGUAGAUAUCAGAUAGGUUUUAUAGAAGUUGAAUUUAAG
Ame-1-6 GCAUAAAAACAAAACUCAUUAUCUAUUUUUGUACGUUAAUUCUUUUUACCACUUUAAUCAUCAGUUUCUUAGCAUAUAAUAGCGGGUUAAAUGGGAU
Ame-1-7 UUAAAUUUAGCCUAUAUCCAAUUUAAAUGUCGUUAGGAACAAUAAAGCAUCACCAAUACGGAAAAGGGCACAUUGUAGGCGUUUUAGGAUGUAAAGU
Ame-1-8 GCCAUUGUUUCUUUAACUACAGCUGGAGAUGCAGUUACACAAGAAGUAGACAAAGCUCUGGGAUUAUUAGCAGAAGAAGGGAGCCGGAUGAUAAACG
Ame-1-9 ACAAAGAAUAAGGGCAGAAGGUACUCAAUCAAGUUAAGAUUAAUCGUUUUACCAUUAAUCGUUAUAUUUAUUGCUAUUUUAGGUAUUGGGGUUAGAU
Ame-1-10 GAAUCAGUGGAUGCAACUAAUGAUGAAAUGCUGAGGAUUGAAACUUAAGAUCCAUGGUCAGAUGAGAAAAAAGUACUCAGCACUAUAAGUUGUCCAU
Mth-1-6 CAGCCGGUUACUAGCGCUGUUCCUUAUUUUAUCCUUGAUACCAGCCAUUAUUAUCAGCCUGGUUAACUUUUAUUUCAGUAAGGCCCAAUUUACAGCU
Csa-2-1 GAAACUCCUAUUCAAUUUAGUGGUAGUUUUACUGUAACAAAUGAAGGAGGAAAAUUCCAGGUAGGCUUUGUAGAAAUUGAUUUUAAGAAAGACUCGC
Csa-2-2 GAUCUGAAAUUCUUAUGUUAUUAGACAAACCUAAAAUUAAUCAAAAAAUCCCAGAAGAGCUUUGGAAGUUUAAAGAAGAGUUUAAUAUAAGCUUUCU
Chy-2-2 GGUCGGCUCUUUUUUUAUGGUUUUGUCGCUAUCUUCUCCAGCCUUUCCUUCACACUUUUCAAAUCCCUGUAAAAAUCCUCUCUUUUGCCCGGGUCUC
Cob-1-2 AAUCCUAUGCUAUUCAAUGGUAGUUUUACAGUUACAAAUGAAGGAGGAAAAUUCCAGGUAGGUUUUGUGGAGAUUGAUUUCAAGAAAAAUUCUCUAC
Cow-1-1 AAUCCUGUGCUAUUCAAUGGUAGUUUUACAGUUACAAACGAAGGAGGAAAAUUCCAGGUAGGUUUUGUGGAGAUUGAUUUCAAGAAAAAUUCUCUAC
Cla-1-1 CCAGUCUUGUUCAGUGGCAGCUUUACAGUUACAAAUGAAGGGGGAAAAUUCCAGGUAGGUUUUGUGGAAAUUGAUUUUAAGAAAGGUUCACUACCUG
Ckr-1-1 CCAGUCUUGUUCAGUGGCAGCUUUACAGUUACAAAUGAAGGGGGAAAAUUCCAGGUAGGUUUUGUGGAAAUUGAUUUUAAGAAAGGUUCACUACCUG
Csa-2-3 CCUUUAGUAAAAAAGUAUUCAAAAUAAAUUUGAGUGGAAGUGCUUUAAUUAUUGUGAUAAUAAUAAUUGCUAUUUUAAGCACAGUCUUACUGGGGGC
Ath-1-1 UAAUAAUAAUUGCCAUUUUGAGCACGGUAUUACUGGGGACGAUGUCGGCUGUGUUAGCAUCGCUGAACCAGAGCACAUCUAUAUAUCAGAAAUCUGC
Ckr-2-1 UAAUAGUGAUUGCUAUUUUGAGCACGGUAUUACUGGGGACGAUGUCGGCUGUGUUAGCAUCGCUGAACCAGAGCACAUCUAUAUAUCAGAAAUCUGC
Cob-1-3 GUAAAAAAGUAUUCAAAAUAAAUUUGAGUGGAAGUGCUUUAAUUAUUGUGAUAAUAAUAAUUGCUAUUUUAAGCACAGUCUUACUGGGAGCGAUGUC
Ath-1-2 AUUAUCACUUCCUAAUUUAAUCAAUAAAAUAUAACAAUUAUUUUCAAGUCGAAUAAAUUUAUGUGGUUUCCACUUAACAACUUAAUAUCAUGUUGUA
Ckr-2-2 AUUAUCACUUCCUAAUUUAAUCAAUAAAAUAUAACAAUUAUUUUCACGUCGAAUAAAUUUAUUUGGUUUCCACUUAACAACUUAAUAUCAUGUUGUA
Csa-2-4 GCAGCCAAUAUAUUAACUUUGUUUAGUUUCUGAAAAAAAGUUUAUGCCACCUCAUAAAGCUAUUCAAUAAAAUAUUAGCAAUCUUUUCUACAGCGAA
Cob-1-4 GAGGCAGCCAAUAUUAACUUUGUUUAGCUACUGAAAAAAGUUUCUACCACAUCAUAAAGCUAUUCAAAAGAAUAUAACUAUCUUUUCUUAACCGGAU
Ath-1-3 AGAUGAAACUCCUAUUCAAUUUAGUGGUAGUUUUACUGUAACAAAUGAAGGAGGAAAAUUUCAGGUAGGCUUUGUAGAAAUUGAUUUUAAGAAAGAC
Ckr-2-3 CAAGAUGAAACUCCUAUUCAAUUUAGUGGUAGUUUUACUGUAACAAAUGAAGGAGGAAAAUUCCAGGUAGGCUUUGUAGAAAUUGAUUUUAAGAAAG
Dal-1-2 GCAGACGAAUCGUACAAGCCUGAGGAGCAGGCAGCACCAGUACCAACGGCACCAACUGCGGCAACCGAACUGCCACCAUCACAGCAAAUAACAACAG
Tpo-1-10 GGCAAAAGACGAUCAGGAAAAGGUUGAUAUUGACCGGGUUGUUGUGCAGAUGGUUAAUGAAACCCGGGCGGGGUUUUUCGAUAAAGCUAUAUCAAUA
Dal-1-3 UAAGCAAUAUAGAAGCAUUUGACUUUCCGGAACGGAUUAUACAAUUAGUAUCAAUUGCAGCGUCUGUCAUUUUCAGUGCGUUUGGAGCUUAUUUAAU
Sgl-1-3 AUUCGUUCGAAUCCGGGCAGACUGAUGGAUGGAGUGGAAGCGCUAUUCUUCAGGAGAAUGUCGGAAGCUGUACACUACAGACUGACACAGCUAAAGC
Cno-1-1 AUACAAAUACCACUUCAAUUAGGAAAUGGAAAAUACAAUGUAUUCAUAUUAGAAAAUAUUCAAGGAAAUAAGUAUAAAGUAUUAAGCAAACAGAAUA
Awo-1-4 AUUAUAACGCAAAAGGCGAUGGGAAAACAGAUGAUACAUCAGCAAUCCAAAAUGCCUUAAAUAAAAGUGAUUCAGUUUAUAUUCCAGAUGGAACGUA
Cte-1-1 GAGAAGUUAAUAUAGUGAUAAAAUAUACUGGUAUGGAUUGUUAUAACAAAAGAAAUGUAGAUAUAAAUAAAAUAAAAGAUAUUACAGAAAAACUAUU
Cpa-1-1 UGUUUACCCAUUGACAUUGGGGGAUGGGGAUUAUGAUGUUUCCGUUUGGGAGAACAUAGAAGGAAAUUCUUAUCAGCUGAUAGAAGACGAUACGAUU
Cha-1-1 CUGCUUGUCGUGCUAGUUCUGGCUUUCAUCUAUCUGUUUCUGUACGAUUUUUCGAGGCGUGUCGACCAUUUGAUGACGGACAUGACGACAGAACAUC
Dal-1-4 AUGGGUAUAUAUGAUUGCCAUGGCCAUAGCUGUAGCGAUGAUCCUGGUUGACAGGGAGAGUGGCUGUGGAUAGGCGUUGGUUAUUACUCUGGGGACA
Dal-1-5 GUCAGGUGCUGGCCUCACAGAACCUGGCGGUUCACACGUUUAUUAACCAGGAACAAAAGCCUUCUUUCUUUGAUGCCUCGGAUCUGGGAGAGGAUGA
Dru-1-5 UUUGACCAAUCCAAAAAAUAAAUGGAGAAAUAAAAUAGAAUCCCAUACAAAAAUGCCGCCCAUUUAGGCGGCAUUACCCUUUUUAUGCUCUGUCAAU
Dsp-1-10 AAAGAACUAAGUAAAGAUGCUGUUCAACAAGCUUUUUUACAGGCAUAUCGAAAAAGAGACCAGCUUAAAGAUAAAGGCAAAUUCUCCGCCUGGGUUA
Dgi-1-3 GAUACCAUGCUGUUUGAUAUAUUUUCGGCAUUAAAUGUCACUGAUACAGAUGCUAUAUAUUAUUAACAGGUAUUAAUGGAUUGAACGAUGUCUUUGC
Dru-1-6 UAUUCUUUACAAAAAGGGCAGACUGACCGAAAAAGAAUUUAUUGAGGUCAAGAAGCACUGUGACUACGGAGUGAAUGUCAUUAAUCAGUAUUACCAA
Dal-1-6 AGAUGCGGCGGGCAGGCAAAAAGGAUAUUGGGAACCAUAUAAAAAAGAAAAGAUGGAGCGGCGCCUGGAGCGUUUUGCCGCCAUGCUUCCCGCUUAA
Cpa-1-2 GACAAUUGACGGUAAAGUAUAUAAUAAUUGUGUUGUCUUGACGAGAUCGGGAACGGAAUUAAGUGUCGUAAAUUUAUGGGCUUCAUACUUAACCAAC
Dre-1-5 GGGUUUUGUUCAGAGGACGAUAUAGCCAGAAUCAUUGCCAAGCAGGCGGGGGUUCCCUUUGUGUCACUGGAAAACCAUACCAUAGACCCUGCAGCUA
Cca-1-1 AUGUGAAUGAUAUCCAUUUAUGAUAACCUGAUCAGGAGUAUGUUCAUGAUUAUGAUGACCAUCAUUAUGAUCAUGCCUAUGUUCAUGCUGUAUAGCC
Csp-2-1 UUUCAAUUUUGCUGGACAAAAAUGUAGCCUAUGACAGCAAAGAGAUUUCAGACUUUGUGUUAUAAAGACAAACUUCACAAUUUGAAUAAAGGAAUUU
Dac-2-3 UGGUAUGCCUAGCUCCCUGAUAAGCCGGAACAAGACGUCGUAGCUCGGUUUCUUGCUCUCGUUCUCAAUGGACAUUAGAUAGCGAGGUGUUAUGUUU
Ddi-1-3 UCAAUCAUGCUGGAAAAUAGCGAGGUUUAUAAGAUAAACAAGUCUCGGACUCCUUAAUAUAGGGUAGACUCCAGCCAAAUAAAAUAAAUAUUAUAUA
Dgi-1-4 CGAUUAUGCUGGACAAUAACGAGGUUUAUGGAAGUAAGCAGACAUCCCACUCUAUGAAAUAGGACAAGCUAUACAACCGAAUAAUUGAUACAUUUAA
Dku-1-7 UCACCAGCAGGCCACACUAAGAUAGUUCCCGCAAGAUAUAUUCCUGGAACAUCGGUUCAGUAAAUUUAUACACUCCGCGCCCGCUUUUUUCUAUGAC
Dsp-1-11 GGAGGUGCAGCAACUGCAAUGGCAGCAACAACGGGGACCUCACUCACCUCUGUCUCUGUCGGGCCUUUAGAUCUGUCGAAAGCGGACAUUAUGCCAG
Hmo-1-1 CCAGCCUUAUGGCUUUAUGCGCGUUCAUUAGAUUUUUCAUUUGGCAGUCCAGCUCAUAUUGACCGGAAAACCGCAGUUUGCAGCUCGCAGAUUGCGG
Sgl-1-4 GGAAACGUCAAGCGUCAUUGCGAGCCAUGCGCCGCUCCGCCGUACCACUGUGCCGCCAGACCCCUAUAGGGGGAACACCUAUGAAUACGCCAUAUAA
Csa-1-4 AGAGUGCUGUCUUUUUGUAUUUGACAAAGUUCCUUUUGAUACGACAUUUUUCGGCUUUUCACUGCCGUGGUCCUCCCUCCGAUUUGUUUCGCAUUUU
Csa-1-5 ACCCCAACAAGUUAGACUUUAUAGCGAAGUAGUUUUAAACUGCUUCGCUAUUUUUUAUGCAGCCAGGAGGCUGAGUCUGUAUUCUACAGGACUCAUC
Dha-2-2 AACUAAAAAAGUCAGUAUUUUGCCGUGGGCAAAGUGCUGACUUUUUUCUUUCGACAAGAAAUCUGAUACUACGACCGAGUGUUCCAAAAAAAGGGGA
Sgl-1-5 CAUGACCAGGAUUGUUUUUGCUUCUUUGAUGGUGGACAGGCGAUGGGCGAUAAUAAAGCUUGUUCGGCCUUCCAUCAAAUUGGUCAUGGCCUUUUGA
Toc-1-4 AUUCCAACCUGGUGGAGUGGAUUGUAAAGGCGGUAAAGCGCUACCAGCCCGAUACCAGGUGGGGCAGGGAAGAACUGAAUCGCUAUCUGGCUUCUCU
Csp-2-2 UAUUUUGCCAUAGGCAAAGUGCUGGCUUUUUCUUUUCGACAAGAAAACUGCUACUCCGACCGUUAGGGAAGUAUAUCGAGCGAUUACUUUCCUUUUA
Pth-1-6 UGGAUAAUAGAAGCUGUUUACCGCUACCGACCAAAUACCACGUGGGGUAGGGAUGAGCUAAACCGGUACUUCUCCCGUAAAAGCGACCAUCAGAAAU
Tma-2-3 UGGAUAAUAGAAGCCGUUUACCGCUACCAGCCCAAUACCACGUGGGGUAGGGAUGAGCUAAACCGGUACUUCUCCCGUAAAAGCGACUAUCAGAAAU
Dsp-1-12 CACUUAUCAGGCAGAGAUUAAUUUCUCCGACACGGAUAUGUACCUUAGACCUCUGCGGAAUUCCACGCAGACCCCAAUAAGUUUACAAUUCAAUACA
Sgl-1-6 GCAUUUCGCCAUGGGCGCAGUGCUGACUUUUUUCUUUCGACAAAAAAAUCUAUACUCCGACCAUAUUUACCAUAUUCAGGGGAAAUGUGGCAUGUUU

.................................................................................................

.................................................................................................qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa



179

Dsp-1-13 UGAAAAAUUUAAGCAUUUACAGAGGAAUCAAGAUUGCUCUGGUUUCUUAUGAAGCUGAGGGGCGCUUUUUUUGUACAUGAUGUAGUUAGAUUUAAAA
Ova-1-3 AUUUUGCCAAAACCGGCAAUGUGCUGUCUUUUUUUAUUCGACAAAAAAACCAUUGAUACGACUGCCUUCCAUGCAAAAAAAACAGGCAGUUUCUGGC
Dha-1-2 ACUUUGCCGUGGGCAUCGUGCUGACUUUUUUCUUUCGACAAGAAAAUCUAUAUAGCGACUAAAUAUUCCAAAUAAUGGGAUGUUUUUCGCUGUUUUU
Csa-1-6 AAGUCAGUAUUUUGCCAUGGGCAUAGUGCUGACUUAUUUUUUCCGACAAAAUCUCUGCUUGUUUUACAAUAUAUUCCAUUCUCAGGCUCUUACAGUA
Dha-1-3 AUGCUUUUUGUGCCAAAGCCAUGCCCCUGUUCUUUUGAUACUGGAAACCCUUGUUGAAAUAUUGGCUCUGCCUGAAAGCUAUUGUGCAGAUCAAUGC
Csa-1-7 UUUUGCCAAGGGCGAAGUGCUGACUUAUUUUUUUCGACAAAAUUCCCGCAUAUAUUACAAAUUAUACCAAAUCGGAGAUUUUGCAGUAACCUUUCGG
Dha-2-3 CGCUUAUUGCAAAGUGCUGGUUUUUUCUUAGCGGUUAAUUUCACAAUAUUCAGGCAAUUAGGUGCGAAAAACUUUACAUGCUGCACCGCUUUCUGCA
Dyo-1-3 CUUAUUGCAAAGUGCUGGUUUUUUCUCAGCAGUUGAUUUCACAAUAUUCAGUCAAUUAGGUGCGAAAAACUUUACAUGCUGCACCGCUUUCUGCAAA
Dha-2-4 AGCGCUUUGUAAUAAACAAUGUGCUGGUUUUUUAUUAGCGGUUGAUUUCACAUUAUUCUGGCUAUUAGUACUGAAAAAACUCCGCAUACCUAUUCGC
Toc-1-5 UGACCCAUAUUGAUAAUAUCAGAAAAGCGUUCUUUAUGAAAGGGCAAAAUAUCAGCGAGAUAGCCCGGGAAUUCCAAAAAGACCGAAAAACUAUACG
Dal-1-7 AGACAAAAUCACCUGUCCCCUUUGUCUCACCUUGUUCGGGGUGGUCAAAAAUCGACAUGUUUGUGGUAUAAUAGUUAUGUUUACUUGUAUGAGGAAA
Dca-1-2 AGAAGUUUUUUUCAGUUGGUAAACUGGCUAAACUAAAUGUCGGUUUUAAAAAAGUCAAGUUAAGGGAAUUAGCUACUUUUGCCAGGCAACUUUCCAC
Dca-1-3 UUAAUGAAUACGUUUUAAAGUCUAAAACUGAACACUUAAUAACGAUAGGUAAAUUAAUUGCAGAACAGAUAGAUGGAGAUGUUUAUGAAAAUCCUGC
Dku-1-8 GGGGGGGUAUUAUCUUCUAGUGAUGGCAACAUAAUCCACCCGCAUAAAAUAAACUUCUUUCCUCCCUCCCCUGAUUGUCCACAAAACAAGGGACCUC
Pth-1-7 CUUCUUGCCGCAUUAAUUAUUUUUAACGCGAGCGGCCCUUUACGGGUUGCGCUGGGUUUGCCGUUCGUUCUUUUUUUUCCCGGCUACACCCUUAUUG
Chy-1-2 ACACUUAAAGCCACCAAGCAUUCUCUAACUCCAAAAAAAGGAGUAAUUUUACAGACUUCGAAAAACUUAAUUGUCAAAGUAGAUAUUGAUUGCAAUC
Chy-1-3 AACAAUCCGCCAGCAGGCGAUUGCCCAUAACAUUGCCAACGUCAAUACUCCAGGAUACCGGAAGGAAGUAGUGGUGUUUGAGGAAAAGGUUCAGGAA
Chy-1-4 UUUUAAUUAAUGCCGGGACUAUUUUAACUUCUGUCAUGAUUAAUCGGCUCAAAAAAUUGAAAUAUAGCUGGCUUUACAUUUACGAUGGCAAGGAUGA
Chy-1-5 UACUACCCCAUCGGUAACGGAUCAAACUUAUCAACCUGUACCGGCUCCAGCAGACAACCCGUUGCCUUUUGAUUUAAACCUUUUAAACAGCUUGUCU
Chy-1-6 CCUGAAGUUUUGGCUAAUCCCGACCAGUUUAUGCUAAUUGCCCGGGGUAAGGAACCACUACCGCCGGUGCCCGAUGAAAUAAUUACUUAUUUUACAG
Tps-1-1 UAAGAGAAGGGAAAAUAGUUAAAAUUAUUUCAAAACCUGUGUAUUAUAUUGAAAAAAAUAGAUUAGCUCAUUUUUUAGGGAAUAAGGUUAAGGAAGA
Tet-1-1 UAAGAGAAGGGAAAAUAGUUAAAAUUAUUUCAAAACCUGUGUAUUAUAUUGAAAAAAAUAGAUUAGCUCAUUUUUUAGGGAAUAAGGUUAAGGAAGA
Tsi-1-1 UAAGAGAAGGGAAAAUAGUUAAAAUUAUUUCAAAACCUGUGUAUUAUAUUGAAAAAAAUAGAUUGGCUUAUUUUUUAGGGAAUAAGGUUAAGGAAGA
Tet-2-1 GAGAAGGGAAAAUAGUUAAAAUUAUUUCAAAACCUGUGUAUUAUAUUGAAAAAAAUAGAUUAGCUUAUUUUUUAGGGAAUAAGGUUAAGGAAGAAAU
Twi-1-1 UAAGAGAAGGGAAAAUAGUUAAAAUUAUUUCAAAACCUGUGUAUUAUAUUGAAAAAAAUAGAUUAGCUUAUUUUUUAGGGAAUAAGGUUAAGGAAGA
Tit-1-3 AAAAGAAGGGAAAAUAGUUAAAAUUAUUUCAAAACCUGUAUAUUAUAUUGAAAAAAAUAGAUUAGCUUAUUUUUUAGAAGAAAACGUUAAGGAAGAA
Tma-2-4 AAAAGAAGGGAAAAUAGUUAAAAUUAUUUCAAAACCUGUAUAUUAUAUUGAAAAAAAUAGAUUAGCUUAUUUUUUAGAAGAAAACGUUAAGGAAGAA
Pth-1-8 UUGACCUUCUUGAAUGCUACGAAAUCCACGCGCCACCUCUGUGAUAUUCCUGCCAUUUAUGUUUCCUCCGUUUAUAAUCCCGUCAUGAUAAUUCCCG
Dal-1-8 UCUCAAUAUGUUGCAAACCCUGACCCUUUGAGACUUAAUCUAUUUAUAAUGUUAGUAGUUUUCGGUUGUUUAUAUAUGGGAGUUUCAGAUUAUUAUU
Dal-1-9 CGCUCACACGGUUUUAAUUGCCCGCGGGGAUGAUUUUCCUGAUGCUCUGGCCGGCACUCCACUGGCCUACCAACACGAUGCUCCGAUCCUGCUGACC
Cpa-2-1 AAGGAAUAAUAAAUUUAAGAGGGAAAAUCAUACCAGUAAUAGACCUUAAAAAGCGUUUUGGAAUUGGGAAAAAGGAAAAAAGCAAAGACAGCAGAAU
Tte-1-1 AAGGAAUAAUAAAUUUAAGAGGAAAAAUCAUACCAGUAAUAGACCUUAAAAAGCGUUUUGGAAUUGGGAAAAGGGGAAAAAGCAAAGACAGCAGAAU
Dal-1-10 GCCGCGCCAAGCAGGCUGCCGCUGGCCACCACGCAUGAAAGGCAUGUGGGGGGACAGAAGAGCCUGCAGGAUGUAGGGCAUAAGGUAAGUACGGACC
Sli-1-2 GCGCCUUCUAGAAACAACGCUGAAUGUUCUGGAAAACUGCUUAUUGAAGGGACAUCUACCCUUACUCAGGUGUGGAUAUGCUUGCGCGGGCCGGAAA
Dre-1-6 AAUUAGAUAAGGUUAUCGAAAGGCUUGAGGCACAAAUUACCAUUGCCCAAAAAUGCAAAAGCAUGUUUUAGCAUAAAAAAACCGGGGUUAUUCCCCG
Rob-1-2 GAGGAAAAAAGUUGCAGCAGGAUGUGUUGCAGCAGCCGCGGUGAUUGCCGCAGGAAGUUUUUCGAUGGUGAUGCAGUCUUCUGACAUACCAGAACUU
Ccl-1-5 UCUUAGUAAGCUUGAAGGGGCUUUGGUUAUAGGAACAGCAGAUAAUGCUAAAGAUGCAAUAGCACUUGUAAGAGAGCAUAACCCGGAUUUAGCUAUC
Dme-2-4 UAAGCUGAAUAAAUCUCAAAGGUGUAAUAAAACCUACAAAUUUGAUGAAUCUGAAUACCAAGAUAUUGUGGGUAACAUAAGAGAAGUUUUUGAAAAU
Dor-1-4 AUGGCCAAAACAUCAGCUUAUGAAAUUGCCGACCGGACUGCAGAGCAAUAUGCCAGCCAAGUAACAAACGAAUUAAACUCAUCGAUGGAUGCUACGA
Dor-1-5 AUAUCAGUUGGAGAAAUCUGAAUCCCCACAUCCUUGUAAAUUUCCGGAUAUAGAAUAUCAAGAUAUUGUAAGUUAUGUUCGCGAAGUUUUUGAAGAC
Ast-1-1 AUACAAGUAAGAGUACCUAUGCCAAUAAUGGUUCAACAUCUGAUAUGAACGUUGAAUUUGUUAAUAAUAAUGCUGUGGCAACAUUGAAUUCUGUAGG
Cas-1-3 CUGUGGGGAUUGCGCUCUGUGUGGUGUUCGUUCCGCUGCUGCUGAUCAACGUGACGCUGAUCGUGAAGUCUUAUACCAGUCCCGACAAGGUGCCUGA
Awo-1-5 UUAUGAAUCACCUUGAGGCGCAGGUGAUGAUAUAGAGCUUGAAUAAUAAAAAAGAAAAAGGAGCAAACAAAUGGAAUUAUUUAACCGAAUUAAGAAA
Dgi-1-5 ACAUUAGGGGCUUUACUUCAUGAUAUCGGUAAAAGCUGCAUUGAUGAAAAAAUACUGUAUAAACCUACAAAACUAUCGGACAAAGAAUUUUCUAUAA
env-1 GAUAUGGAAUAUUAUUCAGAACUUUUAAGCGAAGAGGGGGAAUGGAAACUAGUAUUACAUAAAAGAGGAAAGAUAGAGGAGAAGGCUAGGUUUGAAU
env-3 GAUGAAAUUGAGGAAAUAUAUGAUAAAAAAACAUAUGCUGUUUAUGAAGGAUAUAAGUUUAUAGUAGUUGAUGAAACGGAAAAACAAAUUUUAAUAU
env-5 AAAUAAUACAAGAGGAAAGUCUUCAAGGUUACAAUUUAUGUGAAGAACGAGAAAAUAGAGAAAAUGAAGUAGUGCUUAAGAAAGAAAAUGAAAAAUG
env-6 AUGAAUGGUGACAGGCUUAUGUAUUUUCAGCAUACAGAUAUCAGCAGGGUUGUGUUUGAAGGGUAUGUAGAUGAUGAUGAGAUAAUGAUGUGUGACA
env-8 .................................................................................................
env-11 AAUGCAAGACUUCUGGCAGACAUCAAUAACUUAAGAGCAGAGCAGGGACUUCCCGCACUGACCCUUGACAGUGAAUUAAACAGCUAUGCAGCAGUAA
env-12 AAUGCAAGACUUCUGGCAGACAUCAAUAACUUAAGAGCAGAGCAGGGACUUCCCGCACUGACCCUUGACAGUGAGUUAAACAGCUAUGCAGCAGUAA
env-13 UUAUCUGUGGGAAAAUCGUUUGAUGAAAAAUAUUGCACCCUAUAUCCAUGAACAGUUUCCUGAUCAGGAUAUUGAAUUUAUUAUUGGUAACAAUGAU
env-14 .................................................................................................
env-15 UUAUCUGUGGGAAAAUCGUUUGAUGAAAAAUAUUGCACCCUAUAUCCAUGAACAGUUUCCUGAUCAGGAUAUUGAAUUUAUUAUUGGUAACAAUGAU
env-16 .................................................................................................
env-18 .................................................................................................
env-20 UUAUCUGUGGGAAAAUCGUUUGAUGAAAAAUAUUGCACCCUAUAUCCAUGAACAGUUUCCUGAUCAGGAUAUUGAAUUUAUUAUUGGUAACAAUGAU
env-21 .................................................................................................
env-23 CAAAACUAAAAUAAGUUGGACAAACAGUUUGACUUAAUGUUGCUUAUAAAAUCGUGUUGAAAGUUUGACUAUGAAGGAGGCGAAAAGAUUAUUUUUU

.................................................................................................

.................................................................................................qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa
8 ClostridiaG20Y

8.1 Taxa

The taxonomy of each organism containing a putative ClostridiaG20Y is listed,
with abbreviations identifying each hit (e.g., “Eco-1-1” and “Eco-1-2” might hy-

pothetically represent two distinct RNAs in E. coli). The abbreviations will be
used to identify each individual ClostridiaG20Y in Sections 8.2 and 8.4.

abbrev. of hits taxonomy of species
Cbu-1-1 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium butyricum 5521
Cbu-2-1 Bacteria Firmicutes Clostridia Clostridiales Clostridiaceae Clostridium butyricum E4 str. BoNT E BL5262
Dde-1-1 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Desulfitobacterium dehalogenans ATCC 51507
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Dyo-1-1 Bacteria Firmicutes Clostridia Clostridiales Peptococcaceae Desulfosporosinus youngiae DSM 17734
Toc-1-1 Bacteria Firmicutes Clostridia Thermoanaerobacterales Thermoanaerobacterales Family III. Incertae Sedis Thermosediminibacter oceani DSM 16646

8.2 Gene contexts

Each ClostridiaG20Y (indicated by “RNA→”) is listed. For each hit, the genes
located within 6 Kb of the hit are given, except that genes are not listed for eukary-
otes, because these organisms were not used in the statistics of genetic elements
associated with c-di-GMP riboswitches.. Some environmental sequences and some
RefSeq entries lack gene annotations, and so no genes are available for such se-
quences. The direction of each gene is indicated with an arrow (→), and each
conserved domain in the gene is colored. Conserved domains associated with
more than one ClostridiaG20Y are assigned a color; other domains are gray. In-
formation about these conserved domains is given in Section 8.3. The accession

number of the sequence containing each ClostridiaG20Y is given. Accessions be-
ginning with “NC ”, “NS ”, “NW ” or “NZ ” are contained in RefSeq. Other
accession refer to environmental samples, whose sources are cited in Methods. Nu-
cleotide coordinates are given for the 5′ and 3′ boundaries of each ClostridiaG20Y.
If the 5′ coordinate is greater than the 3′ coordinate, the RNA is present on the
reverse-complement strand of the containing genomic DNA sequence. Each hit is
denoted by an abbreviation (like “Eco-1-1”) that refers to a taxonomy given in
Section 8.1.

abbrev. Seq. accession 5′ at 3′ at genes
Toc-1-1 NC 014377.1 - 2216299 2216183 MopB CT (cd02775)MopB 3 (cd02766)→ RNA→ COG1853 (COG1853)→
Cbu-1-1 NZ ABDT01000066.2 - 102125 102007 FlgL (COG1344)→ RNA→ FlgB (TIGR01396)→ FlgC (TIGR01395)→ FliE (pfam02049)→ pseudogene→

pseudogene→ fliG (TIGR00207)→ FliH bacil (TIGR03825)→
Cbu-2-1 NZ ACOM01000004.1 - 102364 102246 FlgL (COG1344)→ RNA→ FlgB (TIGR01396)→ FlgC (TIGR01395)→ FliE (pfam02049)→ fliF (COG1766)→

fliG (TIGR00207)→ FliH bacil (TIGR03825)→
Dde-1-1 NC 018017.1 + 1729174 1729298 AP2Ec (cd00019)→ RNA→ AAA (cd00009)→
Dyo-1-1 NZ CM001441.1 + 591461 591585 AAT like (cd00609)→ RNA→ HAMP (cd06225)Cache 1 (pfam02743)→

8.3 Conserved domains

Conserved domains found in protein-coding genes listed in Section 8.2 are
shown below, with the first sentence in their description from the Conserved
Domain Database (if any). Conserved domains associated with more than one
ClostridiaG20Y are assigned a color, while others are shown in gray. The symbols
‘d’ and ‘u’ (if any) to the left of the colored domain name indicate whether the
domain occurs upstream or downstream of the RNA motif. Domains marked with
lower-case ‘d’ occur (at least once) present downstream of some ClostridiaG20Y in

the opposite orientation. Domains marked with capital ‘D’ occur downstream and
in the same orientation (i.e., a potential cis-regulatory arrangement). Domains
marked with a ‘u’ occur upstream of the RNA in either orientation. If the ‘d’/‘u’
symbols are missing, then the domain is downstream and in the same strand. (This
mode is used for motifs predicted as cis-regulatory. The number in parentheses
after the colored domain name is the number of occurrences in Section 8.2.

cd00009 (1) The AAA+ (ATPases Associated with a wide variety of cellular Activities) super-

family represents an ancient group of ATPases belonging to the ASCE (for additional strand,

catalytic E) division of the P-loop NTPase fold.
cd00019 (1) AP endonuclease family 2; These endonucleases play a role in DNA repair.
cd00609 (1) Aspartate aminotransferase family.

cd02766 (1) The MopB 3 CD includes a group of related uncharacterized bacterial and archaeal

molybdopterin-binding oxidoreductase-like domains with a putative N-terminal iron-sulfur [4Fe-

4S]

cd02775 (1) Molybdopterin-Binding, C-terminal (MopB CT) domain of the MopB superfamily

of proteins, a large, diverse, heterogeneous superfamily of enzymes that, in general, bind molyb-

dopterin as a cofactor.
cd06225 (1) Histidine kinase, Adenylyl cyclase, Methyl-accepting protein, and Phosphatase

(HAMP) domain.
COG1344 (2) Flagellin and related hook-associated proteins [Cell motility and secretion]

COG1766 (1) Flagellar basal body M-ring protein [Cell motility and secretion]
COG1853 (1) Conserved protein/domain typically associated with flavoprotein oxygenases,

DIM6/NTAB family [General function prediction only]
pfam02049 (2) Flagellar hook-basal body complex protein FliE.

pfam02743 (1) Cache domain.
TIGR00207 (2) flagellar motor switch protein FliG.
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TIGR01395 (2) flagellar basal-body rod protein FlgC.

TIGR01396 (2) flagellar basal-body rod protein FlgB.

TIGR03825 (2) flagellar assembly protein FliH.

8.4 Multiple-sequence alignment

Each ClostridiaG20Y is denoted by an abbreviation (like “Eco-1-1”) that refers
to a taxonomy given in Section 8.1. Nucleotides proposed to basepair as part
of the consensus structure are shaded in color when they comprise Watson-Crick or
G-U pairs. Otherwise they are shaded gray. Conserved stems are also indicated at
the bottom of the alignment by angle brackets, where matching < and > denote
base-paired columns. Below these angle brackets, the symbol “2” denotes base
pairs exhibiting covariation, “1” denotes base pairs exhibiting compatible muta-
tions, “0” denotes base pairs that are not observed to mutate and “?” denotes base

pairs that have a significant frequency of non-canonical nucleotides for Watson-
Crick or G-U pairs (> 5%). Below these base pair annotation is the consensus
sequence: “R” = “A” or “G”, “Y” = “C” or “U”, red nucleotides: nucleotide
identity conserved more than 97% of the time, black nucleotides: 90%, gray nu-
cleotides: 75%, red circle (qa): nucleotide is present 97% of the time, black circle (qa):
90%, gray circle (qa): 75%, white circle (qa): 50%. All percentages of sequences just
described (e.g. 97% conserved) assume that sequences have been weighted by the
GSC algorithm implemented by the Infernal software package.

Duplicate sequences: the following putative homologs are not shown in the alignment because their sequences are identical to a homolog already shown: Cbu-2-1

alignment positions 1 · · · 178

Toc-1-1 UGAUCAGAAAGGUGCUAAAGGCUUUUUGGUUGAACAAUUCAUUAUUGACAAAAUAUAAAAUAUAUGGGAUAAUUAACCUGAAAUGAACAA....GUAUA.C.........CAAAGUGCAAACCAG.CCGAAAAGCUGGAGUGC.CAAGCUGC.GGAUAUAAA.GCUUUUAAU......
Cbu-1-1 AAUAAUAGUAAAUUAGAGUAAAAAGUGUAAUAAAAAUAUUGAAACUGUAGAAAAAUGAAGUAAUAUAGUAUAUAAUAAAUAUAUUGUAUA.....A.U..U..G.......AAUACGCAAAGUUA.AUGAAAGUUAAUGACGC.AAAGCUAUAGGGACUAAG.AAUUUUAUUAAGAA.
Dde-1-1 AGGAAUGUCUAAGGGCUAUAAAAGAUUAUGAUGUCCGAGGAUGUAUCAUAGCUGAAGGGCCUCUUUUAGAGAGAGAUGCU.......UUA......CUUCU..AAAAGAAACUUAUGAAAAAUUGGUCUAAAGGCAGUGGCGC.AAAGUCGCAGGGUCUAAG.GCGCUCAGAAAGC..
Dyo-1-1 UUAAUUAUAGGGGGUAUAAAAAUAAGAAAACCUAAGGCAGGAGGAAAAUAGAAUUUUUUGUCGAAUAAACGGUAACACUGAUUUUUCUGA.....ACU..UAU.......UUAUUUGCAAACAUG.UCACAUGGUAAGGACGC.AAAGCCAC.GGGUCUAAGGAUAGUACUACUACA.

..........................................................................................<<<<<<<<..<..<............<<...<<<<.<<....>>>>>>...>>....<<<.<.<<<<<.....<<.............

..........................................................................................?????2??..2..?............0?...2?22.2?....?222?2...?0....112.?.1022?.....22.............qaR qa qa qa qaR qa qaRRR qa qa qa qa qaR qaRR qa qa qa qaU qa qaR qaY qaRA qaR qa qa qa qaR qa qaR qaUR qa qaRRAA qaAURRRRU qa qa qa qa qaRR qa qa qaAU qaA qa qa qa qa qaA qa qaU qa qa qa qa qaA----- qa qaU--Y-- qa------ qa qaA qaRYGCAAA qaY qaR- qaYRAAAR qaY qaR qaRRYGC- qaAAGCYRY qaGGR qa qaUAAR-R qa qaYUYA qa qa qa qa qa qa qa-
5′

alignment positions 179 · · · 358

Toc-1-1 .GCUAUGGUAGCC.GGGCUGCCGAUGGU.GC....UUUUAAAGCAAAUCC.....ACAUCCCCCUUCGGCAGCUCGGGGAUUUUUUGUCUUUCGAGGGAAAUUCAAUAUAUGGGCCGACCCGACAUGAUUUCCAGUCGGGUUUUUAUAUGCCCGAUGACAAAGAUCGGCUAUGUGAUAAC
Cbu-1-1 .UUUAUGUCAGCC..AGUUGCCGGGGGAAUU....UAUGUACCUUUGUU......GUUACUAGUUUAUUUUAUAUAAACUAGUAUUAAAACUGCUGCUUUUUGAGUGGCUUUUUUUGAGAGUAAAUAAAUGAUUUUUAGUGAUUUUAUAUUUAUAUUAGAAUGAAUGUGAGUGGUUUUUC
Dde-1-1 .GCUAGGAUAGCUU.GGUUGCUAAAAU...G....UUGCAAAGCCUGUCUUUUUAGGACGGGCUUUCGUUAUAUAAGUUCCGCAACUUUGUACGUUAGGGUCAAAAAAAUGCUAUGCGGUAAAGCCGCAUGACAUUAGUAUUUUUCGAGAGUAAUGGCCCCGAUUUCCAUACUUCAAAAG
Dyo-1-1 .AUCAGGAUAGCC.GGGCUGCGGAA...GU.....GUACAUUCAAAAUGUCUAUCUGCUGAAAGUUCGGUAGUUAGGCUUUUUUGUUUUUAGACGAAUAGGGGGGAUAGUUUAACUGAAAUCAAGUUUGACCUAUAGGCUGCUAAGCCGUAUCAGCACGUAACUGAUCGUUGACAUAUGA

.>>...>>>..>>.>>>>...>>....>>>>>>>>.................................................................................................................................................

.22...?22..01.?211...?2....??2?????.................................................................................................................................................
- qaYUA qaG qaYAGCC--RGYUGCYGR qaR qa qa qa qa qa----U qa qa qa qaA qa qaY qa qaRUY qa-----R qa qa qa qa qa qa qaYUU qa qa qaY qaRY qa qaRR qa qa qa qa qaU qa qaU qa qa qa qaY qa qa qa qaR qa qa qa qa qaY qa qaR qa qaR qa qaU qa qa qaYYGA qa qa qa qaA qaRUR qa qaU qa qaY qa qaU qaR qa qa qa qaUUU qa qa qa qa qa qaY qa qaRY qa qa qa qaA qaR qa qaY qa qa qa qaRYR qa qa qa qa qa qa qa

3′

alignment positions 359 · · · 533

Toc-1-1 UUAAAACAGUAACACCGUAAACCGCAACGUAUUAUUUGUAUUAUUUUCAAAAAAAUGCUACAAUCUAUAUAGAAAGCCCGCAUUAAGCUUUUGCGGGGGCGUUAUUAAAUCAAAACUUGAAUUUACUGGAGGGAAUGAGCUGUGUAUAAAGACGUUCGUAUCGAAGAAGUAGCCG
Cbu-1-1 UUGGAAUUAAGAUAAUUAAAUAAAAUAUGUAAAAAAUCUGUGAGAAAAUAAUUUUAGAUACAAAAAAAUAAAAAAAUAUAGCGAAAAAACUUAUGUUAUUUUAUAAUUAAAUGUAGAACGCUAGAGAAUCAUGAAUAUAUUUAAAAGGGGAAAUAGGGAGGAUUUAUGAAAAUAC
Dde-1-1 CCCACUAUUUUAAUUGAGUCAGAAGACAUGUAAAACUAGAAAGAAUGGAAAUUGGAGAGGGAAUGAAGAAAAGAUGUGGAAUAUUAGAAGAAUUGCGAAAUAUGCUCUUUAAUAGUGAUAGGGAAAUGGUGGUUUCUAUAUAAAGUUUUGAUAUGAGUUGUGAAGAUGAUCAAGU
Dyo-1-1 AUGGAGCUGAAAUUAUGUUUAAGAGAUUAUUUAAUGGUUCUAGUAUCAGUGGUAAGACAAUGGCAACUAUAUUACCCUUAGUAUUAUUAACCCUGGCGGCAAUGUCCCUGGUUAGCUACAAAUAUUCGGAAACUGUACUAAAAAGCGAGAUCCAAAAUAAAAUGACCGCUCAACU

...............................................................................................................................................................................

...............................................................................................................................................................................
YURRARY qaR qaRAY qa qaY qa qa qa qa qa qa qaR qa qa qaYRU qa qa qaA qa qaU qaURU qaR qa qa qa qa qa qaAA qa qa qa qa qaG qa qaAYAA qa qa qaA qa qa qaARRA qaRY qaYR qa qa qa qa qaAR qa qa qaYY qaYG qa qaR qaY qa qa qa qa qa qa qa qa qa qa qa qa qa qaR qa qa qa qaR qa qa qa qaA qa qaR qa qaR qa qa qaRUR qa qa qaU qa qaR qa qa qaRRRR qa qa qa qa qa qa qa qaR qa qa qa qa qaR qaRR qa qaR qa qa qa

9 Delta

9.1 Taxa
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The taxonomy of each organism containing a putative Delta is listed, with
abbreviations identifying each hit (e.g., “Eco-1-1” and “Eco-1-2” might hypothet-

ically represent two distinct RNAs in E. coli). The abbreviations will be used to
identify each individual Delta in Sections 9.2 and 9.4.

abbrev. of hits taxonomy of species
Bba-1-1 Bacteria Proteobacteria Deltaproteobacteria Bdellovibrionales Bdellovibrionaceae Bdellovibrio bacteriovorus HD100
dpr-1-1 to dpr-1-5 Bacteria Proteobacteria Deltaproteobacteria delta proteobacterium NaphS2
Dba-1-1 Bacteria Proteobacteria Deltaproteobacteria Desulfarculales Desulfarculaceae Desulfarculus baarsii DSM 2075
Dal-1-1 to Dal-1-3 Bacteria Proteobacteria Deltaproteobacteria Desulfobacterales Desulfobacteraceae Desulfatibacillum alkenivorans AK-01
Dpo-1-1 to Dpo-1-4 Bacteria Proteobacteria Deltaproteobacteria Desulfobacterales Desulfobacteraceae Desulfobacter postgatei 2ac9
Dau-1-1 Bacteria Proteobacteria Deltaproteobacteria Desulfobacterales Desulfobacteraceae Desulfobacterium autotrophicum HRM2
Dol-1-1 Bacteria Proteobacteria Deltaproteobacteria Desulfobacterales Desulfobacteraceae Desulfococcus oleovorans Hxd3
Dal-2-1 to Dal-2-2 Bacteria Proteobacteria Deltaproteobacteria Desulfobacterales Desulfobulbaceae Desulfurivibrio alkaliphilus AHT2
Dre-1-1 to Dre-1-2 Bacteria Proteobacteria Deltaproteobacteria Desulfovibrionales Desulfohalobiaceae Desulfohalobium retbaense DSM 5692
Dth-1-1 to Dth-1-2 Bacteria Proteobacteria Deltaproteobacteria Desulfovibrionales Desulfohalobiaceae Desulfonatronospira thiodismutans ASO3-1
Dae-1-1 to Dae-1-2 Bacteria Proteobacteria Deltaproteobacteria Desulfovibrionales Desulfovibrionaceae Desulfovibrio aespoeensis Aspo-2
Daf-1-1 Bacteria Proteobacteria Deltaproteobacteria Desulfovibrionales Desulfovibrionaceae Desulfovibrio africanus str. Walvis Bay
Dde-1-1 to Dde-1-2 Bacteria Proteobacteria Deltaproteobacteria Desulfovibrionales Desulfovibrionaceae Desulfovibrio desulfuricans ND132
Dfr-1-1 Bacteria Proteobacteria Deltaproteobacteria Desulfovibrionales Desulfovibrionaceae Desulfovibrio fructosovorans JJ
Dma-1-1 to Dma-1-2 Bacteria Proteobacteria Deltaproteobacteria Desulfovibrionales Desulfovibrionaceae Desulfovibrio magneticus RS-1
Dma-2-1 Bacteria Proteobacteria Deltaproteobacteria Desulfovibrionales Desulfovibrionaceae Desulfovibrio magneticus str. Maddingley MBC34
Dsp-1-1 to Dsp-1-2 Bacteria Proteobacteria Deltaproteobacteria Desulfovibrionales Desulfovibrionaceae Desulfovibrio sp. A2
Dsp-2-1 Bacteria Proteobacteria Deltaproteobacteria Desulfovibrionales Desulfovibrionaceae Desulfovibrio sp. U5L
Dvu-1-1 Bacteria Proteobacteria Deltaproteobacteria Desulfovibrionales Desulfovibrionaceae Desulfovibrio vulgaris str. ’Miyazaki F’
Dac-1-1 to Dac-1-2 Bacteria Proteobacteria Deltaproteobacteria Desulfuromonadales Desulfuromonadaceae Desulfuromonas acetoxidans DSM 684
Gbe-1-1 to Gbe-1-12 Bacteria Proteobacteria Deltaproteobacteria Desulfuromonadales Geobacteraceae Geobacter bemidjiensis Bem
Glo-1-1 to Glo-1-3 Bacteria Proteobacteria Deltaproteobacteria Desulfuromonadales Geobacteraceae Geobacter lovleyi SZ
Gme-1-1 to Gme-1-16 Bacteria Proteobacteria Deltaproteobacteria Desulfuromonadales Geobacteraceae Geobacter metallireducens GS-15
Gsp-1-1 to Gsp-1-10 Bacteria Proteobacteria Deltaproteobacteria Desulfuromonadales Geobacteraceae Geobacter sp. FRC-32
Gsp-2-1 to Gsp-2-13 Bacteria Proteobacteria Deltaproteobacteria Desulfuromonadales Geobacteraceae Geobacter sp. M18
Gsp-3-1 to Gsp-3-14 Bacteria Proteobacteria Deltaproteobacteria Desulfuromonadales Geobacteraceae Geobacter sp. M21
Gsu-1-1 to Gsu-1-12 Bacteria Proteobacteria Deltaproteobacteria Desulfuromonadales Geobacteraceae Geobacter sulfurreducens KN400
Gsu-2-1 to Gsu-2-13 Bacteria Proteobacteria Deltaproteobacteria Desulfuromonadales Geobacteraceae Geobacter sulfurreducens PCA
Gur-1-1 to Gur-1-25 Bacteria Proteobacteria Deltaproteobacteria Desulfuromonadales Geobacteraceae Geobacter uraniireducens Rf4
Pca-1-1 to Pca-1-7 Bacteria Proteobacteria Deltaproteobacteria Desulfuromonadales Pelobacteraceae Pelobacter carbinolicus DSM 2380
Ppr-1-1 to Ppr-1-13 Bacteria Proteobacteria Deltaproteobacteria Desulfuromonadales Pelobacteraceae Pelobacter propionicus DSM 2379
Mfu-1-1 Bacteria Proteobacteria Deltaproteobacteria Myxococcales Cystobacterineae Myxococcaceae Myxococcus fulvus HW-1
Dac-2-1 to Dac-2-4 Bacteria Proteobacteria Deltaproteobacteria Syntrophobacterales Syntrophaceae Desulfobacca acetoxidans DSM 11109
Sfu-1-1 to Sfu-1-7 Bacteria Proteobacteria Deltaproteobacteria Syntrophobacterales Syntrophobacteraceae Syntrophobacter fumaroxidans MPOB
env-1 environmental sample

9.2 Gene contexts

Each Delta (indicated by “RNA→”) is listed. For each hit, the genes located
within 6 Kb of the hit are given, except that genes are not listed for eukaryotes, be-
cause these organisms were not used in the statistics of genetic elements associated
with c-di-GMP riboswitches.. Some environmental sequences and some RefSeq en-
tries lack gene annotations, and so no genes are available for such sequences. The
direction of each gene is indicated with an arrow (→), and each conserved domain
in the gene is colored. Conserved domains associated with more than one Delta
are assigned a color; other domains are gray. Information about these conserved

domains is given in Section 9.3. The accession number of the sequence containing
each Delta is given. Accessions beginning with “NC ”, “NS ”, “NW ” or “NZ ”
are contained in RefSeq. Other accession refer to environmental samples, whose
sources are cited in Methods. Nucleotide coordinates are given for the 5′ and 3′

boundaries of each Delta. If the 5′ coordinate is greater than the 3′ coordinate,
the RNA is present on the reverse-complement strand of the containing genomic
DNA sequence. Each hit is denoted by an abbreviation (like “Eco-1-1”) that refers
to a taxonomy given in Section 9.1.

abbrev. Seq. accession 5′ at 3′ at genes

Bacteria Proteobacteria Deltaproteobacteria
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Dpo-1-1 NZ CM001488.1 - 300002 299896 ←COG3677 (COG3677) RNA→ SERPIN (cd00172)→
Mfu-1-1 NC 015711.1 - 7444148 7444036 FecR (pfam04773)→ RNA→ TolB (COG0823)→ hypo→ hypo→ Herpes TAF50 (pfam03326)→
Bba-1-1 NC 005363.1 - 1073963 1073846 MRP-like (cd02037)→ RNA→ ←BCAT beta family (cd01557)
Dde-1-1 NC 016803.1 - 2880157 2880032 ←DHOD e trans like1 (cd06219) RNA→ hypo→
Gsp-1-1 NC 011979.1 - 359847 359702 ←Rotamase (pfam00639) RNA→ PLN02580 (PLN02580)→
Dal-1-1 NC 011768.1 + 4141097 4141210 (big gap) ←Transposase 9 (pfam01548)Transposase 20 (pfam02371) RNA→ hypo→
Dth-1-1 NZ ACJN02000001.1 - 84550 84428 (big gap) hypo→ RNA→ PRK10557 (PRK10557)→
Pca-1-1 NC 007498.2 - 668531 668421 OmpA C-like (cd07185)→ RNA→ CheW (cd00732)→
Gsp-2-1 NC 014973.1 - 315525 315415 hypo→ RNA→ COG4719 (COG4719)→
Daf-1-1 NC 016629.1 + 1006149 1006270 ←BFIT BACH (cd03442) RNA→ FN3 (cd00063)→ hypo→
Dpo-1-2 NZ CM001488.1 - 2970216 2970106 ←hypo RNA→ PEP-CTERM putative exosortase interaction domain-containing protein→

COG4676 (COG4676)→
Ppr-1-1 NC 008609.1 + 3445243 3445353 PAS (cd00130)REC (cd00156)EAL (cd01948)GGDEF (cd01949)→ RNA→ COG3287 (COG3287)→

Robl LC7 (pfam03259)→ hypo→ hypo→ ParA (cd02042)→ hypo→
Gur-1-1 NC 009483.1 - 2025195 2025002 ←Alpha-amylase (pfam00128) RNA→ hypo→ hypo→
Glo-1-1 NC 010814.1 - 213223 213112 ←pseudogene RNA→ FGE-sulfatase (pfam03781)→ hypo→
Ppr-1-2 NC 008609.1 - 3251892 3251787 ←COG4313 (COG4313) RNA→ hypo→
Ppr-1-3 NC 008609.1 - 315405 315299 ←hypo RNA→ ←hypo

Pca-1-2 NC 007498.2 - 2648206 2648092 ←hypo RNA→ LprI (COG4461)→
dpr-1-1 NZ ADZZ01000749.1 + 84346 84456 PMI typeI (pfam01238)→ RNA→ hypo (cons)→
Dma-1-1 NC 012796.1 - 3289066 3288955 ←hypo RNA→ decahem SO (TIGR03508)→ PAS (cd00130)MA (smart00283)HAMP (pfam00672)→
Pca-1-3 NC 007498.2 + 1774607 1774720 ←hypo RNA→ ←hypo

Gsp-3-1 NC 012918.1 + 2163529 2163639 ←HTH MARR (smart00347) RNA→ hypo→
Gbe-1-1 NC 011146.1 - 2736247 2736137 ←HTH MARR (smart00347) RNA→ hypo→
Gur-1-2 NC 009483.1 + 247497 247612 RNR II dimer (cd02888)→ RNA→ hypo→ AAA (cd00009)→ COG1721 (COG1721)→

Transglut core (pfam01841)→
Gsp-1-2 NC 011979.1 + 1198040 1198149 COG0702 (COG0702)→ RNA→ DUF805 (pfam05656)→
Gsp-2-2 NC 014973.1 + 1337415 1337526 ←hypo RNA→ Transglut core (pfam01841)SMC prok A (TIGR02169)→ propeptide PepSY amd peptidase M4→

ISOPREN C2 like (cd00688)M14 CP N-E like (cd03858)A2M N (pfam01835)→
Ppr-1-4 NC 008609.1 - 2576377 2576262 ←hypo RNA→ ←hypo

Ppr-1-5 NC 008609.1 + 2353251 2353362 HTH 1 (pfam00126)PBP2 CysL like (cd08420)→ RNA→ DUF898 (pfam05987)→ Peptidase M48 (pfam01435)→
Ppr-1-6 NC 008609.1 + 306475 306584 Macro Appr pase like (cd02908)→ RNA→ COG4748 (COG4748)→
Ppr-1-7 NC 008609.1 + 1047081 1047188 hypo→ RNA→ DUF3427 (pfam11907)→
Dba-1-1 NC 014365.1 - 3203442 3203317 OMP decarboxylase like (cd04725)→ RNA→ COG1406 (COG1406)→
Dau-1-1 NC 012108.1 - 3010109 3009995 ←hypo RNA→ DUF3607 (pfam12245)Peptidases S8 15 (cd07498)→
Gsp-2-3 NC 014973.1 + 1280774 1280897 tRNA-Leu→ RNA→ ←Cu-Zn Superoxide Dismutase (cd00305)
Gsp-1-3 NC 011979.1 - 1868605 1868487 ←hypo RNA→ ←AAG (cd00540)
Pca-1-4 NC 007498.2 - 2399826 2399714 EpsG (TIGR03029)type IV pilB (TIGR02538)→ RNA→ sigma-fimbria adhesin→ sigma-fimbria adhesin→
Dac-1-1 NZ AAEW02000011.1 + 10488 10602 COG1578 (COG1578)→ RNA→ HATPase c (cd00075)HisKA (cd00082)sensory box (TIGR00229)→

REC (cd00156)AAA (cd00009)→
Gsu-2-1 NC 002939.5 - 1100151 1100036 ←COG2252 (COG2252) RNA→ hypo→
Gsu-1-1 NC 017454.1 - 1070942 1070827 ←COG2252 (COG2252) RNA→ hypo→
Pca-1-5 NC 007498.2 + 1141613 1141723 (big gap) Cas Cas2CT1978 (pfam09707)→ RNA→ HAMP (cd06225)MA (smart00283)Cache 1 (pfam02743)→
Gur-1-3 NC 009483.1 - 3601382 3601271 ←INT P4 (cd00801) RNA→ hypo→
Gsp-3-2 NC 012918.1 + 513965 514076 hypo→ RNA→ B ant repeat (TIGR01451)→
Gsp-3-3 NC 012918.1 + 512987 513098 hypo→ RNA→ hypo→
Gsp-2-4 NC 014973.1 - 4751328 4751218 (big gap) pseudogene→ RNA→ hypo→
Gur-1-4 NC 009483.1 - 3600599 3600486 hypo→ RNA→ B ant repeat (TIGR01451)→
Dac-1-2 NZ AAEW02000001.1 - 146777 146662 tRNA-Ser→ RNA→ PAS (cd00130)GGDEF (cd01949)→
Ppr-1-8 NC 008609.1 - 2645565 2645443 DUF218 (pfam02698)→ RNA→ FN3 (cd00063)SO family Moco dimer (cd02110)→
Gsu-2-2 NC 002939.5 - 2136173 2136048 ←PEP motif-containing protein exosortase substrate RNA→ hypo→ hypo→
Gsu-1-2 NC 017454.1 - 2107511 2107386 ←PEP motif-containing protein, putative exosortase substrate RNA→ hypo→ hypo→
Gsu-2-3 NC 002939.5 - 2133435 2133312 hypo→ RNA→ repeat-containing protein→
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Gsu-1-3 NC 017454.1 - 2104766 2104643 hypo→ RNA→ repeat-containing protein→
Pca-1-6 NC 007498.2 + 2380535 2380647 ←REC (cd00156)CheW like (cd00588) RNA→ hypo→ PAS (cd00130)EAL (cd01948)GGDEF (cd01949)→
Gme-1-1 NC 007517.1 - 824448 824330 CAP ED (cd00038)→ RNA→ Peptidases S8 Thermitase like (cd07484)→
Gme-1-2 NC 007517.1 - 827303 827185 ←Alpha ANH like (cd01986) RNA→ Peptidases S8 Thermitase like (cd07484)→
Dal-2-1 NC 014216.1 - 469825 469713 hypo→ RNA→ hypo→
Gsu-2-4 NC 002939.5 - 2760066 2759953 SGL (pfam08450)→ RNA→ cytochrome c→
Gsu-1-4 NC 017454.1 - 2659780 2659667 SGL (pfam08450)→ RNA→ cytochrome c, 6 heme-binding sites→
Sfu-1-1 NC 008554.1 + 4137251 4137373 COG3823 (COG3823)→ RNA→ HDOD (pfam08668)→
Dth-1-2 NZ ACJN02000003.1 + 250960 251084 ←hypo RNA→ PilM (COG4972)→ hypo→ hypo→
Dal-1-2 NC 011768.1 + 3523911 3524016 hypo→ RNA→ hypo→
Dsp-1-1 NZ AGFG01000038.1 + 17545 17653 GFAT (cd00714)SIS GlmS GlmD 1 (cd05008)SIS GlmS GlmD 2 (cd05009)→ RNA→ ←hypo
Ppr-1-9 NC 008609.1 + 2368963 2369076 ←MmsB (COG2084) RNA→ hypo→ arch bact SO family Moco (cd02109)→
Dfr-1-1 NZ AECZ01000036.1 + 40487 40606 ←ABCF EF-3 (cd03221) RNA→ hypo→
Sfu-1-2 NC 008554.1 + 3150556 3150673 (big gap) ←Ferritin like AB (cd01045) RNA→ GspH (pfam12019)→
dpr-1-2 NZ ADZZ01000720.1 - 12261 12136 REC (cd00156)AAA (cd00009)→ RNA→ hypo (cons)→
Sfu-1-3 NC 008554.1 - 4546407 4546284 ←DUF853 (pfam05872) RNA→ hypo→
Sfu-1-4 NC 008554.1 + 4310854 4310979 hypo→ RNA→ hypo→
Dal-2-2 NC 014216.1 - 2075235 2075109 REC (cd00156)AAA (cd00009)→ RNA→ hypo→
dpr-1-3 NZ ADZZ01000720.1 - 9118 9004 hypo (cons)→ RNA→ hypo (cons)→
dpr-1-4 NZ ADZZ01000720.1 - 9726 9613 ←hypo (cons) RNA→ hypo (cons)→
Dma-1-2 NC 012796.1 - 4339635 4339518 CitA (COG3290)NarQ (COG3850)MA (smart00283)→ RNA→

CitA (COG3290)NarQ (COG3850)MA (smart00283)→ hypo→ phageshock pspC (TIGR02978)→
Dma-2-1 NZ ALAO01000268.1 - 1696 1579 phageshock pspC (TIGR02978)→ RNA→ CitA (COG3290)MA (smart00283)HAMP (pfam00672)→
Dsp-2-1 NZ JH600068.1 - 4310468 4310350 phageshock pspA (TIGR02977)→ RNA→ CitA (COG3290)MA (smart00283)→ hypo→

phageshock pspC (TIGR02978)→
Sfu-1-5 NC 008554.1 - 611284 611171 hypo→ RNA→ (big gap) ROS MUCR (pfam05443)→
Sfu-1-6 NC 008554.1 + 4434353 4434459 WrbA (COG0655)→ RNA→ hypo→
Dpo-1-3 NZ CM001488.1 - 1528338 1528221 nitrilase (cd07197)→ RNA→ hypo→
dpr-1-5 NZ ADZZ01000513.1 + 769 878 ←conserved domain protein RNA→ hypo (cons)→
Sfu-1-7 NC 008554.1 - 4864965 4864855 (big gap) ←Peptidase C25 (pfam01364) RNA→ hypo→
Dal-1-3 NC 011768.1 - 5865673 5865565 Abhydrolase 3 (pfam07859)→ RNA→ LipA (COG1075)→
Dae-1-1 NC 014844.1 - 2774869 2774761 COG3676 (COG3676)→ RNA→ FhaC (COG2831)→ FhaB (COG3210)Haemagg act (pfam05860)→

COG3464 (COG3464)→
Gur-1-5 NC 009483.1 + 3544145 3544255 ←COG4564 (COG4564)MA (smart00283) RNA→ FkpA (COG0545)GT WecA like (cd06853)→ hypo→
Dpo-1-4 NZ CM001488.1 - 2703965 2703852 (big gap) ←rubredoxin (cd00730) RNA→

PEP-CTERM putative exosortase interaction domain-containing protein→
Dsp-1-2 NZ AGFG01000042.1 - 88266 88162 ←putative membrane protein RNA→ hypo→
Dvu-1-1 NC 011769.1 - 2307934 2307830 ←hypo RNA→ pseudogene→
Dde-1-2 NC 016803.1 - 2073368 2073260 ←ABC UvrA I (cd03270)ABC UvrA II (cd03271) RNA→ HDc (cd00077)→
Glo-1-2 NC 010814.1 - 1534192 1534082 PulD (COG1450)TadD (COG5010)type II gspD (TIGR02517)Type II cohesin (cd08547)→ RNA→

A2M N (pfam01835)Cytochrome cB (pfam11783)→
Gur-1-6 NC 009483.1 - 626400 626297 ←Ribonuclease BN (pfam03631) RNA→ hypo→
Gsp-1-4 NC 011979.1 - 3014678 3014567 GATase1 PfpI like (cd03134)→ RNA→ NLPC P60 (pfam00877)→
Gur-1-7 NC 009483.1 + 2356828 2356932 hypo→ RNA→ FN3 (cd00063)fn3 (pfam00041)→
Gur-1-8 NC 009483.1 - 458201 458098 hypo→ RNA→ hypo→
Gme-1-3 NC 007517.1 + 1079455 1079563 hypo→ RNA→ HTH XRE (cd00093)→ PilM (COG4972)→ PilN (COG3166)→ PilO (pfam04350)→

PilP (pfam04351)→ AMIN (pfam11741)IV pilus PilQ (TIGR02515)→ Chorismate synthase (cd07304)→
SK (cd00464)→ SK (cd00464)→ DHQS (cd08195)→ TPR (cd00189)→ TPR (cd00189)→ COG2018 (COG2018)→

Gsp-3-4 NC 012918.1 + 3691123 3691236 ←Asn Synthase B C (cd01991)AsnB (cd00712) RNA→ FN3 (cd00063)→
Gbe-1-2 NC 011146.1 - 1256056 1255952 ←Asn Synthase B C (cd01991)AsnB (cd00712) RNA→ hypo→
Gme-1-4 NC 007517.1 - 1212239 1212131 ccoP (TIGR00782)→ RNA→ cytochrome c→
Gsu-2-5 NC 002939.5 + 2773373 2773484 ccoP (TIGR00782)→ RNA→ cytochrome c, 1 heme-binding site→
Gsp-2-5 NC 014973.1 - 5044353 5044242 ←hypo RNA→ COG2373 (COG2373)Cytochrome cB (pfam11783)→
Gur-1-9 NC 009483.1 + 3898429 3898532 ←PP2Cc (cd00143) RNA→ He PIG (pfam05345)CADG (smart00736)Peptidases S8 Subtilisin like (cd07473)→
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Gsp-3-5 NC 012918.1 - 2863585 2863475 (big gap) FN3 (cd00063)→ RNA→ FN3 (cd00063)DUF3607 (pfam12245)→
Gbe-1-3 NC 011146.1 + 2076747 2076854 hypo→ RNA→ fn3 (pfam00041)→
Gsp-3-6 NC 012918.1 + 1448410 1448516 metallo-dependent hydrolases (cd01292)→ RNA→ hypo→
Ppr-1-10 NC 008609.1 + 2787020 2787126 FRG (pfam08867)→ RNA→ hypo→ hypo→ ErfK (COG1376)→
Gsp-3-7 NC 012918.1 + 2709911 2710021 S26 SPase I (cd06530)→ RNA→ cytochrome C family protein→
Gsp-2-6 NC 014973.1 + 2018586 2018697 FN3 (cd00063)→ RNA→ FN3 (cd00063)→ hypo→
Gsp-1-5 NC 011979.1 - 158348 158236 ←PAS (cd00130)RsbU (COG2208) RNA→ ErfK (COG1376)SPOR (pfam05036)→ lipoprotein→

TPR (cd00189)COG3034 (COG3034)→
Gsp-1-6 NC 011979.1 + 2319935 2320047 HisG (COG0040)→ RNA→ hypo→
Gsu-2-6 NC 002939.5 + 1348984 1349093 Dgt (COG0232)→ RNA→ hypo→
Gsu-1-5 NC 017454.1 + 1319867 1319976 Dgt (COG0232)→ RNA→ hypo→
Gme-1-5 NC 007517.1 + 2447610 2447714 ←hypo RNA→ Integrins alpha chain→
Gbe-1-4 NC 011146.1 + 2079940 2080048 fn3 (pfam00041)→ RNA→ DUF3607 (pfam12245)→
Gsu-2-7 NC 002939.5 - 2226001 2225892 type IV pilus minor pilin PilX→ RNA→ HTH XRE (cd00093)→ PilM (COG4972)→ PilN (COG3166)→

PilO (pfam04350)→ PilP (pfam04351)→ AMIN (pfam11741)IV pilus PilQ (TIGR02515)→
Chorismate synthase (cd07304)→ SK (cd00464)→ DHQS (cd08195)→ TPR (cd00189)→ COG2018 (COG2018)→

Gsu-1-6 NC 017454.1 - 2195985 2195876 type IV pilus minor pilin PilX→ RNA→ HTH XRE (cd00093)→ PilM (COG4972)→ PilN (COG3166)→
PilO (pfam04350)→ PilP (pfam04351)→ AMIN (pfam11741)IV pilus PilQ (TIGR02515)→
Chorismate synthase (cd07304)→ SK (cd00464)→ DHQS (cd08195)→ TPR (cd00189)→ COG2018 (COG2018)→

Gsu-2-8 NC 002939.5 - 3168969 3168857 cytochrome c→ RNA→ PLN02919 (PLN02919)→ decahem SO (TIGR03508)→
DnaJ (COG0484)decahem SO (TIGR03508)→

Gsu-1-7 NC 017454.1 - 3063306 3063194 cytochrome c, 7 heme-binding sites→ RNA→ PLN02919 (PLN02919)→ decahem SO (TIGR03508)→
DnaJ (COG0484)decahem SO (TIGR03508)→

Gur-1-10 NC 009483.1 + 323112 323217 ←Endonuclease V (cd06559) RNA→ DUF1653 (pfam07866)→
Ppr-1-11 NC 008609.1 + 2712830 2712932 ←ArsC 15kD (cd03033) RNA→ putative lipoprotein→
Gme-1-6 NC 007517.1 + 158159 158267 HTH XRE (cd00093)S24 LexA-like (cd06529)→ RNA→ hypo→
Gur-1-11 NC 009483.1 + 2697401 2697507 CESA like 1 (cd06439)→ RNA→ hypo→ hypo→
Gsp-2-7 NC 014973.1 + 2017149 2017261 YdcF-like (cd06259)→ RNA→ FN3 (cd00063)→
Gur-1-12 NC 009483.1 - 2005288 2005187 HATPase c (cd00075)→ RNA→ hypo→
Gsp-1-7 NC 011979.1 + 3538279 3538384 ←hypB (TIGR00073) RNA→ SCP bacterial (cd05379)→
Gbe-1-5 NC 011146.1 + 1375443 1375545 HATPase c (cd00075)REC (cd00156)HAMP (pfam00672)→ RNA→ hypo→
Gsu-2-9 NC 002939.5 + 1081530 1081642 hypo→ RNA→ hypo→
Gsu-1-8 NC 017454.1 + 1052320 1052432 hypo→ RNA→ hypo→
Gur-1-13 NC 009483.1 - 2885794 2885690 ←Fer (COG1141) RNA→ hypo→
Gsp-1-8 NC 011979.1 - 3607991 3607879 Dgt (COG0232)→ RNA→ hypo→
Gsp-2-8 NC 014973.1 + 4032440 4032552 ←hypo RNA→ SMC prok B (TIGR02168)→
Gur-1-14 NC 009483.1 - 2692047 2691942 FN3 (cd00063)→ RNA→ FN3 (cd00063)→
Gur-1-15 NC 009483.1 - 2694582 2694470 ←GT1 WabH like (cd03811) RNA→ FN3 (cd00063)→
Ppr-1-12 NC 008609.1 + 3117918 3118022 COG2509 (COG2509)→ RNA→ fn3 (pfam00041)→
Gbe-1-6 NC 011146.1 - 2179199 2179092 S26 SPase I (cd06530)→ RNA→ lipoprotein cytochrome c→
Gme-1-7 NC 007517.1 + 1334230 1334333 ←outer membrane channel RNA→ Peptidases S8 Subtilisin like (cd07473)→
Gsu-2-10 NC 002939.5 - 1711443 1711329 ←MscS (COG0668) RNA→ lipoprotein→
Gsu-1-9 NC 017454.1 - 1681092 1680978 ←MscS (COG0668) RNA→ lipoprotein→
Gsu-2-11 NC 002939.5 - 1147048 1146934 AAT like (cd00609)→ RNA→ hypo→
Gsu-1-10 NC 017454.1 - 1117941 1117827 AAT like (cd00609)→ RNA→ hypo→
Gme-1-8 NC 007517.1 + 1977782 1977888 HDc (cd00077)→ RNA→ hypo→
Gur-1-16 NC 009483.1 - 2519093 2518990 (big gap) Cyto ox 2 (pfam02322)→ RNA→ ErfK (COG1376)SPOR (pfam05036)→
Ppr-1-13 NC 008609.1 - 609699 609594 Pyridox oxidase (pfam01243)→ RNA→ LysM (cd00118)SPOR (pfam05036)→
Gme-1-9 NC 007517.1 - 271505 271395 DPG synthase (cd04188)→ RNA→ lipoprotein→ COG3357 (COG3357)→
Gme-1-10 NC 007517.1 + 2280681 2280787 pepcterm CAAX (TIGR03008)→ RNA→ exosort acyl (TIGR03694)→
Gsp-3-8 NC 012918.1 - 675301 675189 hypo→ RNA→ HATPase c (cd00075)PAS (cd00130)REC (cd00156)→
Gur-1-17 NC 009483.1 + 2097360 2097462 hypo→ RNA→ HTH XRE (cd00093)→ PilM (COG4972)→ PilN (COG3166)→ PilO (pfam04350)→

PilP (pfam04351)→ AMIN (pfam11741)IV pilus PilQ (TIGR02515)→ hypo→ DUF1573 (pfam07610)→
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Gbe-1-7 NC 011146.1 + 4525099 4525202 ←DUF1080 (pfam06439) RNA→ ErfK (COG1376)SPOR (pfam05036)→ ErfK (COG1376)SPOR (pfam05036)→
lipoprotein→

Gsp-3-9 NC 012918.1 + 4660628 4660731 ←hypo RNA→ LysM (cd00118)SPOR (pfam05036)→ lipoprotein→
Gbe-1-8 NC 011146.1 - 649739 649636 hypo→ RNA→ hypo→ HATPase c (cd00075)PAS (cd00130)REC (cd00156)HisKA (cd00082)→
Gur-1-18 NC 009483.1 - 2035515 2035412 hypo→ RNA→ hypo→
Gbe-1-9 NC 011146.1 - 3434389 3434284 hypo→ RNA→ lipoprotein→
Gsp-2-9 NC 014973.1 - 4501787 4501674 S-methyl trans (pfam02574)→ RNA→ hypo→
Gme-1-11 NC 007517.1 - 265074 264969 ←hypo RNA→ hypo→
Gur-1-19 NC 009483.1 - 2790596 2790494 cinA (cd00885)→ RNA→ OmpW (pfam03922)→
Gme-1-12 NC 007517.1 + 1911263 1911367 ←DUF2846 (pfam11008) RNA→ decahem SO (TIGR03508)→
Gme-1-13 NC 007517.1 - 1324489 1324383 hypo→ RNA→ cytochrome c→
Gur-1-20 NC 009483.1 + 838435 838538 Transaldolase FSA (cd00956)→ RNA→ ccoP (TIGR00782)Cytochrom C (pfam00034)→
Gme-1-14 NC 007517.1 + 3913261 3913367 RHOD (cd00158)CoA CoA reduc (TIGR03385)→ RNA→ SPOR (pfam05036)YkuD (pfam03734)→

SPOR (pfam05036)YkuD (pfam03734)→ putative lipoprotein→
Gme-1-15 NC 007517.1 + 325746 325849 DUF2169 (pfam09937)→ RNA→ cytochrome c→
Gsp-3-10 NC 012918.1 + 2404308 2404420 ←MoeA (cd00887) RNA→ DUF500 (pfam04366)→
Gbe-1-10 NC 011146.1 - 2499153 2499041 ←PHB DH (TIGR01963) RNA→ COG2930 (COG2930)→
Gsu-2-12 NC 002939.5 + 1922639 1922750 Cytochrom C3 (cd08168)→ RNA→ lipoprotein cytochrome c→
Gsu-1-11 NC 017454.1 + 1889811 1889922 Cytochrom C3 (cd08168)→ RNA→ lipoprotein cytochrome c, 3 heme-binding sites→
Gsp-3-11 NC 012918.1 - 1725772 1725660 ←hypo RNA→ hypo→ hypo→ hemeryth dom (TIGR02481)→
Gbe-1-11 NC 011146.1 + 3197817 3197929 ←hypo RNA→ hypo→ lipoprotein→ hemeryth dom (TIGR02481)→
Gsp-2-10 NC 014973.1 + 3146392 3146504 ←hypo RNA→ hypo→ hypo→ hemeryth dom (TIGR02481)→
Gsp-3-12 NC 012918.1 + 378580 378692 (big gap) ←hypo RNA→ hypo→ PRK01265 (PRK01265)→ pseudogene→
Gsp-2-11 NC 014973.1 - 1214191 1214079 (big gap) hypo→ RNA→ fibronectin type III domain-containing protein→
Gsp-2-12 NC 014973.1 - 1576731 1576619 EutC (pfam05985)→ RNA→ hypo→
Gsp-1-9 NC 011979.1 - 1962108 1961998 ←AdoMet MTases (cd02440) RNA→ hypo→
Gsp-3-13 NC 012918.1 - 3585656 3585544 HATPase c (cd00075)PAS (cd00130)HisKA (cd00082)sensory box (TIGR00229)→ RNA→ hypo→
Gsp-2-13 NC 014973.1 - 3835294 3835182 HATPase c (cd00075)PAS (cd00130)HisKA (cd00082)sensory box (TIGR00229)→ RNA→

PAS (cd00130)EAL (cd01948)GGDEF (cd01949)→ hypo→ Adenine glyco (pfam03352)→
Gsu-2-13 NC 002939.5 - 197883 197771 ←HAD like (cd01427) RNA→ LysM (cd00118)SPOR (pfam05036)→ lipoprotein→
Gsu-1-12 NC 017454.1 - 166147 166035 ←HAD like (cd01427) RNA→ LysM (cd00118)SPOR (pfam05036)→ lipoprotein→
Gsp-1-10 NC 011979.1 - 3356689 3356576 hypo→ RNA→ HTH XRE (cd00093)→ PilM (COG4972)→ PilN (COG3166)→ PilO (pfam04350)→

PilP (pfam04351)→ IV pilus PilQ (TIGR02515)→ hypo→ Ig family protein→
Gsp-3-14 NC 012918.1 + 359876 359985 COG0679 (COG0679)→ RNA→ OmpW (COG3047)→
Gbe-1-12 NC 011146.1 + 382528 382637 COG0679 (COG0679)→ RNA→ OmpW (COG3047)→
Glo-1-3 NC 010814.1 + 645053 645162 hypo→ RNA→ FN3 (cd00063)fn3 (pfam00041)→
Gur-1-21 NC 009483.1 + 1555843 1555949 ←PhdYeFM (pfam02604) RNA→ hypo→
Gur-1-22 NC 009483.1 + 2785576 2785687 ←hypo RNA→ DUF3309 (pfam11752)→
Gur-1-23 NC 009483.1 - 463588 463477 hypo→ RNA→ COG1331 (COG1331)→
Dre-1-1 NC 013223.1 + 1118058 1118166 MFS (cd06174)→ RNA→ hypo→
Dre-1-2 NC 013223.1 - 427635 427528 ←ABC choline bnd (TIGR03414) RNA→ COG4564 (COG4564)MA (smart00283)→
Gur-1-24 NC 009483.1 - 2843146 2843036 ←hypo RNA→ ElaC (COG1234)→
Pca-1-7 NC 007498.2 + 1987026 1987140 COG1149 (COG1149)→ RNA→ PaaK (COG1541)→
Dae-1-2 NC 014844.1 - 3315268 3315106 pseudogene→ RNA→ HDc (cd00077)→
Dac-2-1 NC 015388.1 + 907000 907110 (big gap) hypo→ RNA→ EppA BapA family protein→ hypo→ hypo→ hypo→
Dac-2-2 NC 015388.1 + 903555 903665 (big gap) COG5563 (COG5563)→ RNA→ hypo→
Dac-2-3 NC 015388.1 + 901323 901433 (big gap) hypo→ RNA→ (big gap) COG5563 (COG5563)→
Dac-2-4 NC 015388.1 + 900570 900678 (big gap) hypo→ RNA→ (big gap) COG5563 (COG5563)→
Dol-1-1 NC 009943.1 + 2080967 2081079 Methyltrans RNA (pfam04452)→ RNA→ DUF1566 (pfam07603)→ tRNA-Phe→
Gur-1-25 NC 009483.1 + 2980375 2980487 hypo→ RNA→ hypo→
Gme-1-16 NC 007517.1 - 1623899 1623668 hypo→ RNA→ hypo→ ptsS 2 (TIGR02136)→ hypo→

environmental
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env-1 M750CN 1002149 - 23368 23253 nucleoside deaminase (cd01285)→ RNA→ PAS (cd00130)GGDEF (cd01949)→

9.3 Conserved domains

Conserved domains found in protein-coding genes listed in Section 9.2 are
shown below, with the first sentence in their description from the Conserved Do-
main Database (if any). Conserved domains associated with more than one Delta
are assigned a color, while others are shown in gray. The symbols ‘d’ and ‘u’ (if
any) to the left of the colored domain name indicate whether the domain occurs
upstream or downstream of the RNA motif. Domains marked with lower-case ‘d’
occur (at least once) present downstream of some Delta in the opposite orientation.

Domains marked with capital ‘D’ occur downstream and in the same orientation
(i.e., a potential cis-regulatory arrangement). Domains marked with a ‘u’ occur
upstream of the RNA in either orientation. If the ‘d’/‘u’ symbols are missing, then
the domain is downstream and in the same strand. (This mode is used for motifs
predicted as cis-regulatory. The number in parentheses after the colored domain
name is the number of occurrences in Section 9.2.

cd00009 (4) The AAA+ (ATPases Associated with a wide variety of cellular Activities) super-

family represents an ancient group of ATPases belonging to the ASCE (for additional strand,

catalytic E) division of the P-loop NTPase fold.

cd00038 (1) effector domain of the CAP family of transcription factors; members include CAP

(or cAMP receptor protein (CRP)), which binds cAMP, FNR (fumarate and nitrate reduction),

which uses an iron-sulfur cluster to sense oxygen) and CooA, a heme containing CO sensor.

cd00063 (13) Fibronectin type 3 domain; One of three types of internal repeats found in the

plasma protein fibronectin.

cd00075 (7) Histidine kinase-like ATPases; This family includes several ATP-binding pro-

teins for example: histidine kinase, DNA gyrase B, topoisomerases, heat shock protein HSP90,

phytochrome-like ATPases and DNA mismatch repair proteins

cd00077 (3) Metal dependent phosphohydrolases with conserved ’HD’ motif
cd00082 (4) Histidine Kinase A (dimerization/phosphoacceptor) domain; Histidine Kinase A

dimers are formed through parallel association of 2 domains creating 4-helix bundles; usually

these domains contain a conserved His residue and are activated via trans-autophosphorylation

by the catalytic domain of the histidine kinase.
cd00093 (6) Helix-turn-helix XRE-family like proteins.
cd00118 (4) Lysin domain, found in a variety of enzymes involved in bacterial cell wall degra-

dation.

cd00130 (11) PAS domain; PAS motifs appear in archaea, eubacteria and eukarya.
cd00143 (1) Serine/threonine phosphatases, family 2C, catalytic domain; The protein architec-

ture and deduced catalytic mechanism of PP2C phosphatases are similar to the PP1, PP2A,

PP2B family of protein Ser/Thr phosphatases, with which PP2C shares no sequence similarity.
cd00156 (8) Signal receiver domain; originally thought to be unique to bacteria (CheY, OmpR,

NtrC, and PhoB), now recently identified in eukaroytes ETR1 Arabidopsis thaliana; this domain

receives the signal from the sensor partner in a two-component systems; contains a phosphoac-

ceptor site that is phosphorylated by histidine kinase homologs; usually found N-terminal to a

DNA binding effector domain; forms homodimers

cd00158 (1) Rhodanese Homology Domain (RHOD); an alpha beta fold domain found dupli-

cated in the rhodanese protein.
cd00172 (1) SERine Proteinase INhibitors (serpins) exhibit conformational polymorphism shift-

ing from native to cleaved, latent, delta, or polymorphic forms.
cd00189 (5) Tetratricopeptide repeat domain; typically contains 34 amino acids [WLF]-X(2)-

[LIM]-[GAS]-X(2)-[YLF]-X(8)-[ASE]-X(3)-[FYL]-X(2)-[ASL]-X(4)-[PKE]
cd00305 (1) Copper/zinc superoxide dismutase (SOD). [PMID:.8176730]

cd00464 (4) Shikimate kinase (SK) is the fifth enzyme in the shikimate pathway, a seven-step

biosynthetic pathway which converts erythrose-4-phosphate to chorismic acid, found in bacteria,

fungi and plants.

cd00540 (1) Alkyladenine DNA glycosylase (AAG), also known as 3-methyladenine DNA gly-

cosylase, catalyzes the first step in base excision repair (BER) by cleaving damaged DNA bases

within double-stranded DNA to produce an abasic site.

cd00588 (1) CheW-like domain.
cd00609 (2) Aspartate aminotransferase family.
cd00688 (1) This group contains class II terpene cyclases, protein prenyltransferases beta

subunit, two broadly specific proteinase inhibitors alpha2-macroglobulin (alpha (2)-M) and preg-

nancy zone protein (PZP) and, the C3 C4 and C5 components of vertebrate complement.
cd00712 (2) Glutamine amidotransferases class-II (GATase) asparagine synthase B type.

cd00714 (1) Glutamine amidotransferases class-II (Gn-AT) GFAT-type.

cd00730 (1) Rubredoxin; nonheme iron binding domains containing a [Fe(SCys)4]
cd00732 (1) CheW, a small regulator protein, unique to the chemotaxis signalling in prokaryotes

and archea.

cd00801 (1) Bacteriophage P4 integrase.
cd00885 (1) Competence-damaged protein.
cd00887 (1) MoeA family.

cd00956 (1) Transaldolase-like fructose-6-phosphate aldolases (FSA) found in bacteria and ar-

chaea, which are member of the MipB/TalC subfamily of class I aldolases.
cd01045 (1) Uncharacterized family of ferritin-like proteins found in archaea and bacteria.
cd01285 (1) Nucleoside deaminases include adenosine, guanine and cytosine deaminases.

cd01292 (1) Superfamily of metallo-dependent hydrolases (also called amidohydrolase superfam-

ily) is a large group of proteins that show conservation in their 3-dimensional fold (TIM barrel)

and in details of their active site.

cd01427 (2) Haloacid dehalogenase-like hydrolases.
cd01557 (1) BCAT beta family: Branched-chain aminotransferase catalyses the transamination

of the branched-chain amino acids leusine, isoleucine and valine to their respective alpha-keto

acids, alpha-ketoisocaproate, alpha-keto-beta-methylvalerate and alpha-ketoisovalerate.

cd01948 (3) EAL domain.
cd01949 (5) Diguanylate-cyclase (DGC) or GGDEF domain.
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cd01986 (1) Adenine nucleotide alpha hydrolases superfamily including N type ATP PPases

and ATP sulphurylases.
cd01991 (2) The C-terminal domain of Asparagine Synthase B.
cd02037 (1) MRP (Multiple Resistance and pH adaptation) is a homologue of the Fer4 NifH

superfamily.

cd02042 (1) ParA and ParB of Caulobacter crescentus belong to a conserved family of bacterial

proteins implicated in chromosome segregation.
cd02109 (1) bacterial and archael members of the sulfite oxidase (SO) family of molybdopterin

binding domains.
cd02110 (1) Subgroup of sulfite oxidase (SO) family molybdopterin binding domains that con-

tains conserved dimerization domain.

cd02440 (1) S-adenosylmethionine-dependent methyltransferases (SAM or AdoMet-MTase),

class I; AdoMet-MTases are enzymes that use S-adenosyl-L-methionine (SAM or AdoMet) as a

substrate for methyltransfer, creating the product S-adenosyl-L-homocysteine (AdoHcy).

cd02888 (1) Class II ribonucleotide reductase, dimeric form.

cd02908 (1) Macro domain, Appr-1”-pase like family.
cd03033 (1) Arsenate Reductase (ArsC) family, 15kD protein subfamily; composed of proteins

of unknown function with similarity to thioredoxin-fold arsenic reductases, ArsC. [As(V)] to

arsenite [As(III)]
cd03134 (1) A type 1 glutamine amidotransferase (GATase1)-like domain found in PfpI from

Pyrococcus furiosus.

cd03221 (1) ABCF EF-3 Elongation factor 3 (EF-3) is a cytosolic protein required by fungal

ribosomes for in vitro protein synthesis and for in vivo growth.

cd03270 (1) The excision repair protein UvrA domain I; Nucleotide excision repair in eubacteria

is a process that repairs DNA damage by the removal of a 12-13-mer oligonucleotide containing

the lesion.

cd03271 (1) The excision repair protein UvrA domain II; Nucleotide excision repair in eubacteria

is a process that repairs DNA damage by the removal of a 12-13-mer oligonucleotide containing

the lesion.
cd03442 (1) Brown fat-inducible thioesterase (BFIT).

cd03811 (1) This family is most closely related to the GT1 family of glycosyltransferases.
cd03858 (1) Carboxypeptidase (CP) N/E-like subfamily of the M14 family of metallocar-

boxypeptidases (MCPs).

cd04188 (1) DPG synthase is involved in protein N-linked glycosylation.

cd04725 (1) Orotidine 5’-phosphate decarboxylase (ODCase) is a dimeric enzyme that decar-

boxylates orotidine 5’-monophosphate (OMP) to form uridine 5’-phosphate (UMP), an essential

step in the pyrimidine biosynthetic pathway.

cd05008 (1) SIS (Sugar ISomerase) domain repeat 1 found in Glucosamine 6-phosphate synthase

(GlmS) and Glucosamine-6-phosphate deaminase (GlmD).
cd05009 (1) SIS (Sugar ISomerase) domain repeat 2 found in Glucosamine 6-phosphate synthase

(GlmS) and Glucosamine-6-phosphate deaminase (GlmD).
cd05379 (1) SCP bacterial: SCP-like extracellular protein domain, as found in bacteria and

archaea.

cd06174 (1) The Major Facilitator Superfamily (MFS) is a large and diverse group of secondary

transporters that includes uniporters, symporters, and antiporters.
cd06219 (1) FAD/NAD binding domain in the electron transfer subunit of dihydroorotate

dehydrogenase-like proteins.

cd06225 (1) Histidine kinase, Adenylyl cyclase, Methyl-accepting protein, and Phosphatase

(HAMP) domain.

cd06259 (1) YdcF-like.

cd06439 (1) CESA like 1 is a member of the cellulose synthase (CESA) superfamily.
cd06529 (1) Peptidase S24 LexA-like proteins are involved in the SOS response leading to the

repair of single-stranded DNA within the bacterial cell.
cd06530 (2) The S26 Type I signal peptidase (SPase; LepB; leader peptidase B; leader peptidase

I; EC 3.

cd06559 (1) Endonuclease V, a DNA repair enzyme that initiates repair of nitrosative deami-

nated purine bases.

cd06853 (1) This subfamily contains Escherichia coli WecA, Bacillus subtilis TagO and related

proteins.

cd07185 (1) Peptidoglycan binding domains similar to the C-terminal domain of outer-membrane

protein OmpA.
cd07197 (1) Nitrilase superfamily, including nitrile- or amide-hydrolyzing enzymes and amide-

condensing enzymes.
cd07304 (3) Chorismase synthase, the enzyme catalyzing the final step of the shikimate pathway.

cd07473 (2) Peptidase S8 family domain in Subtilisin-like proteins.
cd07484 (2) Peptidase S8 family domain in Thermitase-like proteins.
cd07498 (1) Peptidase S8 family domain, uncharacterized subfamily 15.

cd08168 (2) Heme-binding domain of the class III cytochrome C family and related proteins.
cd08195 (3) Dehydroquinate synthase (DHQS) catalyzes the conversion of DAHP to DHQ in

shikimate pathway for aromatic compounds synthesis.
cd08420 (1) C-terminal substrate binding domain of LysR-type transcriptional regulator CysL,

which activates the transcription of the cysJI operon encoding sulfite reductase, contains the

type 2 periplasmic binding fold.
cd08547 (1) Type II cohesin domain, interaction partner of dockerin.

COG0040 (1) ATP phosphoribosyltransferase [Amino acid transport and metabolism]
COG0232 (3) dGTP triphosphohydrolase [Nucleotide transport and metabolism]
COG0484 (2) DnaJ-class molecular chaperone with C-terminal Zn finger domain [Posttransla-

tional modification, protein turnover, chaperones]

COG0545 (1) FKBP-type peptidyl-prolyl cis-trans isomerases 1 [Posttranslational modification,

protein turnover, chaperones]

COG0655 (1) Multimeric flavodoxin WrbA [General function prediction only]
COG0668 (2) Small-conductance mechanosensitive channel [Cell envelope biogenesis, outer

membrane]
COG0679 (2) Predicted permeases [General function prediction only]
COG0702 (1) Predicted nucleoside-diphosphate-sugar epimerases [Cell envelope biogenesis,

outer membrane / Carbohydrate transport and metabolism]

COG0823 (1) Periplasmic component of the Tol biopolymer transport system [Intracellular

trafficking and secretion]
COG1075 (1) Predicted acetyltransferases and hydrolases with the alpha/beta hydrolase fold

[General function prediction only]
COG1141 (1) Ferredoxin [Energy production and conversion]
COG1149 (1) MinD superfamily P-loop ATPase containing an inserted ferredoxin domain [En-

ergy production and conversion]

COG1234 (1) Metal-dependent hydrolases of the beta-lactamase superfamily III [General func-

tion prediction only]
COG1331 (1) Highly conserved protein containing a thioredoxin domain [Posttranslational

modification, protein turnover, chaperones]
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COG1376 (5) Uncharacterized protein conserved in bacteria [Function unknown]

COG1406 (1) Predicted inhibitor of MCP methylation, homolog of CheC [Cell motility and

secretion]
COG1450 (1) Type II secretory pathway, component PulD [Cell motility and secretion / Intra-

cellular trafficking and secretion]

COG1541 (1) Coenzyme F390 synthetase [Coenzyme metabolism]
COG1578 (1) Uncharacterized conserved protein [Function unknown]

COG1721 (1) Uncharacterized conserved protein (some members contain a von Willebrand

factor type A (vWA) domain) [General function prediction only]

COG2018 (3) Uncharacterized distant relative of homeotic protein bithoraxoid [General function

prediction only]

COG2084 (1) 3-hydroxyisobutyrate dehydrogenase and related beta-hydroxyacid dehydroge-

nases [Lipid metabolism]
COG2208 (1) Serine phosphatase RsbU, regulator of sigma subunit [Signal transduction mech-

anisms / Transcription]
COG2252 (2) Xanthine/uracil/vitamin C permease [Nucleotide transport and metabolism]

COG2373 (1) Large extracellular alpha-helical protein [General function prediction only]
COG2509 (1) Uncharacterized FAD-dependent dehydrogenases [General function prediction

only]
COG2831 (1) Hemolysin activation/secretion protein [Intracellular trafficking and secretion]
COG2930 (1) Uncharacterized conserved protein [Function unknown]

COG3034 (1) Uncharacterized protein conserved in bacteria [Function unknown]
COG3047 (2) Outer membrane protein W [Cell envelope biogenesis, outer membrane]
COG3166 (5) Tfp pilus assembly protein PilN [Cell motility and secretion / Intracellular traf-

ficking and secretion]

COG3210 (1) Large exoproteins involved in heme utilization or adhesion [Intracellular trafficking

and secretion]
COG3287 (1) Uncharacterized conserved protein [Function unknown]
COG3290 (4) Signal transduction histidine kinase regulating citrate/malate metabolism [Signal

transduction mechanisms]

COG3357 (1) Predicted transcriptional regulator containing an HTH domain fused to a Zn-

ribbon [Transcription]

COG3464 (1) Transposase and inactivated derivatives [DNA replication, recombination, and

repair]
COG3676 (1) Transposase and inactivated derivatives [DNA replication, recombination, and

repair]
COG3677 (1) Transposase and inactivated derivatives [DNA replication, recombination, and

repair]

COG3823 (1) Glutamine cyclotransferase [Posttranslational modification, protein turnover,

chaperones]
COG3850 (2) Signal transduction histidine kinase, nitrate/nitrite-specific [Signal transduction

mechanisms]

COG4313 (1) Protein involved in meta-pathway of phenol degradation [Energy production and

conversion]
COG4461 (1) Uncharacterized protein conserved in bacteria, putative lipoprotein [Function

unknown]
COG4564 (2) Signal transduction histidine kinase [Signal transduction mechanisms]

COG4676 (1) Uncharacterized protein conserved in bacteria [Function unknown]

COG4719 (1) Uncharacterized protein conserved in bacteria [Function unknown]

COG4748 (1) Uncharacterized conserved protein [Function unknown]

COG4972 (6) Tfp pilus assembly protein, ATPase PilM [Cell motility and secretion / Intracel-

lular trafficking and secretion]
COG5010 (1) Flp pilus assembly protein TadD, contains TPR repeats [Intracellular trafficking

and secretion]

COG5563 (3) Predicted integral membrane proteins containing uncharacterized repeats [Func-

tion unknown]
pfam00034 (1) Cytochrome c.
pfam00041 (5) Fibronectin type III domain.

pfam00126 (1) Bacterial regulatory helix-turn-helix protein, lysR family.
pfam00128 (1) Alpha amylase, catalytic domain.
pfam00639 (1) PPIC-type PPIASE domain.

pfam00672 (3) HAMP domain.
pfam00877 (1) NlpC/P60 family.
pfam01238 (1) Phosphomannose isomerase type I.

pfam01243 (1) Pyridoxamine 5’-phosphate oxidase.
pfam01364 (1) Peptidase family C25.
pfam01435 (1) Peptidase family M48.

pfam01548 (1) Transposase.
pfam01835 (2) MG2 domain.
pfam01841 (2) Transglutaminase-like superfamily.
pfam02322 (1) Cytochrome oxidase subunit II.

pfam02371 (1) Transposase IS116/IS110/IS902 family.
pfam02574 (1) Homocysteine S-methyltransferase.
pfam02604 (1) Phd YefM.

pfam02698 (1) DUF218 domain.
pfam02743 (1) Cache domain.
pfam03259 (1) Roadblock/LC7 domain.

pfam03326 (1) Herpesvirus transcription activation factor (transactivator).
pfam03352 (1) Methyladenine glycosylase.
pfam03631 (1) Ribonuclease BN-like family.

pfam03734 (2) L,D-transpeptidase catalytic domain.
pfam03781 (1) Formylglycine-generating sulfatase enzyme.

pfam03922 (1) OmpW family.

pfam04350 (5) Pilus assembly protein, PilO.
pfam04351 (5) Pilus assembly protein, PilP.

pfam04366 (1) Family of unknown function (DUF500).

pfam04452 (1) RNA methyltransferase.
pfam04773 (1) FecR protein.

pfam05036 (10) Sporulation related domain.

pfam05345 (1) Putative Ig domain.
pfam05443 (1) ROS/MUCR transcriptional regulator protein.

pfam05656 (1) Protein of unknown function (DUF805).

pfam05860 (1) haemagglutination activity domain.
pfam05872 (1) Bacterial protein of unknown function (DUF853).

pfam05985 (1) Ethanolamine ammonia-lyase light chain (EutC).
pfam05987 (1) Bacterial protein of unknown function (DUF898).

pfam06439 (1) Domain of Unknown Function (DUF1080).

pfam07603 (1) Protein of unknown function (DUF1566).
pfam07610 (1) Protein of unknown function (DUF1573).

pfam07859 (1) alpha/beta hydrolase fold.

pfam07866 (1) Protein of unknown function (DUF1653).
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pfam08450 (2) SMP-30/Gluconolaconase/LRE-like region.

pfam08668 (1) HDOD domain.

pfam08867 (1) FRG domain.
pfam09707 (1) CRISPR-associated protein (Cas Cas2CT1978).

pfam09937 (1) Uncharacterized protein conserved in bacteria (DUF2169).
pfam11008 (1) Protein of unknown function (DUF2846).
pfam11741 (4) Localisation of periplasmic protein complexes.

pfam11752 (1) Protein of unknown function (DUF3309).
pfam11783 (2) Cytochrome c bacterial.
pfam11907 (1) Domain of unknown function (DUF3427).

pfam12019 (1) Type II transport protein GspH.
pfam12245 (3) Protein of unknown function (DUF3607).

PLN02580 (1) trehalose-phosphatase

PLN02919 (2) haloacid dehalogenase-like hydrolase family protein
PRK01265 (1) heat shock protein HtpX; Provisional

PRK10557 (1) hypothetical protein; Provisional

smart00283 (8) Methyl-accepting chemotaxis-like domains (chemotaxis sensory transducer).
smart00347 (2) helix turn helix multiple antibiotic resistance protein.

smart00736 (1) Dystroglycan-type cadherin-like domains.

TIGR00073 (1) hydrogenase accessory protein HypB.

TIGR00229 (3) PAS domain S-box.

TIGR00782 (3) cytochrome c oxidase, cbb3-type, subunit III.

TIGR01451 (2) conserved repeat domain.
TIGR01963 (1) 3-hydroxybutyrate dehydrogenase.

TIGR02136 (1) phosphate binding protein.
TIGR02168 (1) chromosome segregation protein SMC, common bacterial type.
TIGR02169 (1) chromosome segregation protein SMC, primarily archaeal type.

TIGR02481 (3) hemerythrin-like metal-binding domain.
TIGR02515 (5) type IV pilus secretin (or competence protein) PilQ.
TIGR02517 (1) general secretion pathway protein D.

TIGR02538 (1) type IV-A pilus assembly ATPase PilB.
TIGR02977 (1) phage shock protein A.

TIGR02978 (3) phage shock protein C.

TIGR03008 (1) CAAX prenyl protease-related protein.
TIGR03029 (1) chain length determinant protein tyrosine kinase EpsG.

TIGR03385 (1) CoA-disulfide reductase.

TIGR03414 (1) choline ABC transporter, periplasmic binding protein.
TIGR03508 (6) decaheme c-type cytochrome, DmsE family.

TIGR03694 (1) putative PEP-CTERM/exosortase system-associated acyltransferase.

9.4 Multiple-sequence alignment

Each Delta is denoted by an abbreviation (like “Eco-1-1”) that refers to a tax-
onomy given in Section 9.1. Nucleotides proposed to basepair as part of the
consensus structure are shaded in color when they comprise Watson-Crick or G-U
pairs. Otherwise they are shaded gray. Conserved stems are also indicated at the
bottom of the alignment by angle brackets, where matching < and > denote base-
paired columns. Below these angle brackets, the symbol “2” denotes base pairs
exhibiting covariation, “1” denotes base pairs exhibiting compatible mutations,
“0” denotes base pairs that are not observed to mutate and “?” denotes base pairs

that have a significant frequency of non-canonical nucleotides for Watson-Crick or
G-U pairs (> 5%). Below these base pair annotation is the consensus sequence:
“R” = “A” or “G”, “Y” = “C” or “U”, red nucleotides: nucleotide identity con-
served more than 97% of the time, black nucleotides: 90%, gray nucleotides: 75%,
red circle (qa): nucleotide is present 97% of the time, black circle (qa): 90%, gray circle
(qa): 75%, white circle (qa): 50%. All percentages of sequences just described (e.g.
97% conserved) assume that sequences have been weighted by the GSC algorithm
implemented by the Infernal software package.

Duplicate sequences: the following putative homologs are not shown in the alignment because their sequences are identical to a homolog already shown: Gsu-1-11,
Gsu-1-12, Gsu-1-5, Gsu-1-6, Gsu-1-7, Gsu-1-8, Gsu-1-9

alignment positions 1 · · · 79

Dpo-1-1 AAAAAGUAAAAAUUUGACAUUUCUAAGGGUUUACCUGAUUGACAAACUCGUUUUUAGGCGAUAUUGGGUUACUUGUUCU
Mfu-1-1 GCCAGCACCCGCUCCGCGGCCGUGGAGGCGAGCGGGUGUUCGCCUUGACCCAUGGCGAGGGGGCUCCCUACACUCCCGG
Bba-1-1 UGCCUCUCUAAAGAAGAAUGGACUGGUUGGAUCUGAUGAAUAACUCAUAAGGAGGUUCCUAGGGUUAUACUCGUUAGGA
Dde-1-1 AAUAUUCAGCGGCAGGGUCUAUGCUAGUAGCGCCAAACCGCCAGGGUUGUCAAAAUGGGACCGAAUGCGUAUACUAUAU
Gsp-1-1 CAAGCAAAAUCAGGCGAUUGUAGCCAUGGACAAAUUUAUCAGGGUAGACAAUUGACACCCCACCAAUAUUAGCUAUAGU
Dal-1-1 GCACUAAACAUGGCAAUUGAGGAUCUUUGACAAAUCGCCCGGAUCAACGAACCGGGAGCGCUUUUUCCUGAGUAGCGCC
Dth-1-1 UUUUUUAGCGAAUUUUUUUUGUAAUUUCCAAGCAUUAAUGCUUGACGGGCAAUUUUAUGGGGAGUAAGGUGAAGUUAAU
Pca-1-1 UGUCGGCCCUGUUUUUUUAUUUUGUUUUAUUGACCUUGCCGGCCGAUAUAUGGCACAAAGGAGAAGAUCUUAUACGGAU
Gsp-2-1 AAUAGGUUGGCGAACCGCCUUGAUAACCUCACGAAACCAUUGAAGUAAAAUUCACUAAGUCCAGGGAGCGCCUCUGUUU
Daf-1-1 UAUUUCUUGUGAACAGGUCUUUGUAAAUCAGGAUUGAGUCGCGCAUAAGAGGAAAAAUAGACCUCUUAUAUGGAUGUCG
Dpo-1-2 UGUCUAAGUAGUUGUAUGUUGUAUUUGAUUUUUAAUGUUGAUGACAGUUCUUCGGAGGAUAUUUUGUAAAAGAGAGCAC
Ppr-1-1 GCACAAAAUACGGACCAAUUUUCAUGUACAGACUUUUAUACCCUUGACAGCGCAGAACAUACGGUUUAUGAAAGAACUC
Gur-1-1 AGGCUGCAGAAUACGCGGGCGCUACCGACCUGCCGCCACGUGCCUGUUCCUGACCGGAAUCGCUGGUUGUAACUGGGAU
Glo-1-1 UGUAGCUUGACAUCGCAAAAACAGUCAUUUUUGGCAAUAUUUAAUUUACUUGACGUAAAUGUUUUUAAAAUGUAGUUCU
Ppr-1-2 AUUGCAAAAUGUGCCCUGUUUCGCUAUAAGUGCUGAGACUGGAUCGAUGCACUGGACUCUGUCUGAGUCCCCACAACUG
Ppr-1-3 GGCUGAUCUCGUAUUCCACAUUCACCAUUGACAUAUACCACCAAUCUACGCAUACUAAAUGCCCAACUAGCGAAAAUUG
Pca-1-2 AUCUAAUUUUUGUAAUUAAGUAACUGUCUUUUGUGGAAGCCGAUUAAUCUAUAAUACGUUCUUCUGAAAGCGAAAAGAU
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dpr-1-1 GCUGUGCUAUUAGGUUAAAUAAAUAAUAAUGUCCGGUAAAGAAUCCGCUGAUUCCCUCGGAUUUUUCUUGACUGAAAAU
Dma-1-1 ACCCAGUGGCUUGAGAGGUUUUCAGUGCCAGUUCUGUGUGUAUUUGGUGGAAAAAGUUUGUCAAAGGUGAUAUGCAAGC
Pca-1-3 AAGGAUACGGUCGCGCGGAUAUCCGCUCGAUGUCGACGGGUUACAUUACCAACAUGAUUUGGGAGGGUAUGUCGAUGGU
Gsp-3-1 AAACCGAAGAGUAUCUGGCUUAAAUGGAAACAUUAACCUGAUUGACAAUCGCUGCCGAUUGUCGUAUCUGUAUUUCGCA
Gbe-1-1 AAACGAAGAGAGGCUGUCUUAAAAUGAAUCAAUAAUCUCAUUGACAAUCGCUGCCAGUUAUCGUAACAGUAUUUACGCA
Gur-1-2 CCGUGGGUGAAUAAAUUGUGUUUAUGAGACAUUUCUGUUGACAGUUGCUCGGCAGCGGUUGUAUCAAGUCAAAUCAAGA
Gsp-1-2 CCGCGGCUAUCUGCAGUGAAAACAGCUUUGAUAAUCCGAGAAGAAGUUUUGAUUGACAAUAGAUGAUGUUGACUGUAUU
Gsp-2-2 AAUUAUUGUGUUGACAAAAGAACUUAAAUGAAAUAUUCGUAACCGCAUUUAAGCUCUUCAGCUACUACACUACCGUUAC
Ppr-1-4 GUUUUUGGUAUUAAAUUAUUAAAAACAUUGACUGUAUUGAAUUAAGUGAUUUAUAAGAUGGCUCGCCAAGACAACCGAA
Ppr-1-5 UGCGUUAAUCGACCUAUUAUAGAUUCCGCAUCGACAUGCGGACGUUCCCUACAGGUCGUUAGCAACAACCCCAAAAAAA
Ppr-1-6 CUCACCUGUAAACAUUAGAACGUUUGACAUCGCUGGAAUUGUCUGUCAUUAAAAUUCUUCGAAUGAGUUUAACUUUAGA
Ppr-1-7 AAAAGCCCUUGUUUGGAGAGAAUAAUUAAAAAGAUUGUUAUUGGUAUAAUUGCUUGCUAUUAAUAAUGUUUGUACUAAC
Dba-1-1 CAGGCCUGAGCGACCACGGAACGCCGUGGCCGCGCGUCUUGCCGUAAAAUCGGGCAAUGGCCCACGGCUUGUGUUAAGA
Dau-1-1 AGGAAAGGCAUAUCAACAAAAAUGGAGAAGACAUUUUUUAUUUUUUACAUAACGAUGGUAUAUCUUUUGCUUUAACACU
Gsp-2-3 CAUGCAAAGGAGCGUUGCUGACAUAGGGAAGGAAAAAAUACUCACUACCUUGACACUUUAUCUAGGCAGUGAUACAUUU
Gsp-1-3 CCUGGUGGGCAGAAGGAGGAGUAAUAUUAAAUUAAUUUCACAAAAAUAUCUUUACAUGACCCUAAGCUGCGUUAUAGUU
Pca-1-4 CCAGGGAGGGCAAUGCGAACCAUCCAUAGUGUCAGGGCGGUAACCAUGGAUGGAUACAGAAGGUUUUUUAGAAGAUAAA
Dac-1-1 UAAUCUUGCACCGUCUCCAUUGUUAAAUCGUAUUAUCUAUAUUGACAAAAAUUAACCGCCUCUAUAAUAUCCCCAUCUC
Gsu-2-1 GCAGCCCCUUGUUCUGUGACGCCGCUCACAGCAAAACUGUGCUGCCACGGGCUAGAAUUGCUCAAAAGGUCCGUAAUCC
Gsu-1-1 GCAGCCCCCUGUUCUGUGACGCCGCUCACAGCAAAAUCAUGCUGCUACGGGCUAGAAUUGCUCAAAAGGUCCGUAAUCC
Pca-1-5 AAAAUAUUGCCCAUUUCAUUUGCGCAAAAUAAUGUGUAUACCCUUUCGAAUUGUUGAGUUCUGGUCUUAAAAGUCGUAC
Gur-1-3 AAAUAUUCUGCUCAGCCAAAAAAAUUGUUGCUAUUCUUUGGGGCAUUUGAUAAAAGAAAAACCAUUCGAUUUAAGCAAU
Gsp-3-2 CCCUACGGGGCAAGUGAAACCCGCGCUAUCAGUCGAAGCAUCGGCUAUGGCGCGGGUUUUUUUGUUUGAUGAUCUUUUU
Gsp-3-3 GUGAAAAAAAAUGAAGGAGGGCCAAAAAAAAUAGUUGCUAUUUGGUAACGUUUUUGUUAGAAGAUGAACCGUCGCUUAU
Gsp-2-4 UCUCAUCUUUGGCAGAUGUGAGCGCUCCUUUUUUUGUUGCUUGUCCGGUGCACAAAAGCGCAGGCGAAGUUCCUUAAAA
Gur-1-4 GGCAAGUGAAACCCGCGCUAUCAGUCGAAUCAUCGGCUAUGGCGCGGGUUUUUUCGUUUACGCAGUCAACAGUUCUAAG
Dac-1-2 CGAGAUAAAAUUUGCCUUCGUAAGAUGUUGUGCUAGCAUGGUUAGCAGAUUCUUAUAGUUUCUAGACUGAACAUAACAU
Ppr-1-8 UUCGCUUUUAACAUGAGCUGUGGUGAUUCCGGUCACACAGGAACGGUCCCUUUUCGUGGAUGGUGGAGACCACAAAAAA
Gsu-2-2 AUAGGUCAAAUGGGGCUUUGGUGACACGAAUCACAUUUAAUUUUUAGCAGGUGGACGAAAGUAUAAACAAAUAAAAAAA
Gsu-1-2 AUAGGUCAAAUGGGGCUUUGGUGACACGAAUCACAUUUAAUUUUUAGCAGGUGGACGAAAGUAUAAACAAAUAAAAAAA
Gsu-2-3 GCGACAUGGCCGGUUUUGGUGAUACGAGUCACAACGGUUCUGCAAAACAGGGCCGAUAAUACCAACAAAAGGAAUAAUC
Gsu-1-3 GCGACAUGGCCGGUUUUGGUGAUACGAGUCACAACGGUUCUGCAAAACAGGGCCGAUAAUACCAACAAAAGGAAUAAUC
Pca-1-6 CAGAUAUCUGCCUUUCAGACACCUGCCGACAACCUUCUCAUUAUUUAGUGGACUUUUUUAUUUAAGACGCUAUCAUAAG
Gme-1-1 UCAAUCCCCCGUUUUUGUGAUUCAAGUCACAUUUUUUCCCCUCAAGUUAUCCAUCCUGACGCCGAAAUGUAGUAACAGA
Gme-1-2 GAGCUAUUAAUAAUUUCUGUGACAACCGUCACGACUCCUUGAUUAACACACUAUUAUCUGGUAUUUUUUGCUCUGUUUU
Dal-2-1 AAAAAUUUACAUUAAAUUUGGCACGCCGUUUGCUACUACACCCUGGGCAAGUUGUAAGGUCGCCGGCCACUGUGGCCGG
Gsu-2-4 GGGACCACAAAACGCUGGGGAUGCACUGAAGACCAUUUUGUAUUGCAUUGCAGGCACAACACUCACGAGCCGAAAGGCG
Gsu-1-4 GGGACCACAAAACGCUGGGGAUGCACUGAAGACCAUUUUGUAUUGCAUUGCAGGCACAACACUCACGAGCCGAAAGGCG
Sfu-1-1 AAAGGAAUACCGGUGAUACAGAGUGCCUUCCGAGGGGAGCGGCGGUGACCGGUGAUCUUGACACGGUGAGAAAAGGCUG
Dth-1-2 UGAACUUUAUUCUUGUCCAGGCAGAGCAGCAUUUAUAAAUGUCCAUUUGAUGUUCAGCCAUUCAUACUCACCAGCACUG
Dal-1-2 UUCAUAGAUCAGCGCAAAACGUUCUUUGACAAUAGGAAAUCACCACAGGGCGGUUCUUUUUUUGAACAGCGUCGUCAUG
Dsp-1-1 UUUGCCAGGCUCGCCCCCUUUUCUGCGCAUCUGCAACAUUCCUGUUACAAUUUAAUUGACAGAAAAAUGGAUAUGCCGC
Ppr-1-9 CAAAGGCCGGCGGGCUGGAACCAAGUUAAUGAAAUAAUUUGACACGACAAACAAGACACUGUUAUAUACCGUCAUACAC
Dfr-1-1 UCCCGGCGACCGCGCGGUCCUUGUCGGUAACCACUAGGCCCCGACAACACCGCGCUCCGCGACGGUUACGAUGUGCCGG
Sfu-1-2 AUUAAUUUUCUGCAAACCAAGUCUCAAACUGCUUUGAGAUGCAUGUUUUUGCUUGCUUUUCCUGUUUUGGCCACUUACG
dpr-1-2 CUGACUGCUUCGCUGCCUCUUCUACCCUCCCCCUCUCGCUUGAAUCCUCAUUUUCCUUUGUUUGGCACCGAUAUUGCUU
Sfu-1-3 GGACUUUUUCAUGGGGCGGCUAAAGCCCCUUGUCGGCUAUGCCGAAUCAUAUUAUUGUAAUGUUCGGAGGCUCUUGCGC
Sfu-1-4 GAACUGCAAAUUUUUCCCACAGCGCGCGUAGACUUUUUUCAUCCCUUCAUCGCCGUAUUGUGUAAUGAUGCGCUUGAGU
Dal-2-2 CGGUUAACGCGCCGUAAUAACGUAUAAAAUUUUAAUCAAAACGGGGUUGGUAUGCUAUUUGCAAUUACCAGUGAGCGCU
dpr-1-3 GUAUUUUGGGUUUAUUAGGCCUGAUUCGGAAGGUUAGAUACAAAUUUUAAUUGAAAAAAUUUAGAGAACUGUUUGUCAU
dpr-1-4 CGCAUAGUCACAAAAAUCCUCCUUGUCAUUUGCUUAGAACUCCAUAAUAUUGUAUUCAACGUAAUAAAAAGCGUUGCAA
Dma-1-2 UAUUGGCGUCGCAUGGCUCAUGUAACUGUGGAAAAAGUACACACAUAAAACGUCUCUUGCUUCGGUCCGCUGGCGUUGC
Dma-2-1 UAGCGAAGCCAGAUUCCAGCCGUAACUGUGUAAAAAUUACCUAUACGAAAGGAAACUUGCUUCCCCCCGCCGACGUUGC
Dsp-2-1 ACAUGAUUCCGUGGCAAGGAGGUUGCUGGUGCAAAAUUACACAACGUAAAGGGCUCUUGCUUCUCACCUUCGGUGUUGC
Sfu-1-5 CAGUAAGAGAUUAUAUCAUGGGGAAACUAAAAUUUUUGUUGACUGAUACUCCUUGAUGAUUGAUUAUCUUCUUACAUGU
Sfu-1-6 UGCCCGUUGGAUUUCCCUUGCGUGCGAAGCUUGGCGACAUUAAAAUGUACGAUGUAUGUGGUCUAUGUAUUAGCGGUAC
Dpo-1-3 GUUGAAAUAAUAAGCUUUUUCAGCCCGACUUUAUUUGUUUGAUAUUUGUUUAUUAAAUUCGGUAUGAAGAUUGCUUAUU
dpr-1-5 AGCAAGAAUCGCGAAGCCGCAGGAAGGAAGAUCGGUGUUACAUUCCCUAAGGGCGAGCGACCCCGCAGCCCUUUAGAAA
Sfu-1-7 UUUAUAGUUUGCAUCGCAAAUUACCUUAUGCUAUGGUUUGGCCAAGGGUGUCGUUCGGCGGGUUCAUGCGCCGAGAGCG
Dal-1-3 GAAGUUUUAAGUUAGAUUCCGUUCAACGCGGGUGAGAAAGUACGACCUUCAAAGCCUACGCUUCACCCGGGCGAAUUCC
Dae-1-1 UUAUUUGCUCAUCUAUGCUUUGUUUGUUAUAGACUUCCAACUCAUCUGGCGGUGAUUCCUGGGGUGGAACUUCAACCAA
Gur-1-5 UUAUUGUAAAAUUUUUUAACAAUUUAUUAUUGCCCGUUCCUUGACAAGAGUGAAAGUUCGGCUUUAAUUCUAAACAACC
Dpo-1-4 GCAAGUUUUUCUUAUAUAUUUGAAUUUAUAACUUAAUUUCGCAAUUCUUCUUUUUCAUUAAAUUAUUGGAUCGAUUUUU
Dsp-1-2 GCUGAAAUGACUUUACAAGAACGACCGCGAAUGAUUGCACGCUCAAUGCGGCGCAUUGACACAUUUUGCGUGCUGGUUC
Dvu-1-1 GCCGGAAUGAUUCUGUAAAAUCUCGGGGGCAACUUUGUGUGCUCGCAGUGGCACAUUGACACAUUCUCUGGGGUGCGUC
Dde-1-2 CGGCGGGGCGGCCCGCCGGAGAGUCCGUCACGGGCCGAAGUGUUCCCGGCUGGUCCUUUACAGCUCCGCCCGCAGGGCG
Glo-1-2 UGCACAUGCAACUUUUUCUUGACAAGUUUGAUACGCGUAUCUUAGUGUAAAGAUAAGAUUGUCAGUAAACAGACCACAA
Gur-1-6 AGGGAGCUGCGACACGAAGAUCACGCAAAGGAGGUGCACAAAGGCAGUAUUGCGUUAGGGUAACGAUCAGCAACACAUG
Gsp-1-4 UGACAGGAAAAAAAUUAAGUAAUCUCAGUAAAUUAUCUGUAAUUCGAAAAAGAGGGAAUUCAUCUUGCACAUAGAUUAA
Gur-1-7 AUAAAGCCGUAAGAUGUGACGCGCCUGCGAGGGCGUAAGGUUAUGUCGAGUUGUGAAUUACUGUUACUCGGUAAUAGUC
Gur-1-8 GAAUUCAACCCCUUAAUUAAUUAGCCGCACCUGGCACGGUAUCUGCUCAUACGAGAGUAUAAAAGUUGGAUCGAACUUC
Gme-1-3 UUUUCCCCUCAAGAAACGAACGUACAGGCCGAUUAGUUAAUCCAGAGGACAUAUACGCGAGUGUUCCUGGAAAAAACAG
Gsp-3-4 UAUCCUGCCGGGGGAACGUCCGGUACGGUGACGGGCGUCACAAAGCUUUCCCAAUCGGUGUGUUACCGUCUCCCAGACA
Gbe-1-2 UGCACGCGGUAACCUCCGCUACUGUGACGGACGUCACAAAGCUUUCGCAACCGCUGUGUUACCGUCUCCCAGACAGAAC
Gme-1-4 AGUUCACGACAAGUUUCACAUAAGAGUUGACACACACAAACAAAUCGGUUACACAAUAGCAACACUUUCAUCAGCGAAU
Gsu-2-5 UUAUUUUGCACUCCGAACGCUUUUGUUUUUGACACAGAGUUUCUAAUCUGAUACAAAAGUGUAUCAAUUAACCAGAGCA
Gsp-2-5 CCGAUUCCCAAGGCCGGAAAGGAGGGCGACCGCCAGGAAGUAGCCGGCAGCGGCCGGGACAAGCACGGGAAAACCGUGG
Gur-1-9 GAAAGCGUGCGGAGAACCUUGCCGACAACAUUGGUUGAAUUUAACCACAAGCCGGUUAUACUUGACUCAAACAUUUUUC
Gsp-3-5 GCAAGAGGUUAAGAUGCCCGCAGUCAGAGAUGCCGUAGCUAUGUUUAGACGCAGCAACGGAUUUCGUUCUUUGAAGGUA
Gbe-1-3 UGGGCAAUACUCCCCCUGUCGAAGCCACUCACCCAACGGACGCAGACCGAGUGGCCGGGACAACGGAUCCCUCACAGCC
Gsp-3-6 GGGCUCAGGGAAAAAUCUUUUUUACAAGGCCUUCACAGAUCCGGGCUCGAUGACGAUCCCCGCCUGUUGAAGGUACAAA
Ppr-1-10 UUUAAUAGCCAAUACUUCACCAGCAGCGAAUCAGGGGCCAUCACAAGCCGCUGAAGCAGUCCACAAAGCAACAGACAUA
Gsp-3-7 CCGGCUUUUUUGCGUCCAGGGGCAGGCAAUGGGGAAAGGAAACCGGCAAGGAAAGCAACUGCCGCAAAAGCGCGCGGCC
Gsp-2-6 AUUGAAGAAAGAAGUUGCUUUUCUUUUAUAGAUCAAAUAGUAUGCCCACCUAGUGAUGGGAGCCCCCGUUCACAAACAA
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Gsp-1-5 UUGCCGACGCACCGUCGCUGGCAGCAUAAAUUUAAAAAACAUUGACACCGGCGCACAGAAAUGGUAGCAAUGCCGGAAA
Gsp-1-6 GCUGUAAUUGAAAAGAAAAAUGACAUUUAGCCUUGACUUCCUGCUCUUAAAGAGUUAUCUAAGCACCUUCUUAAAAGCA
Gsu-2-6 GCGUCUGAGCGUGCCGGAUGUGGAUGCGGAGACACGACGCUUGACGGGAGCGCACCUUCUGGUGCAUAGAAGAUAGAUA
Gme-1-5 CAAUGUGAAAUCAGUAUUAAAAAUAUUUUUUUUGACUUUAUUCCCCCCACUAAGGCACAAAUAGAUAACAAAUUCACAA
Gbe-1-4 CUAAAGGUAAUGACUGUGUACAGGAUGGAGGUUGCGAUGAGCAACAAGCACGGAAGCGGUUAGUAGAGAUCAGUUAAAA
Gsu-2-7 GCGUACGCCGUUAAGUAUCUUGUGCUAACGAAGCUGGCGUCAUUUUUGCUGCUAACUGCCAAGCAGCACGCCACAACCG
Gsu-2-8 GCUCCCGGCUUUUUAUUUUUUCUGUGCCAUUUCUGCUGGUUGGCUUGUUUGUUGCAUAAAUAAAACGCAAAAGUAACAA
Gur-1-10 AGGGAACAAACUACUUCUCGCGAAAAUCGCGGGGGACCCGACUUGACUUUCCCCGACGGCUACAGUAUGAUGUUCGAAA
Ppr-1-11 CAUGUUCCACGUUUCCGUCCAGCCUCACCCCCUUGACAUUUCCCGGCUUAGCCCGUAUUGUUCCUCCAAAAUACGAUAA
Gme-1-6 CAGAAGCAACGGCACGUUAUUACCUUUGGUCGUGUGUUGGCACGCUCUCUGCUCUUUCCAGGGCAAGACCAACAACCGC
Gur-1-11 UGAAACUAAUUAAUAGUUUAAAUGUGACUUGAAUCACAAAGGGCAACUAUGGAUUAUGCUAUACAUGACACCAGGUCAA
Gsp-2-7 ACAGCCCGAAACACCCUUAACUGUAGAUAAUGUGAUUCAGAUCACUUAUGACGCUGGAUGUUUCUGCUAAAAAGGGAGG
Gur-1-12 UUGUAACAUCCUAAUGAGUCGCCGGACUUGACUUUUGCCGGUAUCUGCAUUAUGGUUUGAGCAACUUACAGAGCAGGUC
Gsp-1-7 CCCAUGGAAAGUCUUUCAAGUUCUGCACGCAACCCUUGACUUGUAAAUCUUAUCUGCGGUAUUUUUGUUCUGCAAAAAC
Gbe-1-5 CUUCUGGUUAAAGGUCUAAUCGGCGGGAGGCACGCUUUUAUGUGCCGAGGCCAGAGCGGCGCGGACCGGAAGCGCUCCC
Gsu-2-9 UCGCUUGAAUAGGGGGUUUCAAAAGGGGAACAAUACUGUUACUUGAAUGGUAUGCGGUUUGCAUGACACAUGCAAACCG
Gur-1-13 AACCUUGGCGUCCUGGAUAAUUAGCUUGACUUCCCAUGCGUUUAUGGGAUAAAAAAAUUACAUAUUUCAACAAAUUCGA
Gsp-1-8 UCACCUUUUGGGCAGGCGACAACCUGAAGAGAAAUAUCUUGACUCAUUAGCCCGUGAUGGGAUAGAUUUUUCAACACCA
Gsp-2-8 CCAGUUGCUUUCCCGCGAUAAAAUAGUGUAAUGUAUUCAACGCCCUACAUAGCGCUCGACUCAUUCCGGCGCGUCCGAC
Gur-1-14 UUUUGCAAUCAAGACUAUUCCUUUAGUGAUUUCUGUCACAUGUCGAUCUGCGGCUUUCGGCUAUAACGGUAUUCAACAA
Gur-1-15 UUUUCUAAUAUUGUUUAGUGAUUUCUGUCACAUAUAAGGUAACGGUCUUCAGCUAUAACGUUAAUCAAUAAUAUAUCAA
Ppr-1-12 CGACCCAAAACGAACAUAUCCCCGAUUAUAAGGGGGCAGGAGUCAAGCCGGCAGAAGAAAAUUCAGUGCGUAAAAACAA
Gbe-1-6 AUCAGCUUCGGCUGACAGUGAAAAUAUUUUUUGUUGACUAGAUUUGUAAGAGUCUGAUAGCCUCGGCACAUCUAAAAAG
Gme-1-7 UCUUGAUUUUGUUCUUGACGGCCGACCUCUUGACGGGCGAUUUUAGGGAAACUUGAAUUUUAGACACGACCAGUUUUGC
Gsu-2-10 AAAUGCCAUCCCCUCCGGCUGCCACCGUCCAGUGAAGCCGCAGUUUGACAUCGAGAUAUCACUGGUUAGACUUUCUUCA
Gsu-2-11 GAUUCAAAUCAAUAACAUUUGAAACUUGACUUUUCGAAUUGAAAUGCGCUAAGGUCAGCUCACUUCAGACAUAGCGUCA
Gsu-1-10 GAUUCAAAUCAAUAACAUUUGAAACUUGACUUUUCGAAUUGAAAUGCGCUAAGGUCAGCUCACUUCAGACAUAGCGUCA
Gme-1-8 AUCACAUAACGGCCUGUUAUCACAGAAGAAUAGGGGUAUAUUCUUGACUUGUCGCCGCUAUUGGGUUAGUGCUGUAGAA
Gur-1-16 CCCGAAUCCGUUGGUCCCUCAACUGGACUUUAGAAAAAUGUUGACAAAUCUUUAUAGAAAUGUAAGAUGCAAAAAAAUG
Ppr-1-13 CAGCACCGAAUUCCACCACAUCCAAUGGACACGACAAAAAUAUUGACACGCUCUCAUAGAGGUGCUAAAGAUGCCGAAA
Gme-1-9 CAUCAUCGUAUCCUCCUCCCCCUAUAUCCCGCGAACGCAGCUUGACUUCACCCGGACGGCCGGUAUACUUUCCAUUACA
Gme-1-10 AGCUAUCCGGACAGAACAAAUUUUCCUCAGGGAUAUUUUCGUUGAUUGAAUCGAACAGAAUGUGGUAUAUAAUAAAAUC
Gsp-3-8 GAGGCACCUCGGCUUCAUGUCUCAGCAAAAGCAUUGACAUAUUUUUUCAAGCUGUGCAUACUCUGAACAAGAUACUCGU
Gur-1-17 AUUGAAUGUUGUUUCUGAUGUUUGGUUCACCUAUGAAUUGGUUCCAAAAUUGCAGGUUUUAAUUGCUUUAACAAAUUGC
Gbe-1-7 GAAAAUUCGCCGGGCGGGGAAGAAAAUUUAGAAAAUUUUGUUGACAAUUCCUCAUCGACAGGUAUUAUCCCCGCAACUU
Gsp-3-9 GGAGUUUUCGCCGGGUGGGGAAGAUAAUGUGGAAAAUUUUGUUGACAAUUCCUCAUCGACAGGUAUUAUCCCCGCAACU
Gbe-1-8 GACAACUCGGUUCCAUGUCUUAGCAAAAGCAUUGACAUAUUUUUUGUAGCUGUGCAUAAUCUGAACAAAAUAACAUCCC
Gur-1-18 AUUAAUAAGAGGUGAGCAACCUUUCCAAUCGAAAGCUUGACAUUUCCCCCGAUUCGGGCAAUAUAGCCACAUUAUAUAC
Gbe-1-9 GCUCCGAUUCAGUUCCCUUAUCCUUUACUCUUGACGACGCCGACUGGUUUAGGCUAUCGUGCGCCACCAACAAAAACAG
Gsp-2-9 CGGGUUAGGCCGGCGCGGUACGCUUUGCCCUUGACGGGGAGGAUUAUUUUGAGCUAUCGUGCGCCAACAUCUUGCUCAG
Gme-1-11 AGGGGGAAAAGUUUGCUCCUGUCAGGUUGACAUGCCGAGUGGGAGGGGGUAAAAAGGAUAGCUCAACGAAUCAAAUCAG
Gur-1-19 GUAAUGUGUUUUUCAUUGACAUCCGGCGCGGUUCUUUGGUAAGAACAGUACCGCGUUACGAAAUACAGAUGAGCACGUG
Gme-1-12 AUAUCAUUAUAUCCAUAAACAACUUGAUUCCGUUACCGAUGUUUGCUACCUUCCGCCCACCGAAAAAAAACUCACGAUG
Gme-1-13 GGUCUUAUUGAGACAGCCGGGUUGCCGAAAUAUCAUUAUGAUAAUCGGCCCCGGCUGUUCUGUUUUCCCCGUCUCUAUC
Gur-1-20 GCCACCAACAAUGUACGAAUAAAUCUUGACAUUAGCAUCGGCUUUAGGGUAAAAGUUCCCAUCGCAUCAAUAAAGCAUU
Gme-1-14 ACCAUGACUGGAGGCCGAGCCGACAAGGAGUGCGUCUCUGACGUGGCGGUGCCUGUGGGCGCCGGAAAACUGCAACAAA
Gme-1-15 UUAGUAACCAUUGUGGAUUUUUUUCUUGACGGCGCUGAUAUUAAAUUGCUAGCUUGUGACCAAUUGAUUUAAGACAAAU
Gsp-3-10 GCCCAUGGCGAAUCCGUAAAGAAAGGCUACAUACAGUGCCACAAGUUGACAUGACUCCUGUUGGUGUGAUAAUACGGGU
Gbe-1-10 CGAACAGUGGGGGAUGAAAGCAGGCAACCUUGAUGUGCCUCAGGUUGACAGGUCUCUAGUUGGUGUGAUAAUACGGGUC
Gsu-2-12 CAAAAUGGUAACACCCGUAAAACAUUUUGUGUUGACAUUCAGAUACAAGGUUUGUUAGUUCUAUAGUCAGCAAUUCACC
Gsp-3-11 UGUGACAAAAGCCCCGGAACCGAUUGAUUGAAAAGCGGCCUUGACAUGCCUUAUACCUUGCGCUAUGUUUCCAGCACAU
Gbe-1-11 CUCUGACAAAAGUCCCGGAACCAACUGAUUGAAAAGCAGCCUUGACAUGCCUCAGACCUUGCGCUAUGUUUCCAUCACA
Gsp-2-10 GAGGAAAAUAGUGUGACGGGAGCAAAAGCGCCCUUGACAGGGUUUCAGCCUUGCGCUAUCGUUCCUGCAAAUUUUACAG
Gsp-3-12 GGGUAGUGCAAAGACGUCGCUGGUGCCUAUUUUCCUUGACACAAAGGUCCGCAUUGCAAUAUGUUCCUGACAACAUUCC
Gsp-2-11 UUUUUGUGCGCGUUCGGGAGAAUACCCUUGAGGUAACGCCUACGCAGACCAAAUAUCAGCAUCGCGCUUUUGCGGAAUC
Gsp-2-12 UGCAAAACAGGGUGGGCCACAACCACAUUAGAUACUUCUUGACAUUAAUGAGGCACAGAGCUAUUCUUUCAGCAAAUUU
Gsp-1-9 GCUACCGUCUGCAAUAACCCCCGUUUUCCGAAUGCCUUGACUUUCACUGGACGCCAUGCAUAAUGUCGACAACAUUAAU
Gsp-3-13 GCGGCUUCUGGUUAAAGGUCUAGUCGGCCGCAGGCUCUUCGUGUUCCGGGGCCGGAGCGGCGCGGACCGGAAGCGCCGC
Gsp-2-13 GGUGGCAAGGGCAGGACGGCUGCCGAGAGUGACUGGGGGGCGAUCGAGCCAGACCCCGAAGCGUGCCGAAGCGGAAGCA
Gsu-2-13 GUUGCGCGAGUCAGUGAGAGGUGCGCCCGAACAGGCACCGGAUCGUGCCGGUUCCCAUCGACAACGAACACGGCACGAC
Gsp-1-10 AUCCUAGGAUAUGGCGUUAUUCUUAAGGUGAAUGGGCCCUUUGGCACACUGUCUGCAAAUGGUGUAGAUAAGGUAUAGA
Gsp-3-14 CUACCGCAUGAAUCAUGGCCGUCCGCCAUUGCCCCCUUGACAAGAUUUCUUCAUUGGGUUAUCUAUAUCGCCGCUUCUG
Gbe-1-12 GGGAGGGGGACUUGUAUAUUGAGCGGUCAUUGCCCCUUGACAAGAUUUCCUCAUUGGGGUAUUUAUAUCGCCGCUUGUG
Glo-1-3 GACGGUUUAAAUCUCAAUUAGAAAAAAACUUGACAUCCGUUCUAAUUUUAUAUUUACUAUAAACAUAGUAAACAAUUGA
Gur-1-21 GGUAACAGAUUGGAUACAAAAUUACUUGACCUACGAAGAUCAUGUAUAGUACGAUACAUAAGAAAUAAGCGGCAGAGCU
Gur-1-22 ACGGGAAUGUCAAACACGGCCGUAUUUGUUCCCUUGACGGGAUUUAUAAUGGUGGUAAGCUUUUUGUGAUUAUUAUUUU
Gur-1-23 GCGCUCGUGCAUCUGCGCGGGAAAUGCAACCUUGACAGCGGGAGGGGCGGCGAUACAAUUGCCACUAUAUUGUAAUAUU
Dre-1-1 CCCAGAGCACCCUAUUGAACUUUGAUAUCUGGAGUGCUAUUUUACUUCUUGUUUCUAAGUAAGCUACUGGCAUAAAAGA
Dre-1-2 UGGUACACCUCUUGAGCUUUGAUGAUUGAAAUGCUAGGUUUACUGCUAAGAACCCAGGCUCCACACUGACAAAGCCUGA
Gur-1-24 AAAUCCAGAUAAGUCGACAGCUAGUAUUGACGAGAACUAUCUUAGAGAUAUAAUGAUUUUUAAUGUUAUAUCUACGAUA
Pca-1-7 UUCAUCAAAUAAGCACCUUUCAGAUUCGGCAGGCCCCCUCAUUGACUCCGACAGCAUUGGUGGUAUGAGUAAAAGUAAA
Dae-1-2 AUAAACUGCUGCCUGUUUCGGGAUUUUUUCCCGGAUCAGGGGGAGACAUGUCCGAGGUUUACAGGGCGCUCGACCGGGC
Dac-2-1 UUUUUUAUGGGACAAUCCUAAGCCGGGAGUAUUCGGUGGAGAAGUUUAAAAUGAUUUAAAAAAGGCAUUACACAGUACA
Dac-2-2 GAAUCGGGUUUUUUUCGGUCAACUCUCAGCCGGAGUAAAGCAGCAUGGCAUGAUGUAAGCGAAGGCACCGCCUGAUCCA
Dac-2-3 GAAUCGGGUUUUUUUCGGUCAACUCUCAGCCGGAGUAAAGCAGCAUGGCAUGAUGUAAGCAAAGGCACCGCCUGAUCCA
Dac-2-4 UUAGAGCGUUGUGGUUUCCAGGGGCCGGACUGCCGGGGUCUCAGGAGGUGCUGAUUGAGGCAAAAGCAGCGCUCAGUUU
Dol-1-1 AAAACAUGGCCUCUCCAUAAUAUAUUUUGUUUUGCGGGAAAAAUUGUGGUAUAAAAAUGUUAAACAACAUUUAAAAGCU
Gur-1-25 AUCAGGCAGACGGGACUCAAGUAAAAGGGGGUGGAAACGGCAAACAAGCCUGAAACAUUGAGUCGGCAGGCCAGCGAUG
Gme-1-16 UGCCCGGCCCAAACUCAUGAAAGGAGGUGUUGAAAGGAAAAGACCGUAUACCGGACGGUAUUACACGAAGGCCCCGCGC
env-1 CGAGAUAAAAUUUGCCUUCGUAAGAUGUUGUGCUAGCAUGGUUAGCAGAUUCUUAUAGUUUCUAGACUGAACAUAACAU

...............................................................................
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alignment positions 80 · · · 204

Dpo-1-1 GAUACAUCUAC.....G.A.GA..C..G........ACAAAGCCAAA.C.C..U.G..CCGAAA.................................................G.A.C..AG..G
Mfu-1-1 G..AGGAGUCA....U..U.CC..U..G.......UUCAAGGGCAAU.C.C..C.GG.GCGAAA.................................................G.C.CC.GG..G
Bba-1-1 UAUAGAUCCUU.........CC..UUUG.......CCUCAAGGCAAA.C.C..G.U..CGGAAA.................................................C.G.G..CG..G
Dde-1-1 UUUGCUGAAGA....U....UC..G..G.........AUUUGCCAAC.U.C..C.C..ACGGAC.....................................................G..GG..A
Gsp-1-1 U..AACUUAACCUG....U.UUC.C..G.........AAAAGGUAAG.C.UUCG.A..GAGAAA.................................................U.C.UCCUG..G
Dal-1-1 AUCAUGCACAA.UCGU....CU..C..U.........UUUUGCCAAA.C.C..U.G..CCGCAA.................................................G.G.C..AG..G
Dth-1-1 AAAGAAUUGAA....U..G.UC..U..G........ACAAAGGCAAC.A.C..A.GC.CUGAAA.................................................A.G.G..UG..U
Pca-1-1 C.ACAUAAAGU.......U.UUC.C..G........AAAAUAGCAAA.C.U..C.G..GGGUAA.................................................C.U.C..GG..G
Gsp-2-1 UUUAGCCCACC.............CGUG......AGAUAAGGGCAAA...C..C.G..GAGCAA.................................................U.C.C..GG...
Daf-1-1 ACUCAAUCAAA....C..A.CU..C..G........CUAAAGGCAAA.C.C..A.C..UUUAAA.................................................G.A.G..UG..G
Dpo-1-2 CGAAUAUAGAC.........AA..AUAG.........AAAAGCCAAU.U.C..U.G..CACAGA.................................................U.G.C..AG..A
Ppr-1-1 GCGCAUAACAC.......C.UC..UAUG.........AAAAGGCAAA.C.U..C.A..GGGCAA.................................................C.C.U..GG..G
Gur-1-1 U.UAUUGCAGU.......A.GA..CUUG.........AAAUGCCAAA.C.C..U.U..GAGCAA.................................................U.C.A..GG..G
Glo-1-1 GAAAUAAAUAA.........CCACCCUU........UAAAGAGCAAA.A.U..C.A..GGGUGA.................................................C.C.U..GA..U
Ppr-1-2 AAUAGUGACAG.......AAAC..C..G.........AAAAGGCAAA.A.U..C.C..GGGGAA.................................................C.C.G..GA..U
Ppr-1-3 AAUACGAACUA.........UCACC..G.........AAAAGGCAAA.A.U..C.C..GGGGGA.................................................C.C.G..GA..U
Pca-1-2 UAAAAGCACUA....G..C.CGA.C..G.........AAAAGGUAAA.C.C..C.C..GGGCAA.................................................C.C.G..GG..G
dpr-1-1 GUAAGUAUCCA.......A.C...A..G.......AAAAAUGCCAAG.C.C..C.A..UCGUGA.................................................A.G.U..GG..G
Dma-1-1 G..UUGAAACA....A.....G..UCUG.........UAAAGCCAAC.C.C..C.G..UCGUGA.................................................G.G.C..GG..G
Pca-1-3 AUGAGGAAGCA...AU..U.UU..C..G........UUCAAGGCAAA.G.U..C.A..GAGUAA.................................................U.C.U..GG..C
Gsp-3-1 CUCUGUAUACA....C..A.CA..C..G.........AAAAGGCAAA.C.C..C.A..GGGUAA.................................................C.C.U..GG..G
Gbe-1-1 CUCUGUUUACA....C..A.CA..C..G.........AAAAGGCAAA.C.C..C.A..GGGUAA.................................................C.C.U..GG..G
Gur-1-2 AUAUUUCGGAA....A..C.CGA.C..G.........AAAAGGCAAA.G.C..A.C..GGGCAA.................................................C.C.G..UG..U
Gsp-1-2 UCAUUAAUUGA.........UUGAC..G.........AAAAGGCAAA.G.C..A.C..GGGUAA.................................................U.C.G..UG..U
Gsp-2-2 UUUGUUACUAC........ACAC.C..G.........AAAAGGCAAA.C.C..U.G..GGGUGA.................................................C.C.C..GG..G
Ppr-1-4 U.ACAGUUUCA.UGUC....G.C.C..G.........AAAGGGUAAA.G.C..A.C..GGGUAA.................................................C.C.G..UG..U
Ppr-1-5 GAAUCGAUGAA....G....UCGCC..G.........AAAGGGUAAA.G.C..A.C..GGGUAA.................................................C.C.G..UG..U
Ppr-1-6 CUUUUGAUCAG.......U.CAC.C..G.........AAAGGGCACA.G.C..A.G..GGGCAA.................................................C.C.C..UG..U
Ppr-1-7 C.ACAUACUGU.......C.A.C.C..G.........AUAGGGCACA.G.C..A.G..GGGCAA.................................................C.C.C..UG..U
Dba-1-1 UAAACGCCCAG...UU....GG..UGUG.........AAAGGGCAAA.C.C..C.GC.GCGAAA.................................................G.C.C..GG..G
Dau-1-1 UCGGCAGAACG....U..U.U.C.C..G........ACAAAGGUAAC.C.C..G.U..GGGUAA.................................................C.C.A..CG..G
Gsp-2-3 UACUUAACCUG....U..U.U.C.C..G.........AAACGGUAAA.C.U..U.GG.AAGAAA.................................................U.U.CC.AA..G
Gsp-1-3 AUAUCAGCCUG....U..U.U.C.C..G.........AAAGGGUAAU.C.U..G.G..AAGAAA.................................................U.U.C..CA..G
Pca-1-4 UACAGACCUGA.......U.UC..C..G........AUAAGGGCAAA.A.C..U.G..GAGUAA.................................................U.C.C..AG..U
Dac-1-1 UAUAAGAAUCA....U..U.CA..U..G....CAAGAUAAAGGCAAA.A.C..C.G..AAGUAA.................................................U.U.C..GG..U
Gsu-2-1 GUUACGCACUG....U..U.UU..C..G.........AAGAGGUAAA.C.C..C.C..GGGUAA.................................................C.C.G..GG..G
Gsu-1-1 GUUACGCACUG....U..U.UU..C..G.........AAGAGGUAAA.C.C..C.C..GGGCAA.................................................C.C.G..GG..G
Pca-1-5 CAUCAGUUACA....C..U.CU..UUA........ACAUAGGGCAAA.A.C..U.G..GAGUAA.................................................U.C.C..AG..U
Gur-1-3 G.AAAAAACGU.......U.CUC.C..G.........AACGGGCAAA.A.C..C.A..GAGUAA.................................................U.C.U..GG..U
Gsp-3-2 ACUACAAACGU.......U.CUC.C..G.........AACGGGCAAA.G.C..C.A..GAGUGA.................................................U.C.U..GG..U
Gsp-3-3 GGCGACAACGU.......U.CUC.C..G.........AACGGGCAAA.A.C..C.A..GAGUAA.................................................U.C.U..GG..U
Gsp-2-4 UCGAAAAACGU.......U.CUC.C..G.........AACGGGCAAA.G.C..C.A..GAGUAA.................................................U.C.U..GG..U
Gur-1-4 CUUCAAAACGU....U..C.UC..C..G.........AACGGGCAAA.A.C..C.A..GAGCAA.................................................U.C.U..GG..U
Dac-1-2 ACGUAGAUAUA...UC..U.CUC.C..G........AUAAAGGCAAA.A.C..C.G..GAGUAA.................................................U.C.C..GG..U
Ppr-1-8 ACAGUGGUCCU...GU..U.UC..C..G.........AAGGGGUAAA.C.C..C.A..GGGUAA.................................................C.C.U..GG..G
Gsu-2-2 UAUUCGCUCUG....U..U.U.C.C..G.........AAGAGGUAAA.A.C..C.A..GGGUAA.................................................C.C.U..GG..U
Gsu-1-2 UAUUCGCUCUG....U..U.U.C.C..G.........AAGAGGUAAA.A.C..C.A..GGGUAA.................................................C.C.U..GG..U
Gsu-2-3 AAGCAGUACUG....U..U.UC..C..G.........AAGGGGUAAA.C.C..C.A..GGGUAA.................................................C.C.U..GG..G
Gsu-1-3 AAGCAGUACUG....U..U.UC..C..G.........AAGGGGUAAA.C.C..C.A..GGGUAA.................................................C.C.U..GG..G
Pca-1-6 UUCAAACACAG....U..U.UC..C..G........ACAAUGGCAAA.A.U..C.G..GGGUGA.................................................C.C.C..GA..U
Gme-1-1 UAAAGAAGAAA....GU.U.UC..C..G.........AAAGGGCAAA.C.U..U.C..GGGUAA.................................................C.C.G..GG..G
Gme-1-2 AUAACAAACAU....GU.U.UC..C..G.........AGAGGGCAAA.C.U..U.C..GGGUAA.................................................C.C.G..GA..G
Dal-2-1 CCUAUGAAGAU.......C.C...UCUG........AUAAGGGUAAA.C.C..C.A..UCGUAA.................................................G.G.U..GG..G
Gsu-2-4 AAACCAAAUUU.......C.CUC.C..G........AAAAGAGUAAA.C.C..C.A..UCGCAA.................................................G.G.U..GG..G
Gsu-1-4 AAACCAAAUUU.......C.CUC.C..G........AAAAGAGUAAA.C.C..C.A..UCGCAA.................................................G.G.U..GG..G
Sfu-1-1 AUUAAAUGCUC...AU..G.UU..C..G........AUAAUGGCAAA.C.U..G.G..UCGAAA.................................................G.A.C..CG..G
Dth-1-2 CAAAAAAUACA........................UAUCCAGCCAAA.C.C..C.G..CCGCAA.................................................G.G.C..GG..G
Dal-1-2 UUGCUUUUUGU.........................UCUCAGCCAAA.C.C..U.G..UUGCAA.................................................A.G.C..GG..G
Dsp-1-1 AGUCCAGAGCU...UG..C.G...A..G.......ACAAAUGCCAAA.C.C..U.G..CCGUGA.................................................G.G.U..AG..G
Ppr-1-9 A.UCGUACGUU.......C.CU..UUUG........AAAAGGCCAAA.C.C..C.U..UCGCGA.................................................G.G.A..GG..G
Dfr-1-1 ACAACGAAACC.......G.CAC.U..G........AAAAAGGCAAA.C.C..C.U..UCGAAA.................................................G.A.A..GG..G
Sfu-1-2 AUUGAGCCAAU...CG..U.U...U..G........GAAAAGGCAAA.C.U..A.U..UCGAAA.................................................G.A.C..UG..G
dpr-1-2 UCACUAUUCAC....C..G.UU..C..G........AAAAAGGCAAA.C.C..A.C..UCGAAA.................................................G.G.G..UG..G
Sfu-1-3 UCCGAGCCGAU....U..AACC..U..G........UAAAGGGCAAA.C.C..A.U..CCGAAA.................................................G.G.G..UG..G
Sfu-1-4 UGGACUAUGUA....C..AACC..C..G........AAAAAGGCAAA.C.C..A.U..UCGAAA.................................................G.G.G..UG..G
Dal-2-2 ACAAGCAUUUU....A..C.CA..C..G........AAAAAGGCAAA.C.C..A.UC.GCGAAA.................................................G.C.A..UG..G
dpr-1-3 AGUUAUUUAGA.....G.A.UC..A..G........CAAAGGCCAAA.C.C..C.C..AAGCAA.................................................U.U.G..GG..G
dpr-1-4 AAAAUUAGAAA.....A.A.UC..U..G........AAAAAGCCAAA.C.C..U.C..AAGUAA.................................................U.U.G..AG..G
Dma-1-2 UAGGAGGAUUU.......UGCC..C..A........AUAACGCCACC.C.C..U.G..CCGCGA.................................................G.G.C..AG..G
Dma-2-1 UAGGAGAGGAA.......AGCC..C..A........UAAGCGCCACC.C.C..U.G..CCGCGA.................................................G.G.C..AG..G
Dsp-2-1 UACAGAGGUCU.......UACC..C..U........UAAAAGCCACU.C.C..U.G..CCGCGA.................................................G.G.C..AG..G
Sfu-1-5 UGCAGUGACUA....G....UU..A..G........AAAAAGCCAAA.U.C..C.A..UCGCAA.................................................G.G.U..GG..A
Sfu-1-6 U.UAAUGGAGC....U..C.GUC.A..G........AAAACGCCAAC.C.C..U.G..UUGCGA.................................................G.A.C..GG..G
Dpo-1-3 UUCUCGAAAAA.........AA..AUAG........AAAAUACCAAA.C.C..U.G..UUGUGA.................................................A.G.C..AG..G
dpr-1-5 AUUUUUACAUA.......U.CAG.A..G........AUAAAGCUAAA.C.C..C.G..UCGUGA.................................................G.G.C..GG..G
Sfu-1-7 ACCUUUCGACC.......U.CU..UGUG........AAAAAGCCAAA.C.C..U.C..CCGCGA.................................................G.G.G..GG..G
Dal-1-3 AAAUCAACAAU..............UAG.........UUUUGCCAAA.C.C..G.G..UCGCGA.................................................G.G.C..CG..G
Dae-1-1 AUGAUAUCUGA....U..U.GU..U..A........UUAAAGCCAAA.U.U..C.G..UCGUGA.................................................G.G.C..GG..A
Gur-1-5 G.ACAUAUAAA.......U.CC..C..G........ACAAAGCCAAC.C.C..C.U..UCGUGA.................................................G.GGG..GG..G
Dpo-1-4 GCUUCUAAGCA....U..U.CA..ACAG........UCAAAGCCAAA.C.C..U.G..ACGAAA.................................................G.U.C..AG..G
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Dsp-1-2 ACUCCUAUACU.........CA..A..G........AGAAAGCCAAA.C.C..C.G..CCGCGA.................................................G.G.C..GG..G
Dvu-1-1 ACUCAUACACA.........CA..A..G........CGAAAGCCAAA.C.C..C.G..CUGCGA.................................................G.G.C..GG..G
Dde-1-2 UAUAGGCGGUA.....A.U.AG..A..G........AAACUGCCAAA.C.C..C.G..CCGCGA.................................................G.G.C..GG..G
Glo-1-2 C.UGAAUAGAU..G.A..U.AU..C..G........AUACUACUAAA.C.U..A.U..CCGUGA.................................................G.G.A..UA..G
Gur-1-6 G...AAACAGG.......G.AAAAC..G........AUAAUACUAAA.C.C..A.U..CCGUGA.................................................G.G.A..UG..G
Gsp-1-4 AAAUUUUCACG...AU..A.GA..C..G........ACAAUACUAAA.C.C..A.U..UCGCGA.................................................G.A.A..UG..G
Gur-1-7 C......UUUAGUGGU..A.CA..C..G........AUAAUACUAAA.C.C..A.U..CCGUGA.................................................G.G.G..UG..G
Gur-1-8 G......CUUCGAGAU..A.CG..C..G........AUACUACUAAA.C.C..A.C..CCGCGA.................................................G.G.G..UG..G
Gme-1-3 A.AUAGCUCCG....A..U.AU..C..G........ACAAUACUAAA.C.C..A.U..CCGCGA.................................................G.G.G..UG..G
Gsp-3-4 AAACGAAUAGC....G..A.UAA.C..G........ACAAUACUAAA.A.C..U.U..UCGCGA.................................................G.G.A..AG..U
Gbe-1-2 G..AAUAGCGA.........UA..CACG........ACAAUACUAAA.A.C..U.U..UCGCGA.................................................G.A.A..AG..U
Gme-1-4 C..UGGCUGAA...GA..U.AG..C..G........AUACUACUAAA.C.C..A.U..CCGCGA.................................................G.G.A..UG..G
Gsu-2-5 GUAAGCUGGCG....A..U.AG..C..G........AUACUACUAAA.C.C..A.U..CCGCGA.................................................G.G.A..UG..G
Gsp-2-5 CACAAAGAUCG....A..U.AA..C..G........AUACUACUAAA.C.C..A.U..CCGCGA.................................................G.G.A..UG..G
Gur-1-9 CCCAGGCGAUA.........GA..C..G........ACAAGGCUCAA.C.C..A.U..UCGUGA.................................................G.A.A..UG..G
Gsp-3-5 GAUAGGUUAAG.........CAGAC..G........AUAAUACUAAA.C.C..A.U..UCGCGA.................................................G.A.A..UG..G
Gbe-1-3 G.AAUAAAGCA....A...CAA..C..G........ACAAUACUAAA.C.C..A.C..CUGCGA.................................................A.G.G..UG..G
Gsp-3-6 AUUUAUCCUGA.........UA..CACG........ACAAUACUAAA.C.C..A.CU.CCGCAA.................................................G.G.G..UG..G
Ppr-1-10 UACAAUUCCGG....U..A.AU..C..G........AUACUACUAAA.C.C..A.U..CCGCGA.................................................G.G.A..UG..G
Gsp-3-7 ACAUCGACUGG....U..A.GA..C..G.......ACAAAUGCUAAA.C.C..A.U..CCGCGA.................................................G.G.A..UG..G
Gsp-2-6 A.UGAAUACAG....G..UACA..C..G........ACAAUACUAAA.C.C..A.U..UCGCGA.................................................G.G.G..UG..G
Gsp-1-5 UUAUUCGAAAG...AU..A.GA..C..G........AUAAUACUCAA.C.C..A.U..UUGCAA.................................................G.A.A..UG..G
Gsp-1-6 UAGGCAGGAAG...AU..A.GA..C..G........AUAAUACUAAA.C.C..A.U..CCGCGA.................................................G.G.G..UG..G
Gsu-2-6 AAAGCAGUUCG...A...UAGA..C..G........AUAAGACUAAA.C.C..A.C..CCGCGA.................................................G.G.G..UG..G
Gme-1-5 C..AGACUCGA.........UA..CACG........ACAAUACUCAA.C.C..A.U..CCGCGA.................................................G.G.A..UG..G
Gbe-1-4 CUAAAUAGCAA.......C.A.A.C..G........ACAAUACUAAA.C.C..A.U..CCGUGA.................................................G.G.A..UG..G
Gsu-2-7 AAUACUGAUCG.....A.U.A.U.C..G........AUAAUACUAAA.C.C..A.U..CCGUGA.................................................G.G.A..UG..G
Gsu-2-8 AAUAAAUACUG....G..A.UA..CACG........AUAAGACUAAA.C.C..G.U..CCGCGA.................................................G.G.G..CG..G
Gur-1-10 AAUCAAGCAGA.........UAGAC..G........AUACUACUAAA.C.C..A.U..CCGCGA.................................................G.G.A..UG..G
Ppr-1-11 G..AUCACGGA....U..A.CA..C..G........ACACUACUCAA.C.C..A.U..CCGCGA.................................................G.G.A..UG..G
Gme-1-6 AUAGCCACCGA....U..A.GAC....G........AUAAUACUAAA.C.C..A.U..CCGCGA.................................................G.G.G..UG..G
Gur-1-11 CAUAAUCAGGU.......A.GA..C..G........AUAAUACUAAA.C.C..A.U..CCGCAA.................................................G.G.A..UG..G
Gsp-2-7 CACAAUCAGGG.....G.UAGA..C..G........AUAAUACUAAA.C.C..A.U..CCGCGA.................................................G.G.G..UG..G
Gur-1-12 G....GAUAGA.........UAAAC..G........AUAAUACCAAA.C.C..A.U..CCGCGA.................................................G.G.A..UG..G
Gsp-1-7 G..AAGCAGGA.........UAGAC..G........ACAAUACUAAA.C.C..A.U..UCGCAA.................................................G.G.G..UG..G
Gbe-1-5 C...AGGACGA.........UAAAC..G........AUAAUACUAAA.C.C..A.U..CCGCGA.................................................G.G.A..UG..G
Gsu-2-9 CAUAUCGUUGA....U..A.CA..C..G........ACAAUACUAAA.C.C..A.U..CCGCGA.................................................G.G.G..UG..G
Gur-1-13 A.UCAGCUGAU.......A.GA..C..G........AUAAUACUAAA.C.C..A.C..CUGUGA.................................................A.G.G..UG..G
Gsp-1-8 AUUUGAUUCAG...AU..A.GA..C..G........AUAAUACUAAA.C.C..A.C..CUGCGA.................................................A.G.G..UG..G
Gsp-2-8 AUAGCAGAUCG.......A.UA..CACG........AUAAUACUAAA.C.C..A.U..CCGCGA.................................................G.G.A..UG..G
Gur-1-14 UUAACGCGGUA.........GA..C..G........AAAAUACUAAA.C.C..A.U..UCGCGA.................................................G.A.A..UG..G
Gur-1-15 CACAAUAAGUG....U..A.GA..C..G........AUAAUACUAAA.C.C..A.U..UCGCGA.................................................G.A.A..UG..G
Ppr-1-12 UACAAUUGAUA.........GA..C..G........ACAAUACUAAA.C.C..A.U..UCGCGA.................................................G.A.A..UG..G
Gbe-1-6 CAAUAUAUUGG....U..A.GA..C..G........ACAAUACUAAA.C.C..A.U..CCGCGA.................................................G.G.G..UG..G
Gme-1-7 ACCAGUAGAUA.........GA..C..G........ACAAUACUAAA.C.C..A.U..CCGCGA.................................................G.G.G..UG..G
Gsu-2-10 CAACUGAGCGU....G..A.UA..CACG........AUACUACUAAA.C.C..A.U..CCGCGA.................................................G.G.A..UG..G
Gsu-2-11 ACACUGCCGCA....G..A.UA..CACG........ACAAUACUAAA.C.C..A.U..CCGCGA.................................................G.G.A..UG..G
Gsu-1-10 ACACUGCCGCA....G..A.UA..CACG........ACAAUACUAAA.C.C..A.U..CCGCGA.................................................G.G.A..UG..G
Gme-1-8 A.AAUGCAUUG.......A.UAGAC..G........AUAAUACUCAA.C.C..A.U..UCGCGA.................................................G.A.A..UG..G
Gur-1-16 U....UUGAGA....G..A.UAGAC..G........AUAAUACUUAA.C.C..A.U..UCGCAA.................................................G.A.A..UG..G
Ppr-1-13 U..AUUUUUGA....G..A.UAGAC..G........AUACUACUUAA.C.C..A.U..UCGCAA.................................................G.A.A..UG..G
Gme-1-9 AAUCAACGUGA....U..A.CA..C..G........ACAAUACUAAA.C.C..A.U..CCGCGA.................................................G.G.A..UG..G
Gme-1-10 G..AAUACAUA....G..A.UAGAC..G........ACAAUACUCAA.C.C..A.U..CCGUGA.................................................G.G.A..UG..G
Gsp-3-8 CCCUAACAGGG...AU..A.GA..C..G........AUAAUACUCAA.C.C..A.U..CCGCGA.................................................G.G.A..UG..G
Gur-1-17 A....UCCAUA....G..A.UAA.C..G........AUAAUACUAAA.C.C..A.U..CCGCGA.................................................G.G.A..UG..G
Gbe-1-7 A....AACCUA....G..A.UAGAC..G........AUAAUACUCAA.C.C..A.U..CCGCGA.................................................G.G.A..UG..G
Gsp-3-9 U..AACCUCGA....U..A.GA..C..G........AUAAUACUCAA.C.C..A.U..CCGCGA.................................................G.G.G..UG..G
Gbe-1-8 U.....AUUUG.G..G..A.UA..CACG........AUAAUACUCAA.C.C..A.U..CCGCGA.................................................G.G.A..UG..G
Gur-1-18 C.....CCAGG...UG..A.UAGCC..G........AUAAUACUCAA.C.C..A.U..CCGCGA.................................................G.G.A..UG..G
Gbe-1-9 CUAAAGUCAGA.......U.A.A.C..G........ACAAUACUAAA.C.C..A.U..CCGCGA.................................................G.G.G..UG..G
Gsp-2-9 UCAAAAAACAA....G..A.UAA.C..G........AUAAUACUAAA.C.C..A.U..CCGCGA.................................................G.G.G..UG..G
Gme-1-11 G..UUUCAGAA....U..A.GA..C..G........ACAAUACUAAA.C.C..A.U..CCGCGA.................................................G.G.A..UG..G
Gur-1-19 C..AGUUGG......U..A.GA..C..G........AUAAUACUAAA.C.C..A.U..CCGUGA.................................................G.G.A..UG..G
Gme-1-12 C..AUUUGUGA....U..A.GA..C..G........ACAAUACUAAA.C.C..A.U..CCGCGA.................................................G.G.A..UG..G
Gme-1-13 UUCAAUAUCGA....U..A.GU..C..G........AUAAUACUAAA.C.C..A.U..UCGUGA.................................................G.A.A..UG..G
Gur-1-20 G..CUUGGCGG....U..A.GA..C..G........AUAAUACUAAA.C.C..A.U..UCGCGA.................................................G.A.A..UG..G
Gme-1-14 AUAGUUGGUGG....U..A.GA..C..G........AUAAUACUAAA.C.C..A.U..UCGCGA.................................................G.A.A..UG..G
Gme-1-15 U.CAAUUGGAU.......A.GA..C..G........AUAAUACUCAA.C.C..A.U..CCGCGA.................................................G.G.A..UG..G
Gsp-3-10 CUCCAUACCUG.......A.UA..CACG........AUAAUACUCAA.C.C..A.C..UCGCGA.................................................G.G.G..UG..G
Gbe-1-10 UCCAAUACCUG.......A.UA..CACG........AUAAUACUCAA.C.C..A.C..UCGCGA.................................................G.G.G..UG..G
Gsu-2-12 AAACAAAUCAG.......A.UA..CACG........ACAAUACUAAA.C.C..A.U..CCGCGA.................................................G.G.A..UG..G
Gsp-3-11 UCUCAGCACAG...AU..A.GA..C..G........ACAAUACUAAA.C.C..A.U..CCGCGA.................................................G.G.A..UG..G
Gbe-1-11 UUCCAGCAUAG...AU..A.GA..C..G........ACAAUACUAAA.C.C..A.U..CCGCGA.................................................G.G.A..UG..G
Gsp-2-10 CUCGCAUAAAG...AU..A.GA..C..G........AUAAUACUAAA.C.C..A.U..CCGCGA.................................................G.G.A..UG..G
Gsp-3-12 AACUGAAGUAG.......A.UA..CACG........ACAAUACUAAA.C.C..A.U..CCGUGA.................................................G.G.G..UG..G
Gsp-2-11 AGCUGAUCCAG.......A.UA..CACG........AUAAUACUAAA.C.C..A.C..UCGCGA.................................................G.G.G..UG..G
Gsp-2-12 UACUGUCAUAG...A...UAAA..C..G........ACAAUACUAAA.C.C..A.U..CCGCGA.................................................G.G.A..UG..G
Gsp-1-9 ACCCCUGGUGG....U..A.GA..C..G........AUAAUACUCAA.C.C..A.U..CCGCGA.................................................G.G.A..UG..G
Gsp-3-13 CCCUAAGGACG...AU..A.GA..C..G........AUAAUACUAAA.C.C..A.U..CCGCGA.................................................G.G.A..UG..G
Gsp-2-13 CCGGAAAAUAG...A...UAAA..C..G........AUAAUACUAAA.C.C..A.U..CCGCGA.................................................G.G.A..UG..G
Gsu-2-13 AACUGCUGGUG...A...UAAA..C..G........AUAAUACUAAA.C.C..A.U..CCGCGA.................................................G.G.A..UG..G
Gsp-1-10 UUUGACAUAAC....G..A.UAA.C..G........AUAAUACUAAA.C.C..A.U..UCGCGA.................................................G.A.A..UG..G
Gsp-3-14 ACUGCAACAGA.......U.AUA.C..G........ACAAUACUAAA.C.C..U.U..CCGCGA.................................................G.G.A..UG..G
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Gbe-1-12 ACUGCAACAGA.......U.AUA.C..G........ACAAUACUAAA.C.C..U.U..CCGCGA.................................................G.G.A..UG..G
Glo-1-3 A....UAUCUGUUGAU..A.UA..C..G........AAAAUACUCAA.C.U..A.C..CCGCGA.................................................G.G.G..UA..G
Gur-1-21 C...GCCGUAA.......A.UA..G..G......CAAUAAUGCUAAA.C.C..U.U..CCGUGA.................................................G.G.A...G..G
Gur-1-22 CUAACAAUUAC....U..U.UC..C..G........ACAAAGCCAAA.C.C..C.U..UCGCGA.................................................G.G.A..GG..G
Gur-1-23 UUCUAAUUCGC....C....UCA.C..G........AUAAAGCCGAA.C.C..C.U..CCGCAA.................................................G.A.A..GG..G
Dre-1-1 GUUAUUCGCUA...CG..G.AC..U..G........ACAAAGCCAAA.C.C..C.G..UCGUGA.................................................G.G.C..GG..G
Dre-1-2 UUAUUGACAAU.....G.G.AC..U..G........ACAAAGCCAAA.C.C..C.G..UCGUGA.................................................G.G.C..GA..G
Gur-1-24 GUUAAUCUAUA....U....AC..C..G........AAAAAGCCAAA.C.C..U.U..UCGUGA.................................................G.A.G..GG..G
Pca-1-7 GGCACUCAAAA.......G.UCC.C..G........AUAAAACCAAA.C.C..U.G..UCGCAA.................................................G.A.C..AG..G
Dae-1-2 GUAUGGUCAUG.........GG..UAAG.........ACAAGCCAAA.C.C..C.G..UCGCGA.................................................G.A.C..GG..G
Dac-2-1 AAAAUGUUUAA.........GC..CGUG........AAAAAACCACA.C.C..U.C..GGGCGA.................................................C.C.G..GG..G
Dac-2-2 AAAAUGGUUAC....G..U.CG..U..G........AAGAAGCCACA.C.C..C.C..GGGCGA.................................................C.C.G..GG..G
Dac-2-3 AAAAUGGUUAC....G..U.CG..U..G........AACAAGCCACA.C.C..C.C..GGGCGA.................................................C.C.G..GG..G
Dac-2-4 AAAGAGCUAAA.......C.CC..U..G........AUAAAGCCACA.C.A..C.C..GGGCGA.................................................C.C.G..GG..G
Dol-1-1 CUAAUCAUUCA...AU..U.CA..U..G........CUAAAGCCAAA.C.U..C.C..GGGCGA.................................................C.C.G..GA..G
Gur-1-25 GCCCGAACCAA...CU..U.CU..A..G........AUAAAGCCAAA.A.C..C.C..GGGUAA.................................................C.C.G..GG..U
Gme-1-16 CUUCGACGAUG....C..A.CC..A..G........UAAAGGCCAAA.A.C..A.C..GGGUAA.................................................C.C.G..UG..U
env-1 ACGUAGAUAUA...UC..U.CUC.C..G........AUAAAGGCAAA.A.C..C.G..GAGUAA.................................................U.C.C..GG..U
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Dpo-1-1 CAC......G.G.AAA.G..................................GCGCGGUUCCAUUGA........................................................................................
Mfu-1-1 UGC......G.C.AAA.GC.CG.......C.....GG.....GGCCUGAAGUCC.....................................................................................................
Bba-1-1 GAC......G.C.AAA.GC.UA.......AA....GG.....GGU.......GUCGGUGCAAAGCC.........................................................................................
Dde-1-1 GAC......G.G.AAA.AC.CA.......C.....GG.....GUC.......CCUCUGGAUAGAGCGUGACAUGGGUCACA..........................................................................
Gsp-1-1 CGC......A.C.AAA.GU.CA.......C.....GG.....GUUUAUA...AUCUUUGAUCAGAUCUCCGAUUUAAUCUCAG........................................................................
Dal-1-1 GAC......G.G.AAA.GC.UC.......C.....GG.....GUC.......CCCCAUGAGG.............................................................................................
Dth-1-1 GAC......G.C.AAA.GC.CA.......C.....CG.....GCCUGGAU..UUUUUUUUGGG............................................................................................
Pca-1-1 GAC......G.C.AAA.GC.CA.......U.....GG.....ACC.......CGUUGCAGG..............................................................................................
Gsp-2-1 CGAC.....U.C.AAA.GC.CA.......C.....GG.....GUC.......CCCUGCAGCG.............................................................................................
Daf-1-1 GAC......G.C.AAA.GU.CU.......U.....CU.....GCCUACG...UUCCCUUCGGGG...........................................................................................
Dpo-1-2 AAC......G.G.AAA.GC.CA.......UA....GG.....GUCUAU....GAUU...................................................................................................
Ppr-1-1 GAC......G.C.AAA.GC.CA.......C.....GG.....GUC.......CGCAGCAG...............................................................................................
Gur-1-1 GAC......G.G.AAA.GC.CAA......C.....GG.....GAC.......UUGGGUUCCAAUGAAUUCCAAUGAAUUGACUCCGUCUGUCAUUGAAUCUGCUUUCCCUUGUUAAUAUAGUUUCUCCACAAGAUGUUAUUCUCC..........
Glo-1-1 GGC......G.C.AAA.AU.CA.......C.....GG.....GUC.......CCAUGAA................................................................................................
Ppr-1-2 GAC......G.C.AAA.GC.CA.......C.....CU...............CCCAGGCCGG.............................................................................................
Ppr-1-3 GAC......G.C.AAA.GC.CA.......C.....CU.....ACCC......AGAA...................................................................................................
Pca-1-2 GGC......G.C.AAA.GC.CG.......C.....UC.....AUC.......CGGAUCUUC..............................................................................................
dpr-1-1 UAC......G.G.AAA.GC.CG.......C.....GA.....GCC.......CCUUUUUUCAA............................................................................................
Dma-1-1 UGCGUAC..G.G.AAA.GC.CA.......C.....GG.....GCC.......UCACGGUU...............................................................................................
Pca-1-3 CAC......G.C.AAA.AC.CA.......C.....GG.....GUC.......CAUGGUUCA..............................................................................................
Gsp-3-1 GAC......G.C.AAA.GC.CA.......C.....CU.....GUC.......CAGCAUUC...............................................................................................
Gbe-1-1 GAC......G.C.AAA.GC.CA.......C.....CU.....GUC.......CAGCAUUC...............................................................................................
Gur-1-2 GAC......G.C.AAA.GC.UA.......C.....CU.....GUC.......CAGUUGCAAC.............................................................................................
Gsp-1-2 GAC......G.C.AAA.GC.UA.......C.....CU.....GUC.......CAGAAGCC...............................................................................................
Gsp-2-2 GAC......G.C.AAA.GC.CA.......C.....CU.....AUC.......CAGGAAAGCC.............................................................................................
Ppr-1-4 GGC......A.C.AAA.GC.CA.......C.....C......AUC.......CAGAAUGGUC.............................................................................................
Ppr-1-5 GGC......A.C.AAA.GC.CA.......C.....C......ACC.......CAGCACAAGC.............................................................................................
Ppr-1-6 GUC......G.C.AAA.GC.UA.......C.....C......AUC.......CCUGAGCG...............................................................................................
Ppr-1-7 GUC......G.C.AAA.GC.UA.......C.....C......AUC.......CUCGGGAG...............................................................................................
Dba-1-1 GGC......G.C.AAA.GU.CA.......C.....CG.....GCCUACA...GCCGCCCGGGCG...........................................................................................
Dau-1-1 UUC......A.C.AAA.GC.UUA......U.....GG.....GUC.......CGUCAUUGG..............................................................................................
Gsp-2-3 GGC......A.C.AAA.GC.UGA......C.....GG.....ACC.......CGUUACCUAAAAAAUAA......................................................................................
Gsp-1-3 UGAC.....A.C.AAA.GCAUA.......C.....GG.....AUC.......UGUUAUUAACUAA..........................................................................................
Pca-1-4 GAC......G.C.AAA.GC.UG.......C.....GG.....GUG.......CGUGGGAAACCA...........................................................................................
Dac-1-1 GAC......G.C.AAA.GC.CA.......C.....GG.....GUC.......CAUAAC.................................................................................................
Gsu-2-1 GGC......A.C.AAA.GC.UG.......C.....GG.....GUC.......CCGCCUGAAACAGC.........................................................................................
Gsu-1-1 GGC......A.C.AAA.GC.UG.......C.....GG.....GUC.......CCGCCAGAAACAGC.........................................................................................
Pca-1-5 GAC......G.C.AAA.GC.CA.......C.....GG.....GUC.......CUUGCCG................................................................................................
Gur-1-3 GAC......G.C.AAA.GC.UA.......C.....GG.....GUC.......CUGACCUAAA.............................................................................................
Gsp-3-2 GAC......G.C.AAA.GC.CA.......C.....GG.....GUC.......CUGGACUGAC.............................................................................................
Gsp-3-3 GAC......G.C.AAA.GC.CA.......C.....GG.....GUC.......CUGAUGUUAC.............................................................................................
Gsp-2-4 GAC......G.C.AAA.GC.CA.......C.....GG.....GUCCUGA...CACAA..................................................................................................
Gur-1-4 GAC......G.C.AAA.GC.CA.......C.....GG.....GUCCUGA...CCUAAA.................................................................................................
Dac-1-2 GAC......G.C.AAA.GC.CA.......C.....GG.....GUC.......CUGUUUGAC..............................................................................................
Ppr-1-8 GAC......A.C.AAA.GC.CG.......C.....GG.....GUC.......CUGAUUGGUGGAUCGGUC.....................................................................................
Gsu-2-2 GAC......A.C.AAA.GC.CA.......C.....GG.....GUC.......CUGAAAUCGUCCUAGGUAUUUC.................................................................................
Gsu-1-2 GAC......A.C.AAA.GC.CA.......C.....GG.....GUC.......CUGAAAUCGUCCUAGGUAUUUC.................................................................................
Gsu-2-3 GAC......A.C.AAA.GC.UA.......C.....GG.....GUC.......CUGAAAUGUCCUAGGGUUUUC..................................................................................
Gsu-1-3 GAC......A.C.AAA.GC.UA.......C.....GG.....GUC.......CUGAAAUGUCCUAGGGUUUUC..................................................................................
Pca-1-6 GAC......G.C.AAA.GC.CA.......C.....GG.....GUC.......CCAUUGCA...............................................................................................
Gme-1-1 GAC......G.C.AAA.GC.CA.......C.....GG.....GUC.......CUGACUCCAUGGUC.........................................................................................
Gme-1-2 GAC......G.C.AAA.GC.CA.......C.....GG.....GUC.......CUGACUCCAUGGUC.........................................................................................
Dal-2-1 GAC......A.C.AAA.GC.CAA......C.....GG.....GUC.......CUGGAGCAC..............................................................................................
Gsu-2-4 GAC......A.C.AAA.GC.CGA......C.....GG.....GUG.......CCGCUGGAGC.............................................................................................
Gsu-1-4 GAC......A.C.AAA.GC.CGA......C.....GG.....GUG.......CCGCUGGAGC.............................................................................................
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Sfu-1-1 GAC......G.C.AAA.GC.CA.......C.....UG.....GCCUAAG...UCCCCUCUGAG............................................................................................
Dth-1-2 GAC......G.G.AAA.GC.CA.......C.....GG.....GCC.......CCCGGGAUUUAAAAGUCAUAGCAUACG............................................................................
Dal-1-2 GAC......G.G.AAA.GC.CA.......C.....GG.....GUC.......CGCGUCCG...............................................................................................
Dsp-1-1 GAC......G.G.AAA.GC.CA.......C.....GG.....GUCUCU....CG.....................................................................................................
Ppr-1-9 GGC......G.G.AAA.GC.GA.......G.....GG.....AUC.......UUCCCUGAAGAG...........................................................................................
Dfr-1-1 GAC......G.C.AAA.GC.CA.......C.....GG.....GCCUACG...UCCCGCAAGG.............................................................................................
Sfu-1-2 GAC......G.C.AAA.GC.UU.......C.....UG.....GCCUAAG...UCCAAAAG...............................................................................................
dpr-1-2 GAC......G.C.AAA.GC.CA.......G.....CG.....GCCUACG...UCCUCAAAUACCAAAG.......................................................................................
Sfu-1-3 GAC......G.C.AAA.GC.CG.......C.....UG.....GCCUAAG...UCCCCCGCGUGG...........................................................................................
Sfu-1-4 GAC......G.C.AAA.GC.CA.......C.....UG.....GCCUACG...UCUUCCGAGGGAG..........................................................................................
Dal-2-2 GAC......G.C.AAA.GC.CA.......C.....CG.....GCCUUCU...UCCUGUUAAGACAG.........................................................................................
dpr-1-3 GAC......G.G.AAA.GC.CA.......C.....GG.....AUC.......CUCAAAAAGCA............................................................................................
dpr-1-4 GAC......G.G.AAA.GC.CG.......C.....GG.....AUC.......CUUACAACGCA............................................................................................
Dma-1-2 UCC......G.G.AAA.GC.CG.......C.....GG.....GUC.......UCGACGGCCGUCGUC........................................................................................
Dma-2-1 UCC......G.G.AAA.GC.CG.......C.....GG.....GUC.......UCGACGGCCGUUGUC........................................................................................
Dsp-2-1 UUC......G.G.AAA.GC.CA.......C.....GG.....GUC.......UCGAUGGCCGCCCAUC.......................................................................................
Sfu-1-5 GAC......G.G.AAA.GC.CG.......C.....GG.....GUC.......UCCUUCCCAUUC...........................................................................................
Sfu-1-6 GAC......G.G.AAA.GC.CG.......C.....GG.....GUC.......UCAUG..................................................................................................
Dpo-1-3 GAC......G.G.AAA.GC.CA.......C.....GG.....GUCUUAAA..GUUGCA.................................................................................................
dpr-1-5 GAC......A.G.AAA.GU.UU.......C.....GG.....GUC.......UCAAAGG................................................................................................
Sfu-1-7 GAC......G.G.AAA.AC.CG.......C.....GG.....GUCUCA....CG.....................................................................................................
Dal-1-3 GAC......G.G.AAA.GC.CA.......C.....GG.....GUC.......UUGAUCAUAA.............................................................................................
Dae-1-1 GAC......G.G.AAA.AC.CA.......C.....GG.....AUC.......UCAGAA.................................................................................................
Gur-1-5 AAC......G.G.AAA.GC.CA.......C.....GG.....GCC.......UCCGGAAUG..............................................................................................
Dpo-1-4 GAC......G.G.AAA.GA.CA.......C.....GG.....AUUCUAA...UUAAAG.................................................................................................
Dsp-1-2 GAC......G.G.AAA.GC.CA.......C.....GG.....AUC.......UCGCGCA................................................................................................
Dvu-1-1 GAC......G.G.AAA.GC.CA.......C.....GG.....AUC.......UCGCGUA................................................................................................
Dde-1-2 GAC......G.G.AAA.GC.CA.......C.....GG.....GCCUCA....CG.....................................................................................................
Glo-1-2 GAC......G.G.AAA.GC.CUA......CA....GG.....GUCU......CACC...................................................................................................
Gur-1-6 GAC......G.G.AAA.GC.CUA......UA....GG.....GUCUC.....AUG....................................................................................................
Gsp-1-4 GGC......G.G.AAA.AC.CCA......U.....GG.....GUCUCC....UG.....................................................................................................
Gur-1-7 GGC......G.G.AAA.GC.CUA......UA....GG.....GUCUCAA...GU.....................................................................................................
Gur-1-8 GGC......G.G.AAA.GC.CCA......CA....GG.....GUCUU.....UA.....................................................................................................
Gme-1-3 GAC......G.G.AAA.GC.CUA......CA....GG.....GUCU......CUCU...................................................................................................
Gsp-3-4 GAC......G.G.AAA.GC.CUAU.....U.....GG.....GUCUCA....CG.....................................................................................................
Gbe-1-2 GAC......G.G.AAA.GC.CUAU.....U.....GG.....GUCUCA....CG.....................................................................................................
Gme-1-4 GGC......G.G.AAA.GC.CUA......CA....GG.....GUCU......CAUC...................................................................................................
Gsu-2-5 GGC......G.G.AAA.GC.CCA......CA....GG.....GUCUCA....CG.....................................................................................................
Gsp-2-5 GGC......G.G.AAA.GC.CCAU.....C.....GG.....GUCUCA....CG.....................................................................................................
Gur-1-9 GGC......G.G.AAA.GC.CCAU.....C.....GG.....GUCU......CCAC...................................................................................................
Gsp-3-5 GGC......G.G.AAA.GC.CUA......UA....GG.....GUC.......UCAAC..................................................................................................
Gbe-1-3 GAC......G.G.AAA.GC.CCA......C.....GG.....GUCU......CCCU...................................................................................................
Gsp-3-6 GAC......G.G.AAA.GC.CUA......A.....GG.....GUCU......CACC...................................................................................................
Ppr-1-10 GAC......G.G.AAA.GC.CCA......CA....GG.....GUCU......CCA....................................................................................................
Gsp-3-7 GGC......G.G.AAA.GC.CCA......A.....GG.....GUC.......UCACC..................................................................................................
Gsp-2-6 GAC......G.G.AAA.GC.CUA......CA....GG.....GUCU......CUCU...................................................................................................
Gsp-1-5 GGC......G.G.AAA.GC.CUA......UA....GG.....GUCUUAC...UG.....................................................................................................
Gsp-1-6 GAC......G.G.AAA.GC.CCAU.....U.....GG.....GUCUC.....AUC....................................................................................................
Gsu-2-6 GGC......G.G.AAA.GC.CCA......C.....GG.....GUC.......UCUCU..................................................................................................
Gme-1-5 GGC......G.G.AAA.GC.CUA......CA....GG.....GUCU......CCAG...................................................................................................
Gbe-1-4 GAC......G.G.AAA.GC.CCA......C.....GG.....GUC.......UCCCU..................................................................................................
Gsu-2-7 GGC......G.G.AAA.GC.CUA......CA....GG.....GUC.......UCACC..................................................................................................
Gsu-2-8 GGC......G.G.AAA.GC.CU.......A.....GG.....GUC.......UCCUA..................................................................................................
Gur-1-10 GAC......G.G.AAA.GC.CA.......CA....GG.....AUCU......CCA....................................................................................................
Ppr-1-11 GGC......G.G.AAA.GC.CU.......CA....GG.....AUCU......CCA....................................................................................................
Gme-1-6 GAC......G.G.AAA.GC.CUA......CA....GG.....GUCU......CCCC...................................................................................................
Gur-1-11 GGC......G.G.AAA.GC.CU.......AAA...GG.....GUC.......UCACU..................................................................................................
Gsp-2-7 GAC......G.G.AAA.GC.CUA......CA....GG.....GUC.......UCACU..................................................................................................
Gur-1-12 GAC......G.G.AAA.GC.CUA......CA....GG.....GUCUCAA...G......................................................................................................
Gsp-1-7 GAC......G.G.AAA.GC.CUA......CA....GG.....GUCUUA....CU.....................................................................................................
Gbe-1-5 GGC......G.G.AAA.GC.CUA......CA....GG.....GUCU......CACA...................................................................................................
Gsu-2-9 GAC......G.G.AAA.GC.CCA......CA....GG.....GUC.......UCUCU..................................................................................................
Gur-1-13 GGC......G.G.AAA.GC.CUAU.....U.....GG.....GUC.......UCCAG..................................................................................................
Gsp-1-8 GGC......G.G.AAA.GC.CUAA.....U.....GG.....GUC.......UCAAG..................................................................................................
Gsp-2-8 GGC......G.G.AAA.GC.CCAU.....U.....GG.....GUC.......UCAAG..................................................................................................
Gur-1-14 GAC......G.G.AAA.GC.CU.......AAA...GG.....GUCU......CACC...................................................................................................
Gur-1-15 GAC......G.G.AAA.GC.CU.......AAA...GG.....GUCU......CACC...................................................................................................
Ppr-1-12 GAC......G.G.AAA.GC.CUA......CA....GG.....GUCU......CACC...................................................................................................
Gbe-1-6 GAC......G.G.AAA.GC.CUA......CA....GG.....GUCU......CCAC...................................................................................................
Gme-1-7 GAC......G.G.AAA.GC.CUA......CA....GG.....GUCU......CCCC...................................................................................................
Gsu-2-10 GGC......G.G.AAA.GC.CCA......CA....GG.....GUC.......UCACC..................................................................................................
Gsu-2-11 GAC......G.G.AAA.GC.CCA......CA....GG.....GUC.......UCACC..................................................................................................
Gsu-1-10 GGC......G.G.AAA.GC.CCA......CA....GG.....GUC.......UCACC..................................................................................................
Gme-1-8 GGC......G.G.AAA.GC.CUA......UA....GG.....GUCU......CAUG...................................................................................................
Gur-1-16 GGC......G.G.AAA.GC.CUA......C.....GG.....GUCUUA....CU.....................................................................................................
Ppr-1-13 GGC......G.G.AAA.GC.CUA......A.....GG.....GUCUUA....CU.....................................................................................................
Gme-1-9 GGC......G.G.AAA.GC.CCA......CA....GG.....GUCU......CACC...................................................................................................
Gme-1-10 GGC......G.G.AAA.GC.CUAU.....U.....GG.....GUCU......CACC...................................................................................................
Gsp-3-8 GGC......G.G.AAA.GC.CUA......UA....GG.....GUC.......UCCCU..................................................................................................
Gur-1-17 GGC......G.G.AAA.GC.CUA......UA....GG.....GUCU......CACG...................................................................................................
Gbe-1-7 GGC......G.G.AAA.GC.CUA......UA....GG.....GUCU......CACC...................................................................................................
Gsp-3-9 GGC......G.G.AAA.GC.CUA......UA....GG.....GUCU......CACC...................................................................................................
Gbe-1-8 GGC......G.G.AAA.GC.CUA......UA....GG.....GUCU......CCCU...................................................................................................
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Gur-1-18 GGC......G.G.AAA.GC.CUA......CU....GG.....GUCU......CACC...................................................................................................
Gbe-1-9 GAC......G.G.AAA.GC.CUA......CU....GG.....GUC.......UCAUA..................................................................................................
Gsp-2-9 GAC......G.G.AAA.GC.CUA......CU....GG.....GUC.......UCAUA..................................................................................................
Gme-1-11 GGC......G.G.AAA.GC.CCA......UA....GG.....GUCU......CACC...................................................................................................
Gur-1-19 GGC......G.G.AAA.GC.CU.......AAA...GG.....GUCUCAA...GC.....................................................................................................
Gme-1-12 GGC......G.G.AAA.AC.CCA......CA....GG.....GUCU......CCCU...................................................................................................
Gme-1-13 GGC......G.G.AAA.GC.CUA......CA....GG.....GUCUUA....CU.....................................................................................................
Gur-1-20 GGC......G.G.AAA.GC.CUAA.....U.....GG.....GUC.......UCGAA..................................................................................................
Gme-1-14 GGC......G.G.AAA.GC.CUA......UA....GG.....GUCU......CCCU...................................................................................................
Gme-1-15 GGC......G.G.AAA.GC.CUA......CA....GG.....GUC.......UCUUC..................................................................................................
Gsp-3-10 GGC......G.G.AAA.GC.CUA......CA....GG.....GUC.......UCCUU..................................................................................................
Gbe-1-10 GGC......G.G.AAA.GC.CUA......CA....GG.....GUC.......UCCUU..................................................................................................
Gsu-2-12 GGC......G.G.AAA.GC.CU.......AA....GG.....GUC.......UCCCU..................................................................................................
Gsp-3-11 GAC......G.G.AAA.GC.CUA......CA....GG.....GUC.......UCCAA..................................................................................................
Gbe-1-11 GAC......G.G.AAA.GC.CUA......CA....GG.....GUC.......UCCAA..................................................................................................
Gsp-2-10 GAC......G.G.AAA.GC.CUA......CA....GG.....GUC.......UCAAC..................................................................................................
Gsp-3-12 GAC......G.G.AAA.GC.CUAU.....U.....GG.....GUC.......UCACC..................................................................................................
Gsp-2-11 GAC......G.G.AAA.GC.CUA......CA....GG.....GUC.......UCAAC..................................................................................................
Gsp-2-12 GAC......G.G.AAA.AC.CUA......CA....GG.....GUC.......UCACA..................................................................................................
Gsp-1-9 GGC......G.G.AAA.GC.CUAA......A....GG.....GUC.......UCUCU..................................................................................................
Gsp-3-13 GGC......G.G.AAA.GC.CUA......CA....GG.....GUC.......UCCCA..................................................................................................
Gsp-2-13 GGC......G.G.AAA.GC.CUAU.....U.....GG.....GUC.......UCCCU..................................................................................................
Gsu-2-13 GGC......G.G.AAA.GC.CUA......CA....GG.....GUC.......UCACC..................................................................................................
Gsp-1-10 GGC......G.G.AAA.GC.CUA......UA....GG.....GUCUCA....AG.....................................................................................................
Gsp-3-14 GAC......G.G.AAA.GC.CUA......UA....GG.....GUC.......UCACU..................................................................................................
Gbe-1-12 GAC......G.G.AAA.GC.CUA......UA....GG.....GUC.......UCACU..................................................................................................
Glo-1-3 GGC......G.G.AAA.AC.CCA......C.....GG.....GUCU......CUCU...................................................................................................
Gur-1-21 AGC......G.G.AAA.GC.UA.......CA....GG...............UCUCCAGGAGACAGGCA......................................................................................
Gur-1-22 GGC......G.G.AAA.GC.GG.......C.....GG.....GUC.......UUCGCGACG..............................................................................................
Gur-1-23 GGC......G.G.AAA.GU.CG.......C.....GG.....GUC.......UUCGCAGUGG.............................................................................................
Dre-1-1 GAC......G.G.AAA.GC.CA.......C.....GG.....GUC.......UCAAU..................................................................................................
Dre-1-2 GAC......G.G.AAA.GC.CA.......C.....GG.....GUC.......UCAAU..................................................................................................
Gur-1-24 GGC......G.G.AAA.GC.AA.......C.....GG.....GUC.......UUCAGAUG...............................................................................................
Pca-1-7 GAC......G.G.AAA.GC.AA.......C.....GG.....AUC.......UUCGAACCAG.............................................................................................
Dae-1-2 GAC......G.G.AAA.GC.CA.......C.....GG.....GUC.......UUUGCCCGCUUCGGUCUCUGUCCGGCAUCGGUGCCGGGACAUGGGAGCGAAGGGGUACGCA..........................................
Dac-2-1 GCC......G.G.AAA.GC.CG.......C.....GG.....GUC.......UCAAAG.................................................................................................
Dac-2-2 GCC......G.G.AAA.GC.CG.......C.....GG.....GUC.......UCAGCA.................................................................................................
Dac-2-3 GCC......G.G.AAA.GC.CG.......C.....GG.....GUC.......UCAGCA.................................................................................................
Dac-2-4 GCC......G.G.AAA.GC.UA.......C.....GG.....GUC.......UCACCA.................................................................................................
Dol-1-1 GAC......G.G.AAA.GC.AA.......C.....GG.....GUC.......UUAAUAUA...............................................................................................
Gur-1-25 GAC......G.G.AAA.GC.CA.......C.....GG.....GCCCUGC...GAA....................................................................................................
Gme-1-16 GAC......G.G.AAA.GC.CUA......C.....GG.....GUCCACG...AGACGGAUUCGAUUUUUGACGGAGACCAAGGCGGCGAGGAGGAGGCGACGGAGGCGUACCUGAAGGUACGUUGAGGAGCCCCGCACGAGCCAACGCCGGUAUA
env-1 GAC......G.C.AAA.GC.CA.......C.....GG.....GUC.......CUGUUUGAC..............................................................................................
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Dpo-1-1 .....................................................................UU.....AU...AACUG......GGU.UGC..C...A....U.U.U.....AGAGGUGAUCCGGUAUUCUAAUAUUCUAACGUUAUGGGGGGAGGACAUGAAGAAAGUUUU
Mfu-1-1 ......................................................................G.....GC...CGGCC...GU.GAC.CGC..C...GUGG...G.A.....AGUCAGCACCGGAAGGGUU.CCGGGCCCACUGCGCCUUGAGCGAGGCGUGGGUCUUCGUU
Bba-1-1 .....................................................................AC.....GC...CAGCC......AGC.UGC..C...AAA..G.G.......UCAUGAGUCACCUGAGGAAUCAGAGGUGUGCAUAUGGAAGGAACAAAUACAUACAAGGAU
Dde-1-1 .....................................................................GG.....GA...CGGCC...G..GGC.UGC..C...U....G...A.....UGCAACGCCACGGUCUUUUUUUGUCGCAAAAAAAGGCCGGGCACGGGAGACGCGCAUGAG
Gsp-1-1 .....................................................................GUUAUC.GA...CAGCC...G..GGC.UAC..C...GAAGAA.....ACAGGUGAAAAUCGCUUUU.....UUAAGCCGCUUACCGGGAAGCCGGUAAGCGGCUUUCUGUU
Dal-1-1 .....................................................................GG.....GA...CGGCC...G..AGC.CGC..C...GGCG.G.........AAAGACAAAGCCAAACCUGCUGCGAGGCAGGGACGGAAAGCCACGGGUCCCAUAAACAGA
Dth-1-1 .....................................................................AGUAU..GG...CAGCG...G..GGU.UUC..C...G....G.A.CA....UUGAGGUGAAUUCAUCCUCUUUAGUUUUCCUGCCUCGAAUCCCCACUGUUUUUCAGCCUA
Pca-1-1 .....................................................................CG.....GG...CCGCC...A..GGC.UAC..C...GAAGAA...A.....UCGAUGCCUUUCAGACAC..GACACCGCCUUGCGGCCGGUUUCAUGUCUCCAUCCGCCUU
Gsp-2-1 .....................................................................GG.....GA...CAGCC...G..GGU.UAC..C...GAAG...........AGCAUCUGGAGUCAGGCCCGUAAGGGGACAGCCGCGUCCGCCCGCAGUCAGCGAUGCCCG
Daf-1-1 .....................................................................AAUAU..GG...UCGUG...A..GGC.UGC..C...G....A.G.UG....AAGCAGUACGAAUUGCUUCUCGUCCCUUCUUUACGCGUGGUGUUGCCAGGAGAAAUCGCA
Dpo-1-2 .....................................................................UA.....GA...UAGCC...G..GGU.UGC..CUCG.....U.U.U.....UUAAUGAAAGCAGCUCGGCUUUUUUUGUUUUUACCACUGGUUUUGAGCUGUUCGAUACUA
Ppr-1-1 .....................................................................CG.....GA...CAGCC...G..GGA.CAU..C...AAGA.G.A..G....GGCAAACAUGGUUUUCUU..AGCCCUUCUUCGCAUCAUCCAAAGAAGGGCUUUUUUGUGG
Gur-1-1 .....................................................................AA.....GU...UGGCC...G..GGU.UGC..C...G....U...U.....UGUGACCAUUUGUAUGGUUGCAUGCGUAUAACCCGGCCUUUUUAUUUGCCGGGUGAAGAA
Glo-1-1 .....................................................................AG.....GA...UAGCC...G..GAU.UAC..U...GAUGAGAG.U.....GAAAUUAUUCCUUCUU....CUUUAUCCUGACAUCAGGACUAAUUUCGCCCGUUUUCCGC
Ppr-1-2 .....................................................................GC...........AGAG...G..GGC.CGC..C...GAA..G.UAUC....AGCGCUUGUCACCACAG...GGUGACGGUCGCCGCGCGUCCACUUUUUCGAAAGAAGAAG
Ppr-1-3 .....................................................................CG.....GG...AAGAG...G..GGU.UGU..C...GAAGCG.G.......UACAGGGGGUGGUGCAUC..CGUGCAUCCCCCAUUCAUGCCUGCCUUUUCAAAAGAAAAU
Pca-1-2 .....................................................................CG.....GA...AAGGA...G..GGC.UGU..C...GAAC.C.G.GC....UUGAGAGGCAACAUCUCUCAGGAUGAUUCGAUCAUUUGGGCCCGCCUUUUUUGGCGGGUU
dpr-1-1 .....................................................................GG.....GA...UAGUC...G..GGU.UGC..C........U.G.U.....AAAUGAUAGAGUUUUCGGUAUCUCUUAUCUCUCAAUCCAUUGGCAGAGCGCCAGAGCCCC
Dma-1-1 .....................................................................GA.....GG...CAGCC...G..AGC.CGC..CAUGA....C....U....CCUCGACUGGUUAGCUAGU.CAUUGGAUCAUGGCGUUUUUGUUUUCAAUAAUUAGCUUCU
Pca-1-3 .....................................................................UG.....GA...UAGCC...G..GGU.UGC..C...G....A.A.AAU...CCUUAAUUCUUCAAAACACUUCAAGGUCAGUAGGUACAUCUGCGGCGCUUUGCUCUGGAA
Gsp-3-1 .....................................................................UG.....GA...AAGAG...G..GGU.UGU..C...GAAG.U.G.......GCUAGUCAGAAGCCUGCCAUUUCAUCGAUGGCAGGCUUUUGCUGUUUCAGUGCCGCUGCG
Gbe-1-1 .....................................................................UG.....GA...AAGAG...G..GGU.UGU..C...GAAG.U.G.......GCUAGUCAGAAGCCUGCCAUUUCAUUUAUGGCAGGCUUUUGCUGUUUCAGUGCCGCUGCG
Gur-1-2 .....................................................................UG.....GA...UAGAG...G..GGC.UGC..C...GAA..UAG.GU....GAUGGAGACAGGCCUACCCUUUCGGGGAUAGGCUUUUUUUUAUCCUUCAGUGGCUGCGUC
Gsp-1-2 .....................................................................UG.....GA...AAGAG...G..GGC.CGC..C...GAAGG..........GUCGAUGAGAACAGCCCACCCUCUCGGAAAUGGGCUGUUUUUUUAUCUGGCGUGACUUGU
Gsp-2-2 .....................................................................UG.....GA...AAGAG...G..GGC.UAU..C...GAAG.U.........GGUGAGGGAGGAGCCCGCCAUUUCUUUUUGGUGGGCUUUUUUAAUAUCCCGGCUUUAUGG
Ppr-1-4 .....................................................................UG.....GA...UAGCG...G..GGC.UGU..C...GAAGUG.....ACG.GAUGAUGACCUGUCCGAUAUGCCAAAACCCACCGACUCCUGCUGGUGGGUUUUGUGUUUG
Ppr-1-5 .....................................................................UG.....GG...CAGAG...G..AGC.UGC..C...GAAGUG.A..C....GGAUGAUGGUCCAUCUG...AUCAUGGGAGCCUGCCUUUGUGAGACAGGCUCUUUUCAUU
Ppr-1-6 .....................................................................GG.....GA...UAGAG...G..GGU.UAU..C...GAAG.U.G.A.....GUGGAUAUGGUUUUUACGA.GAACAGGCCACGUUUCCUUUGAUGCACGGGAGGCGUGGCU
Ppr-1-7 .....................................................................GG.....GA...UAGAG...G..GGU.UGU..C...GAAG...U.G.....AGUGUAGAAAAUAUUUUGUGAUAAGAGCCACGCUUCCGUUUGUUGAAUGGGGGGCGUGGU
Dba-1-1 .....................................................................GCCAC..GG...CGGCG...G..GAC.UGC..C...AA...C.C.CGA...CGGCAAGCCACCCGGCGCGCGCGCCCGUGGCCGGCGGCUGGUCGCCACAACCGGGUGAAA
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Dau-1-1 .....................................................................CG.....GA...UAGCC...G..AGU.UGC..C...GAAG.A.A..A....CAAGUCACCUCCAUUUAUGGAUGCUUGUUUCCUGGCAAGUAACGAAUGGAGGUCCAAAAU
Gsp-2-3 .....................................................................CA.....GG...UAGCC...G..AGC.UAC..C...GAAG.A.A..A....CAGGUGAAAUUGAGAAGGGCCGCUCAUCGCUACUGGCAGAUGGGUGGCCCUUUUCCUAUC
Gsp-1-3 .....................................................................CA.....GA...UAGCC...G..GGC.UGC..C...GAAG.A.A..A....CAGGUGAAAAACUAAAAAAGCCGCGGAUCACAACCCUCCGAUCCGCGGCUUUUCGUUUGU
Pca-1-4 .....................................................................CG.....GA...UAGCC...G..GGC.UAC..C...GAAGA..........GCUGAUGGAGGAGGGGCAA.CUCGAAUAUUUUCGGAUAUUUGAUUUAUAAGCGUUCAUCU
Dac-1-1 .....................................................................UG.....GA...UCGCC...G..GGU.UGC..U...CAAC.U.G.G.....UGGAGAUCUCUCAUCACCGUGAUAAACAGACACUGAUUUCAACGGCCGGCGUCCUGUUUC
Gsu-2-1 .....................................................................GG.....GA...CAGCC...G..GGU.UGG..C...GAAG.A.........AACAGUACCGCGUCCCACAGGGGCAGGCUGUUUCUUUUUUUUUGCCCGCACCCACCACAC
Gsu-1-1 .....................................................................GG.....GA...CAGCC...G..GGU.UGG..C...GAAG.A.........AACAGUACCGCGUCCCACAGGGGCAGGCUGUUUCUUUUUUUUUGCCCGCACCCACCACAC
Pca-1-5 .....................................................................AG.....GA...UAGCC...G..GGU.UGC..U...GAAG.A.........CGCGAUUGUUACUCAAUUU.ACGGCCGUAUUUUUAGACCUGUAAAGCAGUCCACCUCUUG
Gur-1-3 .....................................................................AG.....GA...UAGCC...G..GGU.UGC..C...GAAGAG...A.....UGAGAUAUGCAUCUUGGUA.CCCGGUAUAUUACCGACACAAGGAGCGCUCUUAUCUUCGG
Gsp-3-2 .....................................................................AG.....GA...UAGCC...G..GGU.UGC..C...GAAGA..........GAUGGGUCAGCAUCUGGCUCCGGCAUGUCGCGGAUAUAAGAAGCGCUCUCAUCUUCGGAA
Gsp-3-3 .....................................................................AG.....GA...UAGCC...G..GGU.UGC..C...GAAGA..........GAUGAGUUAGCAUCUUGGCAUCCGGGAAUUACCGAUACAAGGGGCGCUCUCAUCUUUGGC
Gsp-2-4 .....................................................................GG.....GA...CAGCC...G..GGU.UGC..C...GAAGA..........GAUGAGUUAGCAUCUUGGCACCCGGUAUAUAGUACCGACACAAGGAGCGCUCUCAUCUUU
Gur-1-4 .....................................................................AG.....GA...UAGCC...G..GGU.UGC..C...GAA..G.A.GA....UGAGUUUGCCUCUUGGUACCCGGUUUUUACCGACAACAAGGCGCUCUCAUCUUCGGAAGG
Dac-1-2 .....................................................................AG.....GA...UCGCC...G..GGU.UCC..C...GA...A.G.AGG...CUGGUUCCCGUCCUUUGUCAAUGAAGGACUACAGAGGUGCUCUUCUUCGCGUAAAGGAGG
Ppr-1-8 .....................................................................AG.....GA...UAGAC...G..GGU.UGG..C...GA...G.A.AAC...AGCUCCGCGAGCAGCAUGCUCGACGGACUGUUUCUUUUUUUUGCCGCCCCCGGCUGGUGA
Gsu-2-2 .....................................................................AG.....GA...UGGCC...G..GGU.UGG..C...GAAG.A.A..A....CAGCCCAUCUGUCGACAAGUCGUACCAUUGCCGCGGGGGGCUGUUUUUUGUUGGGAAAAG
Gsu-1-2 .....................................................................AG.....GA...UGGCC...G..GGU.UGG..C...GAAG.A.A..A....CAGCCCAUCUGUCGACAAGUCGUACCAUUGCCGCGGGGGGCUGUUUUUUGUUGGGAAAAG
Gsu-2-3 .....................................................................AG.....GA...UAGCC...G..GGU.UGG..C...GA...G.A.AA....CAGGUUCCUCAUUAGUCCAUCAAAAGACUAAGGCGGGCUGUUUCUCUUUUUUGUGCUCGC
Gsu-1-3 .....................................................................AG.....GA...UAGCC...G..GGU.UGG..C...GA...G.A.AA....CAGGUUCCUCAUUAGUCCAUCAAAAGACUAAGGCGGGCUGUUUCUCUUUUUUGUGCUCGC
Pca-1-6 .....................................................................AG.....GA...CAGCC...G..GGU.UAU..C...GAA..G.A.AA....UGACGGCAGCAACGAUUUUACUUCUGCACGUGAAGUCAUGGCACCCGGUUUUUCCGCACC
Gme-1-1 .....................................................................AG.....GA...UAGCC...G..GGU.UGU..C...GAA..G.A.GC....AACGCCCGCCUUCCAUAGGUACGGGGGUCUGUUUCUGAGGUAGGAAGCAAACUCAACCCA
Gme-1-2 .....................................................................AG.....GA...UAGCC...G..GGU.UGU..C...GAA..G.A.GC....AACGCCCGCCUUCCAUAGGUACGGGGGUCUGUUUCUGAGGUAGGAAGCAAACUCAACCCA
Dal-2-1 .....................................................................AG.....GA...CGGCC...G..GGU.UGC..C...GGAGA..........AAACGGAACUUUUUCGGAGGAGAGAAAAUGAAAAAGAAUCUACUGAAAAGUGCGGUACUG
Gsu-2-4 .....................................................................GG.....GA...CGGCC...G..GGU.UGC..C...GGAGA..........AACCAACCAAAAUGGAGGAAAUGAUGAAAAAGGGGAUGAAAGUAAGUCUUUCCGUGGCAG
Gsu-1-4 .....................................................................GG.....GA...CGGCC...G..GGU.UGC..C...GGAGA..........AACCAACCAAAAUGGAGGAAAUGAUGAAAAAGGGGAUGAAAGUAAGUCUUUCCGUGGCAG
Sfu-1-1 .....................................................................GAUAC..GG...UAGCA...G..GGU.CGC..C...G....G.G.CGC...UCUUAUAUAAUGAGCGGUGGGAAGGUCUGUCCUCGUAACCGCACGCUCUGCCAUGUGCUC
Dth-1-2 .....................................................................CG.....GG...CAGCC...G..GGU.UGC..C...GGAUG..........AAGUCCUCUGACAGCUGCUCUGAAGUUCUUCAUUUGGUUGUCCAUAAGAGGCUUUUAAAA
Dal-1-2 .....................................................................CG.....GA...CAGCC...G..GGU.UGC..CU..GCAGG..........AAUUACCUGCUGAAAGGGGACCUCAUGAAGAAAAAAGCAAUCUUGAUCACAAUCAUUCUC
Dsp-1-1 .....................................................................AA.....GA...CAGCC...G..GGC.CGC..C........U.U.GCA...UCCGUCGCCUUUUCCCCGCCUGAAGGGGAACCUUCGCCCCACGUUAUUGUCUGGUUGAUC
Ppr-1-9 .....................................................................AA.....GA...UGGCC...G..AGC.UGC..C...AAAG...G.G.....UUAUUUCCUUUUGGCGUG..CUCGGUUUUUUUAUGGGUUGGCGCCUACUGGAACCACGGC
Dfr-1-1 .....................................................................GAUAC..GG...UAGCC...G..GGC.CGC..C...AA...U.G.C.....GCCGCAUCCUCCGAUACAGCGCCUUGGCCAGCGUGAAAGGAGGUACGGGUAUGCCACGCG
Sfu-1-2 .....................................................................GAUAU..GG...CAGCA...G..AGC.CGC..C...G....A...GCG...AGCACGGUAUGAACGACUUCUUCAGCGCAUCGCACAUCAUUAUCGGAAAAAGCGGAACGA
dpr-1-2 .....................................................................GAUAA..GG...CGGCA...G..GGU.UGC..C...G....G.G.CG....AAGAUGGCACCUCCUCAGGAGCUGUGUUUCGCACGGAUUAAGCGAAUCAAACAGUAUUCU
Sfu-1-3 .....................................................................GAUAU..GG...CAGCA...G..GGU.UGC..C...A....G.GGGA....GGUUUCCCAUGUUCAGAACUUUCAACUCCGGAACGUUGUUUCCCAAGAGAACCUUUCAGU
Sfu-1-4 .....................................................................GAUAG..GG...CGGCA...G..GGU.UGC..C...G....GAGGUG....CCGUAUGACCGAUCCAAAUGUGUCCUGAAACAGGUGAACCAGCCCCGUUGACAUGCCAAU
Dal-2-2 .....................................................................GAAAU..GG...CAGCG...G..GGU.UGC..C...GAA..U.G.GU....CACUGUCAGCCAAGUGGGUGACAGACCAUACGGCAUCUAACUUAAUGAGGUGCCGCUAUG
dpr-1-3 .....................................................................AG.....GA...CAGCC...G..GGU.UGC..C...UG...GAA.U.....AAGGGGUAACCCGGCUUUUUUUUGCAAAGGCAACCGUACAUUGAAACAUCAAAUAACUGA
dpr-1-4 .....................................................................AG.....GA...CAGCC...G..GGU.UGC..CUGGG....G.........AGAAUGAAUGGGGAUGGACAAGUUAAGGGUUCUUUUUCUUCUGGCGCCGCUUUUAGGAAU
Dma-1-2 .....................................................................GA.....GA...CAGCC...G..GGC.CGC..U...G....G.GAA.....ACACCGAGGGGGACGUCAUGCGGGUUUCCAUCGCGGCCAAAAUCAUGGCCCUGGUCAUUG
Dma-2-1 .....................................................................GA.....GA...CAGCC...G..AGC.CGC..U...G....G.GAU.....ACUCCGAGGGGGACGUUAUGCGGGUUUCCAUCGCGGCCAAGAUCAUGGCCCUGGUCAUUG
Dsp-2-1 .....................................................................GA.....GA...CAGCC...G..GGC.CGC..A...G....G.GAA.....ACACCGAGGGGGAGCUUAUGCGGGUUUCCAUUGCAGCCAAGAUCAUGGCUUUGGCCGUCG
Sfu-1-5 .....................................................................GA.....GA...CGGCC...G..GGU.UGC..C...UGA......UC....AAGCCACCACACAUUUGCUUGUAAUACAGUAUUGUCUGAGACCUUCGCCGCAGUCAUUUG
Sfu-1-6 .....................................................................GA.....GA...UGGCC...G..GGU.UGC..C...UGACA..........AAGGGUAGCCCGGCUUUUU.GUUUCUUCGUCAUCGAGUCGAGAAGAUUUUGUGUCAAGAA
Dpo-1-3 .....................................................................UCAAUA.GA...AAGCC...G..GGU.UGC..C...U....U.U.UG....AAGGGUGACUCGGUUUUUGUUUUUAUGGAGGGCAAAGGAAAACCGUCUGUUUUUUUAAAU
dpr-1-5 .....................................................................AA.....GG...CGGCC...G..GGC.UGC..C...UUAAA..........AGAAAGAAAGCCAAGUCGUCUUCGUGAUCACUUGGCUUUCUUGGGUUUUGGGUCCUCUUG
Sfu-1-7 .....................................................................UA.....GA...CGGCC...G..GGU.UGC..CU..GAA..A.G.A.....CGGCAGCCCGGCUUUUCUGUUUGUGGACGGGGUGCUUCAAGCGUCGAACAGGCGGAGAGG
Dal-1-3 .....................................................................AA.....GA...CAGCC...G..GGU.UGCG.CAU........C.A.....AAGGCAACCCGGCUUUUUUAGUUUUAUCUCACCACACCAAAACUUCUCAGGGGGAGAACG
Dae-1-1 .....................................................................GA.....GA...UAGCC...G..GGU.UAC..C...GAUU.G.........GAGUAUCGUCACAACUCCAACUCUCUUCUUGCAUGUUUUGGUGUAGAGCCUGCGGAUUGU
Gur-1-5 .....................................................................GA.....GA...CAGCC...G..AGC.CGC..C...AAA..G.G.A.....AUGAAAACCUUUUUGCGCA.CUCGGUUUUUUUUAUUUCGUAGAGAAGUCAAACUGCCGAG
Dpo-1-4 .....................................................................GG.....GA...CAGCC...G..GGU.UGC..C........U.G.AA....AGUUAAAAGUUGCGGGUAAUGCGGUUUUUGGUUUCAGGAAUGGGGGGGACUGUUUGACGG
Dsp-1-2 .....................................................................GA.....GA...CAGCC...G..GGU.UGC..C........U.G.......CACCAAAGGCAGUGCGUCCGAUCGGCCCGUGGCAAUGAUCCCUUGGGGGGGAUAUGCUGA
Dvu-1-1 .....................................................................GA.....GA...CAGCC...G..GGU.UGC..C........U.G.......CACCGGGAGGCAGUGCGUCAGCGCGGGUCGUGGCGUCAUCCCUUGGGGGGGAUAUGCUGA
Dde-1-2 .....................................................................CA.....GG...CAGCC...G..GGU.UGC..C...UACG.C.U.......CCCACCGAGAAGACACCCCGCGCCCCGUUCGAGACCCCCGGCCUUCGGCAAGGAGAACGC
Glo-1-2 .....................................................................GA.....GA...CAGCCA.....GGU.CGC..C...GAAA...U.GU.C..AAGCAAUUGAUACGGGUG..AUCUGGUUUUUUUGUGCCUGUUCACUGCCACUACCAAAAG
Gur-1-6 .....................................................................AA.....GA...CAGCC...G..GGU.CGC..C...GAAUA..U..C....ACCUGAUAUCGGCG......ACCCGGCUUUUUUUGUGCCCAGGGAGCUGCGACACGAAGA
Gsp-1-4 .....................................................................UA.....GA...CAGCC...G..GGC.UGC..C...GAAA.UAU.......CACAUUUCCGGCACCCGGCUUUCUUUUUUACAGCGGAUUGAAAAGCGGGCAAGGAGGUGA
Gur-1-7 .....................................................................CA.....GA...CAGCC...G..GGU.UGC..C...GAAA.U....AUCACGAGAUAUUCGG.........CAACCCGGUUUUUAUUUGCCCAUUUACCGGAUGUGGCCGA
Gur-1-8 ......................................................................A.AA..GA...CAGCC...G..GGU.UGC..C...GAA..C...UAUCUCAGGAUAUUCUG.........CCCCGGCUUUUUUGCGUCCCCGUUCAUCGGGAAACCCUGU
Gme-1-3 .....................................................................GA.....GA...CAGCC...G..GGA.UGC..C...GAA..A.U.AU....CACAAUUCGUGAUGCUCG..GUCCCGGCAUUUCUUUUUUGGACCCAGAAAUACAGGUUGU
Gsp-3-4 .....................................................................CA.....GA...CAGCC...G..GGU.CGC..C...GAAA.U.A.UC....GAAACCAACGAUAUCGGACCCGGCUUUUUUGCGUCCUGCCGGGAUGAGCGCAGGCUAGGC
Gbe-1-2 .....................................................................AA.....GA...CAGCC...G..GGU.CGC..C...GAAA.U.A.U.....CGAAACCAACGAUAU.....CGGACCCGGCUUUUUUGCGUCCUGCCGGGAUGAGCGCAUG
Gme-1-4 .....................................................................GA.....GA...CAGCC...G..GGU.UGC..C...GAA..C.U.AUC...ACAAUAGAUAGGCGGCG...ACCCGGCUUUUUUGUUUUUCCCGGAUUGCCUUGAAAAUUU
Gsu-2-5 .....................................................................AA.....GA...CAGCC...G..GGU.UGC..C...GAA..C.U.AU....CACACCACGAUAGGGCGGCGGCCCGGCUUUUUUUGUGCCGUGGCCGCGCCGGCCGGUGAC
Gsp-2-5 .....................................................................CA.....GA...CAGCC...G..GGU.UGC..C...GAA..U.U.AU....CAGGACGGACAUGAUAUGCGGCCCCGGUUUUUUCGUGUCCGCGGCAUGCCUGUCGACGCA
Gur-1-9 .....................................................................GA.....GA...CAGCC...G..GGU.UAC..C...GAAA.U.A.U.....CCCACAGGAUACGA......GGCCCCGGUUUUUUUGCGUUCAGAUGCAAAAACCGGGAAC
Gsp-3-5 .....................................................................GA.....GA...CAGCC...G..GGU.UGC..C...GAAA.U.G.......UCACUUUUUCGGCCUCCCGGCUUUUUUUUGCCCGGAAUCGGCCUAAAAAGGUCGCGUAUC
Gbe-1-3 .....................................................................GA.....GA...CAGCC...G..GGU.CGC..C...GA...U.UC.U....ACGCGAUGGAACCCCCAUC.GUAGACCGGCGACCCGGCUUUUUUUUGUAUCGGGGAUCAA
Gsp-3-6 .....................................................................GA.....GA...CAGUC...G..GGU.CGC..C...GAAA.U.A.UC....UCACGAUGUUUUUG......CCCCGGCUUUUUUGUAUCCGGAAACAGCAGCAGAAGGCCG
Ppr-1-10 .....................................................................GA..A..GA...CAGCC...G..GGU.CGC..C...GAAA...U..A....CCUGUUGCAGGGAGUC....GGCCCCGGCUUGUUUUUUGGAGGGGGUAUCGCUCCAUCCG
Gsp-3-7 .....................................................................GA.....GA...CAGCC...G..GGU.UGC..C...GAAA.UA........UCAAGCAGGUUGGAUAUGACGCAGCGCGGUUUUUUUGUCCCCGAGGUCCACGGCGCCAAG
Gsp-2-6 .....................................................................GA.....GA...CAGCC...G..GGU.CGC..C...GAAA.U.G..C....CAAGUACUGGUGCUGCGGUCCCGGCUUUUUUCUUAUCCCCCAUUCCCCUUUCCCAAGAAA
Gsp-1-5 ......................................................................A.....GA...CAGCC...G..GGU.UGC..C...GAAA.UAU.......CACAAGAUAUUAGGUCCCGGCUUUUUUGUGGUCUAAACAUUGUUGAAAGGUGCCUCAUUU
Gsp-1-6 .....................................................................GA.....GA...UAGCC...G..GGU.CGC..C...GAAA.UAU.......CACACCGAUAUUAUGGCGAACCGGCUUUUCUUUUGCCUUCGGAACUGGUGCCGGUUAUCG
Gsu-2-6 .....................................................................GA.....GA...CAGCC...G..GGA.UGC..C...GAAA.U.........GUCGAUACGAUGUUUCCGUCCCGUUUUUUUGUGCCUGCGUGCUGCCGGUCGGGACGGCAA
Gme-1-5 .....................................................................CA.....GA...CAGCC...G..GGU.UGC..C...GAAA.U.A........UCACUCGAUGAUAGCG...GUCCCGGCUUUUUUGUGCGCAAAAAUCCGGGCAACAACCA
Gbe-1-4 .....................................................................GA.....GA...CAGCC...G..GGU.CGC..C...GAAUC....U.....AACAGAUGGUUUUUUUACAUCAUAGAGAAGCGACCCGGUUUUUUUGUGUCAGGGAAUAAA
Gsu-2-7 .....................................................................GA.....GA...CAGCC...G..GGU.UGC..C...GAAA...U.......AUCACCACCGUGAUAGUCGGCCCCGGCUUUUCUUUUGCCCGGGUCCGAUGCCGGAGCGAG
Gsu-2-8 .....................................................................GA.....GA...CAGCC...G..GGA.UGC..C...GAAU.U.A.UC....CGAAGGAUAAGUGGCCCCGGCUUUUCUGCGCCCGCUGGACGGCGGGAAGCGGCAGACGCG
Gur-1-10 .....................................................................GA..A..GA...CAGCC...G..GGU.CGC..C...GAAA.U.A.UC....UCUCCUGAUAUUCG......GUCCCGGCUUUUUUCGUUUGUUGACACGCUAAACAGAGAA
Ppr-1-11 .....................................................................GA..A..GA...CAGCC...G..GGU.UGC..C...GAAU.U.A.U......CUCAGGAUAGGCAA.....CCCGGCUUUUAUUUUUCCUUUUACAGACCAACCGCGAACA
Gme-1-6 .....................................................................GA.....GA...CAGCC...G..GGU.CGC..C...AAAUAU.C.U.....CAACAGGAUAUGCCGG....CCCCGGCUUUUUUCAUGACCGAAAGGGGCGUAACAUGAAA
Gur-1-11 .....................................................................GA.....GA...CAGCCG.....GGU.UGC..C...GAAA.U.G..C....CAGAUUGGUUUCGGCC....CCGGCUAUUUUUGUUUUGGCGAUUCGAAUCACAUAAAACC
Gsp-2-7 .....................................................................GA.....GA...CAGCC...G..GGU.CGC..C...GAAA.UGC.......CUGCACCAGGUCGGCACCCGGCUUUUUUGCGUCCAAAAUCCGGGCUCCCGCCUCUCGUGG
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Gur-1-12 ........................................................................AA..GA...CAGCC...G..GGU.CGC..C...GAAA.U.A.......UCUAGAUGGAUAUUC.....GGAGACCCGGCUUUUUUGCGUUCGAAAAAACUUGUAAAGU
Gsp-1-7 .....................................................................GA.....GA...CAGCC...G..GGA.CGC..C...GAAA.U.A.......UCUCUCUGGAUAUUGAA...GCCCCGGCUUUUUUUAUGCCAUGGGCCAACAUGAAUCAAG
Gbe-1-5 .....................................................................GA.....GA...CAGCC...G..GGU.UGC..C...GAAA.U.........AUCUCUGACCAGAUAG....CCGGCAACCCGUUUUUUUUAGCCCAAAGACUACCUUGAAA
Gsu-2-9 .....................................................................GA.....GA...CAGCC...G..GGA.UGC..C...GAAA.U.G.UC....AGCACGACGACGUUCGGCCCCGGCUUGCUCUUUAUCCGGUGCCGGAAGGAGACGAGCCAU
Gur-1-13 .....................................................................GA.....GA...CAGCC...G..GGU.UGC..C...GAAA.U.A.U.....CUCUAAAAAAGAUAU.....CCGGUCCCGGCUUUUUUUUAUUUAACCAACCGGGCGGAAA
Gsp-1-8 .....................................................................GA.....GA...CAGCC...G..GGU.UGC..C...GAAA.UAU.......CAAUUAUAGAUAUCCGGUCCCGGCUGUUUCUAUUUUCAGGUCCGGCAAAUUGAAAGGAGA
Gsp-2-8 .....................................................................GA.....GA...CAGCC...G..GGU.UGC..C...GAAA.U.A.U.....UAAUUUAGGCGACCCGGUUUUUUUGUCAUCCAGCUGCACCGGGUACUGGAGGUAACAUGC
Gur-1-14 .....................................................................GA.....GA...CAGCCG.....GGU.CGC..C...GAAA.U.A..C....CAACCAGGUAUAAAUG....GCCCGGCAGACUUUAUUAUUCAUGAUGAAGCGCACGCCGG
Gur-1-15 .....................................................................GA.....GA...CAGCCA.....GGU.CGC..C...GAAA.UGC.U.....UAGAUGGCCCGGCCUUCUUUUUUUAUUCAUAAAAUAUCGCAAGCCGGGUUGUUGAGAAAA
Ppr-1-12 .....................................................................GA.....GA...CAGCC...G..GGU.CGC..C...GAAA.U.........AUCCAACUCAGAUAUUC...GGCCCCGGCUUUUUUAUUGCCUGCGACACAAUGUCGCGGC
Gbe-1-6 .....................................................................GA.....GA...CAGCC...G..GGU.CGC..C...GAAA.U....A....UCAACUACGAUAUUCCU...GCCCCGGCUUUUUUGCGUCCAGGGGCAGGCAAAGGGGAAG
Gme-1-7 .....................................................................GA.....GA...CAGCC...G..GGU.CGC..C...GAAA.U.........AUCGCAUCGAUAUUCC....GACCCGGCUUUUUUUGUGCCGGACCGGACGAAAAAGCGGC
Gsu-2-10 .....................................................................GA.....GA...CAGCC...G..GGA.UGC..C...GAAC.U.A.UC....ACCACAAAUUCGGCAUCCCGUUUUUUUUUGCGUGGAUGUCCAGACGAAACGGGGAAAGGA
Gsu-2-11 .....................................................................GA.....GA...CAGCC...G..GGU.CGC..C...GAAU.U.A.UC....GAGAUCGAUAUUCAGGCGACCCGGCUUUUUUUGUGGCGACGAUUAAGGAGGAAACACCAU
Gsu-1-10 .....................................................................GA.....GA...CAGCC...G..GGU.CGC..C...GAAU.U.A.UC....GAGAUCGAUAUUCAGGCGACCCGGCUUUUUUUGUGGCGACGAUUAAGGAGGAAACACCAU
Gme-1-8 .....................................................................CA.....GA...CAGCC...G..GGU.UGC..C...GAAA.U.A.U.....CAUUUUAGAAUGAUG.....CGGCCCCGGCUUUUUUGCGUCCAGCCACCUUGGGUGCUAU
Gur-1-16 .....................................................................GA.....GA...CAGCC...G..GGU.UGC..C...GAAA.U.A.UC....ACACGAUAUUCGGU......CCCGGCUUUUUUGUUGUCAAAACAUAAAAGGAGGUCGAGU
Ppr-1-13 .....................................................................GA.....GA...CAGCC...G..GGU.UGC..C...GAAA.U.A.UC....ACUGGAUAUUCGGG......CCCGGCUUUUUUUGUUGUCAAGACACCAUGGGGUUCGAGG
Gme-1-9 .....................................................................GA.....GA...CAGCC...G..GGU.UGC..C...GAAA.U.G.U.....CACCACAUUUUCGACAGCC.CGGUUUUUUUGUGCUAUGGCACUGAAAAAUCGGGGAAAGG
Gme-1-10 .....................................................................GA.....GA...CAGCC...G..GGU.UGC..C...GAAA.U.A.UC....UGACCAAAGAUAUA......GGCCCCGGCUUUUUUUUGUCCAUUUUGGGGGCCGCACAAA
Gsp-3-8 .....................................................................GA.....GA...CAGCC...G..GGU.UGC..C...GAAA.UAU.......CCUAGAUAUUCUGCACCCGGCUUUUUUGCGUUCUCGACUCAGCAAUCGGUUGUGAGUGCA
Gur-1-17 .....................................................................CA.....GA...CAGCC...G..GGU.UGC..C...GAAA.U.A.U.....CACAAUAUUUCCGG......CGCCCGGUUUUUUUUAUUUUGUUAACUAAAAAUAUAAAAG
Gbe-1-7 .....................................................................GA.....GA...CAGCC...G..GGU.UGC..C...GAAA.U.A.U.....CACAGAUAUUCGGU......CCCGGCUUUUUUUGUGUCCAUUGAUCAAGUGGGGGGCAAG
Gsp-3-9 .....................................................................GA.....GA...CAGCC...G..GGU.UGC..C...GAAA.U.A.U.....CACAGAUAUUCGGU......CCCGGCUUUUUUUGUGUCCAAUUAUCAGGGGGGGCAAGCG
Gbe-1-8 .....................................................................GA.....GA...CAGCC...G..GGU.UGC..C...GAAA.U.A.UC..C.UUAGAUAUUCUG........CGCCCGGCUUUUUUGCGUUCUGGAUCAGCAGGCUGUUGUG
Gur-1-18 .....................................................................GA.....GA...CAGCC...G..GGU.UGC..C...GAAA.U.A.UCA...AUCGUAUUUCUG........CCCCGGUUUUUUUGUGUCCGCAACACCGGGCAGAGGUGGG
Gbe-1-9 .....................................................................GA.....GA...CAGCC...G..GGU.CGC..C...GAAA.U...A.....UCUCAAGAUAUUCUGG....CCCCGGCUUUUUUUGUGCCCGUUUGAGAAUGAGUGAAUAA
Gsp-2-9 .....................................................................GA.....GA...CAGCC...G..GGU.CGC..C...GAAA.U.A.UC....UCAAGAUAUUCUGGCCCCGGCUUUUUUUAUGCCUGCGCCAUGAGAACUCAGGGAUGUUAA
Gme-1-11 .....................................................................GA.....GA...CAGCC...G..GGU.UGC..C...GAAA.U.A.UU....UUUUCGGCGACCCGG.....CUUUUUCGUUUUCUGGAACCACGCAGGAGGUACAAAUCAU
Gur-1-19 .....................................................................CA.....GA...CAGCCG.....GGU.UGC..C...GAAA.UA........UCAGACGAUAUUCGG.....CAACCCGGCUUUUUUUUGUGGAAAAUCGGCAGAAGGGAGG
Gme-1-12 .....................................................................GA.....GA...CAGCC...G..GGU.UGC..C...GAAA.U.A.UC....AAUUGAUAUAUAUG......GCAACCCGGCUGUUUUAUUACCAUCAGGGAGGUAGAAGUA
Gme-1-13 .....................................................................GA.....GA...CAGCC...G..GGU.UGC..C...GAAA...U..A....UCACCAGAUAUUCGCA....ACCCGGCUUUUUUGUUGACUGCAGCCUCAAAAGAGCCGGG
Gur-1-20 .....................................................................GA.....GA...CAGCC...G..GGU.UGC..C...GAAA.U.........AUCCCUCAGAUAUUCG....GCCCCGGCUUUUUUUAUUGCAAAAAUCACAGGGAGGUCAU
Gme-1-14 .....................................................................GA.....GA...CAGCC...G..GGU.UGC..C...GAAA.U....A....UCACGCGAUAUUUGGU....CCCGGCUUUUUUGUGUCUUGACGCGGAACUUACCCAUUCU
Gme-1-15 .....................................................................GA.....GA...CAGCC...G..GGU.UGC..C...GAAA.U.A.U.....CUCACAGAUAUGCG......GCCCCGGCUUUUUUGUGUCCAAAAUCCUGGGUCGGAACCA
Gsp-3-10 .....................................................................GA.....GA...CAGCC...G..GGU.UGC..C...GAAA.U.A.U.....CAACGCGAUAUUCAGCCCCGGCUUUUUUGCGUCUGCAUUAUAAUCAAUAACGUGGACCUG
Gbe-1-10 .....................................................................GA.....GA...CAGCC...G..GGU.UGC..C...GAAA.U.A.U.....CAACGCGAUAUUCAGCCCCGGCUUUUUUGCGUCUGCAUUAUAAUCAAUAACGUGGAUCUG
Gsu-2-12 .....................................................................GA.....GA...CAGCC...G..GGU.CGC..C...GAAA.U.A.U.....CUGAACGAUAUCAGGCCCCGGCUUUUUUGUGCCCGGGCUGCCGGAUCGUUCUGAUCCGGU
Gsp-3-11 .....................................................................GA.....GA...CAGCC...G..GGU.CGC..C...GAAA.UAU.......CGAUCGAUAUUUUUGGCCCCGGCUUUUUUGUUGCCUAAGUCCCGAAAAAGGACCCCGGGC
Gbe-1-11 .....................................................................GA.....GA...CAGCC...G..GGU.CGC..C...GAAA.UAU.......CGAUCGAUAUUUUUGGCCCCGGCUUUUUUGUUGCCGCAAUCCCGGAUAACGCCCGGCGCG
Gsp-2-10 .....................................................................GA.....GA...CAGCC...G..GGU.CGC..C...GAAA.UAU.......CACUUUUGAUAUUGAGGUCCCGGCUUUUUUAUUGCCCGAAAUCUUGACACGGACUGCAGC
Gsp-3-12 .....................................................................GA.....GA...CAGCC...G..GGU.CGC..C...GAAA.U.A.U.....CAAAUCGAUAUUGAGGUCCCGGUUUUUUUGUGUCUUGAAUUCUUUGUCAGGCAAGUUUCA
Gsp-2-11 .....................................................................GA.....GA...CAGCC...G..GGU.CGC..C...GAAA.U.A.U.....CUUAACGAUGUUCGGGGCCCGGCUUUUUUUGUACCUGAACAUCCAUGCCAGCGAUCGAUG
Gsp-2-12 .....................................................................GA.....GA...CAGCC...G..GGU.CGC..C...GAAA.UAU.......CUAAUUGAUAUUGUGGCCCCGGCUUUUUUGCGUUCAAGGUCAGAAUAGUAACCACUCCUG
Gsp-1-9 .....................................................................GA.....GA...CAGCC...G..GGU.UGC..C...GAAA.UG........UCAUCGAUAUUUCUGCCCCGGCUUUUCUUUUUCCGAAAGGCCGGGAACAAGGGGAAAUUC
Gsp-3-13 .....................................................................GA.....GA...CAGCC...G..GGU.UGC..C...GAAA.UAU.......CUCUGACCAGAUAGCCGGCAACCCGUUUUUUUUGCCCGAAGAAAACACCUUCAAACAGGC
Gsp-2-13 .....................................................................GA.....GA...CAGCC...G..GGU.UGC..C...GAAA.UAU.......CUCAACGAAGAUACCGGCAACCCGUUUUUUUUGCCCGCUUCUAAUGAUUUCCCCCCAAGG
Gsu-2-13 .....................................................................GA.....GA...CAGCC...G..GGU.UGC..C...GAAC.UAU.......CACAGAAUAUUCGGCCCCGGCUUGUUUAUUUUCAUGAGACAGAAAGGUACCCGUGUAACC
Gsp-1-10 .....................................................................CA.....GA...CAGCC...G..GGU.UGC..C...GAAA.U.A.UC....AUGAAUAGGCGAUCCGGUUUUUUUGCGUCAAAAGUAGUCAAAUGACAUAAUUAUAUAUAA
Gsp-3-14 .....................................................................GA.....GA...CAGCC...G..GGU.CGC..C...GAAAA..........UAUCUUUUCCGAUAUUAAAGGUGGCCCGGCUUUUUUUGUUCCAUGCCUCAGGCCACAGGG
Gbe-1-12 .....................................................................GA.....GA...CAGCC...G..GGU.CGC..C...GAAAA..........UAUCUUUUUCGAUAUUAAAGGUGGCCCGGCCUUUUUUUGUUCCAUGCCUCAGGCCACAGG
Glo-1-3 .....................................................................GA.....GA...CAGCC...G..GGC.UAC..C...GAAA.U....AUCGAUUUAUCGAUAGGCAGG....UACCCGGCUUUUUUGCGUCUUGUGCCGCAGAGAAACGGGG
Gur-1-21 .....................................................................GC.............CC......GGU.UGC..C...GAAA.U.A.U.....CCCACGUAUACAACCU....CCACAUUUUUUGUGCACAAAAUCUGCUGUGCGCACCCACG
Gur-1-22 .....................................................................AA.....GA...UGGCC...G..AGC.UGC..C...GAGG.G...A.....CGGGUCCUUCAGGUGGGCU.CGGCCUUUUUAUUUGAUGCACAAACUUGGAAUGGUUCAAG
Gur-1-23 .....................................................................AA.....GA...CGGCC...G..GAC.UGC..C...GAAG.G.A..G....AACCUUCGGUAUGUGCG...GCCGUUUGCGUUUCCGGGGUGCGUGGAUCGUCCCGAUGCC
Dre-1-1 .....................................................................GA.....GA...CAGCC...G..GGU.UGC..C...GGAU.G.........GGAUCUUUCGGGACCCAGGAAGCGUUUUUCUCAAAACCCGUUUCCUGGCCUAUUCGCCUC
Dre-1-2 .....................................................................GA.....GA...CAGCC...G..GGU.UGC..C...GGAU.G.........GGUCCUUGCAGGUCGCCAGGAAGCACUUUUUCCAAAAUGCUUCGCAGGCGGUUCGUUUCA
Gur-1-24 .....................................................................AA.....GA...UGGCC...G..GGC.UGC..C...GAAG.G.U.......UGUUCCUUUGGUUUGCUCGGCCUUUGUUUUUUUAAACGAGAAUACGGCAAGCCAAGACUC
Pca-1-7 .....................................................................AA.....GA...UGGCC...G..AGC.UGC..C...GAAG.G.A.U.....AAUUCAUUUCGGUAUGCUCGGUCUUUUUGUUUGCUUUAUAAAACCAGGUCAUUUGUGGAU
Dae-1-2 .....................................................................AA.....GA...CAGCC...G..GGU.UGC..C...AGAG.C.........AUCACCCGCCGGCGGGCCGCUUCUAUGCGGCUUCCCGGUGUCCAGGCGAUUUCCCCGGCG
Dac-2-1 .....................................................................GA.....GA...UGGCC...G..GGU.UGC..CA..GAAG.G.C.......AGCCCGGCCUUUUUAAUCUGUUGAACGGAUAAUCACGGGAAGGGUGAAGAAUAUGCGGAA
Dac-2-2 .....................................................................GA.....GA...CGGCC...G..GGU.UGC..C...AC...CAG.AC....AGCCCGGUUUUUUUUGUCCAUUGAAUGAACACAUUUUUUGAGGAGAGAACUUAUGAAAAA
Dac-2-3 .....................................................................GA.....GA...CGGCC...G..GGU.UGC..C...AC...CAG.GC....AGCCCGGUUUUUUUGUUUAUCCAUUGCAUAAACGAAUUGCCUGAAAUAAUGGUACAUGAA
Dac-2-4 .....................................................................GA.....GA...CAGCCU..UGUAGC.UGC..C...A....G.G.......CAUCCCGGUUUUUUUUAUGCCUUCAUCUCAACCUUGAGCCAACUGAGAUUUCUAAUAUGG
Dol-1-1 .....................................................................AA.....GA...CAGCC...G..GGC.UGC..C...A....U.G.AAG...AUAAGGUAUUUCAAGCCGGGCUGUCUCUGAAACCAGGACAGUCCGGCUUUUUAUUUUAGC
Gur-1-25 .....................................................................UG.....GG...CAGCC...G..GGU.UGC..C...UG...G.G.GGG...AUCGGCAGCACACGUUAAUUCAAAGCAAGAAAUUAACAAUCACCCAAGGAAGCAUUAUUA
Gme-1-16 CGUCAGAAGGCGAAUCCGG..................................................CCGAUG.GA...UGGCC...G..GGU.UGC..C...U....G.G.GG....CGGUAAUGGAACUGACAG..GACGUCGAAGCAGCACCAACACGCAGGACACACCCAAACA
env-1 .....................................................................AG.....GA...UCGCC...G..GGU.UCC..C...GA...A.G.AGG...CUGGUUCCCGUCCUUUGUCAAUGAAGGACUACAGAGGUGCUCUUCUUCGCGUAAAGGAGG
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alignment positions 540 · · · 719

Dpo-1-1 UGUUCCGUUUUUCAUUCUAUUCAUCGGAGUUUUCAUUUUGACUUCCAUUGCUUUUUGUACAGAUCAGCAUUGUGAUGGUUGUGAUAUGAGUACGGAACAUCUUAUUUCAGAAAUUUAUGUAGCAACUUUUGGAAGGGCACCCGCGAAUGCUGGUUUGAACUACUGGGCUGAAUCAGUUGA
Mfu-1-1 UCGGAAUCCCCGGGAGGUCCUCUCCGAUGCUGCGGACACUGGCCCUGAGUUGCUGCCUGAUUUCCCCGCUCGCCUUCGCCUCCACUCCGGAGCUCCGCACCCUGACAGGCACCCUGCAGGUGGUGGCCGGGGGGCCGGGGGACCAGACGGACCCGCACGUCAGCGGGCCGCUGGUGGCCU
Bba-1-1 UGGUUUCAUUCCCCUUAGCUAGCGAGUUAUCACUGACGAUUCCUCGCUAGCACUUUUUUUGGCGAACGAAUUUCUUAAGACAAAAUCCCUGAAAAAUUACUUCUUCAAAGGAACAAGCCAGUUCAAGGUAUCGGCUUGAGCGCCACGCUGGAUCGCCGUUAUCUCGUUGUACAACUGUGU
Dde-1-1 GAUAUCCUCGCAGGCUGCCGAACAGUACCGCAAGACCGACUCCCUGGCCGAGCGCCGGGUGGAGCGCAAGACGGUGCAGCCCCAGGCACGGACGACGACCACGUCGUUCGGCUUCCGCCUGGGCAAGUUCGGCGUGGACUACCGCGAGGAGACCACGGUCCUCGACCCCUCCCUGUCCCG
Gsp-1-1 AAUAUGCCGCGGGUGUAAUCCAUAUGCUGACAGUUUGACAGAAGGAGCAUCAAUGGCUGGUAGAGGCAGUGGAUUUGUUGAUCAGACAUCACAUCAGUCUCUUCCCUCGGCGCUGGCAAAUCUGCAGGAAAUUCUGCAGCUCGGCAGAGGCAGGCAGUUGGUCAUCUUCCUCGAUUAUGA
Dal-1-1 CAUGCGGAUAGCCGGGUUACCAUUAGCAUCACUGCUGAAGGAGACAUCAUGAGAAAACAUGUGUUCUGCGCUGUCCUUUUGGUCAGCGCGCUGCUCGCCAUUCCGGCUAUGGCGGAAAAAAUUGAACUUACCGACAUGGAACUGGCGGAGAUAUCCGCGCAGGGAUGGGGACCUGGGGUA

....................................................................................................................................................................................
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Dth-1-1 CUUCAUGCGUUAUCAUUAAGCCUGAAUAAUAGGCAGUGAGAUAUACCCCCCCCCCAUUGAUUGCCUCCUCUAUCUGAAGAAAAUUGGGGAACAAGCGACAAAAAAGCAUUUCUUAUUGUUUUAUUACUUAUAGAUUUUGAAACCGGCACUUUGCAAGUAUCUUUGGUAACCAGGCUUGUC
Pca-1-1 CGGUUUGCAAGGUGGAUUUUUUUAUUUCAAUCGACAUAUGCAUUCUGAGGAUUCGAGCCCCAAAGAUAUUGCUACACCAUCGCAUUUAUCCUGGAGGAGAAAACAGUGGAAGCCAUGCCUAACAGCCAAAGCACAGCCAAACAGAUGUCGCAAGCUUCGAUCAACAGUGGCCUUGAAACC
Gsp-2-1 UCUCCAUUUUGAUGAAGACGGGUAUUUCUUUAUCGAGAGAAGGCAUCGGCACAAAUACACGUAUAAGCAGGAUUUCUAGCGAAAGAAGAGGAAAAACCGUCCCGUCAACCAGAAGCAGCAAACGCAAAACAAGGAGAGAACAAUGAGAAGAAACAGCAGGAUCGUCGCGGGCACCGUCGC
Daf-1-1 CAUGAGCAUUCUGAGACUUACGCAGUGCAUCCCUGGCCUCACGCUCCGCAGGCUGGCCGCCGUCUGUGCCGUGAUGCUCGUCAUGCUGACCGCCGCCACCGGCGCCCAGGCCGCGCAGAUCACCUUGCGCUGGAACGCAAGCCCAGAGCAGGACGUUGCCGGCUACACCGUGCACUUCGG
Dpo-1-2 AUCAAUACUUCGGACAGUUUUUGAACGGUCGAAAGGCACUGUUAUCAAGGUUUUGAUGGACUCCAAAUAAUUAUUUAAACUCAACGUGUAGGCUGAGUUUCAAAUAAAUAGCUGUAUAGCGGGAAUUUCUCGAUUCAAUGGGCUAAAAACUGCCCGAACUAUUGAUUAAUGAAGUUUUUU
Ppr-1-1 CAUUCACAAUUCGCGACCAUUACUGUCAACCCUGAACAAAAUACUGCAUGCCCUGACCGCAUCGGUGACGUACUGAUGCCGCUGCCAGGUCAUGUCAUCCGGUGAGCACAAGGAGGAUCCAUGGCGGGAAAGAUCAAAGAAAUGAUUGAUUUUGUUCUCAAGCAGAGGGCUGGUGGCAAC
Gur-1-1 AGGAGCUGUUAACCGAUUAUCGACAUUUAACCCAACAAAAGGAGAAUGGCAUGAAAUCAAACAAAAUCUCACUAACAGUCUAUCUGAUCCUGGCGGUAGUCGUAUUUGCUUUCAACGGUUGUGGCGGUGGUGGCGGAGGCGGUGCUCCUACGGUUUCGGGUGUUACAGCGUCAGGAUCAC
Glo-1-1 AUAUGGAAAUGGGCGUUUUUUGUAUGUAUGGGGAGUUUUCUAAUAGGAGUGUAUGCUGACUUGGUGAGCUUGAAUAUACGGGCGACUUUUUCAAGCCUCACUUCGCCCCACUAAAGACAGUUCAUAUUAAUCUUGUUCAACAGGAGUCAACCAUGCCCAGAGUCAGUAUACCCUUAGCAA
Ppr-1-2 UGGAAUUUUUCGUUUCAGCUUGGAAACGGCUUUUAGUGCAGAAAAGGAGGACACACUAUGUCCGAAACCCAUAAACUCCCCGAGGAUGCGCAACCUGUUGAAACAAUUGUGGAGAAAACCCUCUCCAACGGCAUGCUGGUUGAGGUCAAGCUUGUCAAGCGACUGCACUGGUAUGAGGCC
Ppr-1-3 GCGGGCUUUUUGUUUUUUGGGGCUUCCUUUGUCACGCAUCCGGCUGUUCGUGCGCCAUGGGGGCUCAGGUCAGCAGCCAUCAUAGACCGAAUACCGAAUACCGGGGAGGAUCGCCAUGAAGUCCCUAGGCAUGCCCAUACAGGUGCUCCGCAGGGAGCUGAGGGCUUCCCAUAAGGAUCG
Pca-1-2 UUCAGUUUUUCAGGAUAGAUAAUAAGGAAUCGGAAAAGGAGACAACUGUGAGUUUGGGUCAACGGGUUCUAUUACUAUGCAUAGCUCUCUCUUUCUCGAUCACCUGCGCAUCAAUGGCCGAAGGGCCUAGCUUCGAUUGUGAGAAGGCUGGAACGAAGAUCGAGAAGAUGAUUUGCGCGG
dpr-1-1 UGAUUUUUAGUGAUUUUUUUUCGUUUCAUUGGAAUAAAUUCCGUGUUUUUCAGGAUUCACCGCCAUUGGCGCUUAACCGUGCGUAUCACGCAAUCUCUUUUUUCAAAAGUGACCACUAUACAGACGCUUUAGAUUACAAAUUAUAAAUGUUCUUUGCAGGCGCUGGAAUUCGACAAAGUA
Dma-1-1 UUAAAUGAUAUCGUUUUCAUAUUGUUGUGUAUGUUUGAUGAUCUUUGAUGGACAAUCCUAAGUCAUAAUCAUGGUUCGAUAACGGAGGAGAGAUCAAUGCAGAAUGUUAUUCUAAGUGCAUUGGCUGCGUUAUCCCUAUUUUUUCCAGGGAUAGUCCUCGCAGAGGAGGCUAUUUUUGUU
Pca-1-3 UUAUAACGGCAGCGCCAUUUUUUUGUGCCCGCACAGGUACAAAAAAUUGAGAGACCCGGUUGAUUCGGUGUCUAAAAAAAAACAUUAAGAGGGAGCAUAUGAGAAGAAAAUCCUUACUAAAAAAUCUAUCUACCAUGGGAGGGCUGAUUUGUGUGCUGUUGCUUGUCAUGCAAAUGGCUA
Gsp-3-1 GACCAUAUUCAGGAUGUUGGCGACAAUAAUCCAGGAGGUCGGGCCUAUGAGGACAUGCUGUUACACUGCAAUGAAUGGCGAAGCGAAAGUACUGAAACUCGACUCUGCGAUCGACAUAGCUGUCGGGCACAGCUCCCGCCGUAGCGGGUGGUCUGCAACUCUCCUUUUCAAUCCGGCGAC
Gbe-1-1 GACCAUAUUCAGGAUGUUGGCGACAAUAAUCCAGGAGGUCGGGCCUAUGAGAACGUGCUGUUACACUGCAAUGAAUGGCGAAGCGAAAGUGCUGAAACUCGACUCUGCGAUCGACAUAGCUGUCGGGCACAGCUCCCGCCGAAGCGGGUGGUCUGCAACUCUCCUUUUCAAUCCGGCGAC
Gur-1-2 GUCGCCGAAACCGGCUCCGGCCAGGCGGGGUAAGGAAAAGGUGAAAGAUGAUAUGGUAGGGACCUGAUAUAAAGAUAAGUUAAGAAUCUUGUUGAAUCAGUCACAGCGGCUCGGGAGGGUAAGAUGGAAGCAUUAUUGCGGAAUAUGGUUCUGAUAAUGUUUGUGUGGCUGAUGCUGGCG
Gsp-1-2 CCGCGCUGCUGCCGGCGAAAUGUUACAUUUGAUGAAAAGGCGACAGUUUUCACCAUCUUCGGCCAGGACGUAAAAAUUGGCCAUAGCGGUACGGGAGGUAUCAUGGGCGCAGUAUCGAGAAAUCUGGUUCUGGUUUUAUUGGCAUGGCUGAUGCUCGUUGGAGUAUGUCUCGGCAAGCAG
Gsp-2-2 AGGAAUGAUGUUGCGCAGAUAUUCCCGGAUUAUCGCAGCUGUCGUUGUCUGUUUCUUCACCUGGACUUCCGGCGGGGUGUUCAGUGUCGCUCAUGCCGCGCAGGUAGCCGUCAAGCAGGAGAGGGCUAAAGGGCAGACACAAGGUAAGUCGGAGGGGGCGGAAGAGCGGUUUUCCAAACU
Ppr-1-4 GGUGGUUUGGGCGGUUGAGAUUUGAUGCGUUUGUACGCGAAGGAGAUGACAUGAACGGUGGGAGCGAGAAAAAGUCGUUGUUGUUGGAAGGUACUGCUUCUAGUGCAAAUUGGAAGGUCAAAUGGUUUCAUAUACUGUACCCGGAAUACCCCUCCAAAUGAGGUGGGCGGCAUGAUGGUA
Ppr-1-5 GCGGCUCAUUUCAGCAAGGAGACACCAUGCCAGAACAGAUAACCAUCAUCUGCCCCUGCUGCGCAUAUUCCAGGAUUGUUCCGCGACAGUCCAUCCCCGAAGGCGCCAGACAGGCCACCUGUCCCCGCUGCAAGCAGGCUUUCCCCCUUAAUGAUCGAACCAGGAUGGCACAGCCGGAGC
Ppr-1-6 CUUUUAUGCAUAGGUGGGAGGGUUAAUAGGGGAUAGUUCCCUGUUUAGUGAACACAAAAAAUCUGGGAAGUGUCCCACGUUUUUCCCGACACGGGACGAACUGGAGCUGCUCUACGCCUAUCGUUUAACCACCACCGUAAACCGGCGCGUAAUUACCUGCAUUGUUACCAUCAUCUCCGA
Ppr-1-7 UUUUUUGUGCUUGAAAUUGUUGAGGCGGGAUCACAGGGAGUUGGUCUUUCCGGUGGGCAGAAGAAGCGGAACAACGUGACGGUGCCGUUCACCUAUCUGGGGUCGGUGGAUAUGGUGAGUUUCGAGAGUGAACGGCCGAUCAAGAUGGUCUGGCAGCUCAGGUAUGCGAUGCCGGUAGAG
Dba-1-1 CGGGCGAUGGAUGUCAAAUACGUCAAUCCUUUCCUGAGCGGGGUGGUCGAGGUGCUGGGCACCAUGGCCGGCGUGGCCCUGGAGGCCGGCAAGCCCUACCUCAAGCAGCAGACCCUGGCCGAGGGCGACAUCAGCGGCGUCAUCGGCCUGAGCGGGGCCGCCGAGGGCUCCCUGGCGGUG
Dau-1-1 GAUAAAAAGAUUAAAAACCAACUUGCAGACAAUAGUGACCAUUGCCAUCGCAAUGGUAUUGGUUCUGGCCGGAUCCGGCCUUGUCCAGGCAGACAGUAAAAAGUUUGUACCCGGGGAGCUACUUAUCCAGGUAAAACAAGGUGUUACAAAAGGUGCUGUGGAUAAACUCCUCAACUCCUA
Gsp-2-3 UGAAGGCCGCCUCUUCCGGGGCGGCCUUCUUCGGUUCGCGUUAUUUCUUCUUCUCGAUCACGCCGCAGGCUAUCCGGGCGCCGGCGUUGCCCGCCGGGUCGGUCUUGUAGUCGUCGGGGUCGGCGUGGAUCACCAGCGCGGUGCCACCCUCCUUCAACAGCGACGCCGGCCCCUCCUUGA
Gsp-1-3 CAUCCGGUUGGCACCGGUUGCCCAUCAUCUCACAAUGUCAUUUCAGUCAAGAACCUGUUCAUACCCCGAGUGCCGCUGACAAAGGAACUGCCUACCUCGUAAUACCGCCAAAGCCGAUUAACCUCCCUGGUCAAGCCUAUGCGGGCGCUCAUGCCCAUAUGCGUCACAGACCUUAUUUCC
Pca-1-4 CCAUUGUCGGGAUGGACGUUUUUUUUUACGCAAUGGACAUAGACAGCGGUGGCGUAGCGGUUUGCCGAUGGGGCAUGGAGUAAAACUGCCGCGCAGGGUGGAUCUUAUAGAUGCAGGUUUUGGUUUAUACAAGCCUUUAAUUUAUAAGGUUUUUGUCGGCUCGUAGUGAAAACUGAGAAU
Dac-1-1 UUUCACCCGCCCUUUGCGACUUGCCCUAUCAACGAUACACACGUGUUACCUUUGACAGGAGCAGUGACCAUGCCUCUUCAUCCAUGUCGCGAAAAUCACAUCUGUCCGAUCGGAAAAGGCGCCUGUCCUGGCGUGUGCAUCUUUGCCGAUAUUUUUGAAGACAUCAAUCUGGGAAUAAUG
Gsu-2-1 ACACGAAGGAGGAACCAUGAAAGCGGCAGUACUGAGUCUCGUUAUCCUUUUCGCGGCAUCGGCAUCGGCCCUUGCCCAACCGUUGCAGGUGGUUCUUGCAACCACUGCAACGGCUCUUACCGGCACGGUCAUCAAACCGGCACCCACGGAAUUCUACGGCCUCGAAGUCGUGCUGCAGCU
Gsu-1-1 ACACGAAGGAGGAACCAUGAAAGCGGCAGUACUGAGUCUCGUUAUCCUUUUCGCGGCAUCGGCAUCGGCCCUUGCCCAACCGUUGCAGGUGGUUCUUGCAACCACUGCAACGGCUCUUACCGGCACGGUCAUCAAACCGGCACCCACGGAAUUCUACGGCCUCGAAGUCGUGCUGCAGCU
Pca-1-5 CCCGGAGGUGGAUUUUUUUAUUUGCUGACUGCCCGGUUCAAUCGAAACAAGGAUGGGAGAGCCAACGGACCUUUUUUAUUAUAAGAAGCAGGAUAUAUCGGCAAAGCCGGAGUAAUCCGGUGACGCAAAGCCACGGGUCCUCAUUGAGGAUAGCCGGGUUGCUGAAGACGCGAUGGUUCG
Gur-1-3 AAGAUAAGAGUGCUCCUUUUUUUAUUGAAUGUGCAGGUAAUUUUUUUGUUCAAAAGCGCAGGAGCGAGGUGUUCAUCGAUUUGAUCUAAGCUUCAAAACGUUCUCCGAACGGGCAAAACCAGAGUAAUCUGGUGACGCAAAGCCACGGGUCCUGACCUAAAGGAUAGCCGGGUUGCCGAA
Gsp-3-2 GAUGGGGGCGCUUGCUGUUUUUGCGUGCAAUUUCAUUGUCGAGGGCUGAAGUGCGAAUACUUAUCCAGUUAAAGCUAUCCCUAGCAAAUGUCGUUCGCCGGCUGGUUGCAGCUUCGUCCCGGGAGAUCGGGCUGACCACGCGUUCUCUGCGCGCCGUCAUGUUCAGCGCUCUCUUGCUCG
Gsp-3-3 AGAUGUGGGCGCUCUUUUUUUAUGCUGAUUGUCCGGGGGUGGGAUUAUCCGCUAUCCUGGACAGUUUUUGAAAAACCAUUUGUUCUCCGAACAGGCAAAGCCAGAGUGAUCUGGUGACGCAAAGCCACGGGUCCUGCACUUACAGGACAGCCGGGUUGCCGAAGAGAUGAGUUGGCAUCU
Gsp-2-4 GGCAGAUGUGAGCGCUCCUUUUUUUGUUGAACGUGCAGGUUUUUCUCGAAGCAGUUGAGUAGUUGCUCGAUCUGUCGAAAAUCGAAAAACGUUCUCCGAACGGGCAAAGCCAGAGUAAUCUGGUGACGCAAAGCCACGGGUCCUGAGACAAGGAUAGCCGGGUUGCCGAAGAGAUGAGCU
Gur-1-4 UGAGAGCGCUUAUUUAUUUUUGGAUGUCUGUGCAAUUCUUGUCGAGGGCUGAGUGCGAAUCGUUAUGAAAAUUUACUCACUUCGCUUCAAUAUCGUCAUUGCUCUUCUGCUCCUGGUGCUGGGUGCGGCCUCGCGUGCGCAGGCUGCGGGCGUUUUCUGCUCCCAGUUUGGCGGAGUCGU
Dac-1-2 GCACUUUUUGUUUUUGGGCGGUGAACUGCUUUUUCUGAGUGGGGGGUGUUUUCUCUGAGAAGGAAACCUGAUGCGGCUGAAAUUGUACCUUUUACAGGGCGAGUCGCGCGAUCCCAUCCAGUUCUAUAGGUGAGAAAACAUGGGGUGAGUAAAAGCAUGGCCGAUUAUAACGACGGAAAA
Ppr-1-8 ACAGGGACCAGAUGACAGGAAAGGGACAGGCUAUGAAAACCAAUCUGCUCUCGUUGAUUACCGCACUGGCGCUCUCCCUGGCGGCAUACAGCACAUGCUUCGCCUCCGGCAGCGUGACCCUACAGUGGGAUCCCAACAGCGACAGCGAUCUGGCCGGCUACCGGGUCUAUUACCGGAUGG
Gsu-2-2 UCUCGGUGUACGCCGGGAAAACGAGUAAACUAUUGAGUAGCAGGGAGGUAGUUAAACAUGAAAACCAAGAGGACUCUUCAGGCGUUAGUCCCGUCACUCCUCAUUCCACUUCUGGUUCCGCUCGGCGCUCUCGCUGCCCCGUCGAUUACAUCGGUGAGUAACUCAACGCUCUCCAAUGGC
Gsu-1-2 GACCGGUAUAUGCCGGUAAAACGAGUAAACUAAGAGUAGCAGGGAGGUAGUCAACAUGAAAACCAAGAGGACACUACAGGCGAUAGUUCCGUCGCUCCUCAUUCCACUUCUCGUCCCGCUGGGCGCUCUCGCCGCUCCGUCUAUCACUUCGAUGAGCAACUCAGCGCUUACCAAUGGCCA
Gsu-2-3 GACUCGAAAGGCGCGGGCAGGAAAAGGAGAAGCGGACGCCGAAAGAAGUACAAAGGAGCCCGUUUAUGAAAACCCGCACGCUAACAACUCUUAUUCUUGCCUGGCUGCUCAGUUUUACCAUGGUGGCAGCCAGCCAGGCCCGGGACGUGACCCUGCAGUGGGAUGCAAACACUGAAACGA
Gsu-1-3 GACUCGAAAGGCGCGGGCAGGAAAAGGAGAAGCGGACGCCGAAAGAAGUACAAAGGAGCCCGUUUAUGAAAACCCGCACGCUAACAACUCUUAUUCUUGCCUGGCUGCUCAGUUUUACCAUGGUGGCAGCCAGCCAGGCCCGGGACGUGACCCUGCAGUGGGAUGCAAACACUGAAACGA
Pca-1-6 ACAGGAAUGAUUGGGUGCUUUUUUAUUGAGGAUAAGCAAAAACACAACGCUUCAUAUUGGAUAAAACCAUCAAUCGGCACUAAACCAAGGUUUAUCUUAUGCCGUCAAAUACAAAAUCUUUUGCUUUCCGUCUCCGCCACCAUCGCGCAACCCUGCUGGUCCUUUCGCCGUUAUUUCUCU
Gme-1-1 UGGAGGUGGCGCAUGCGCUGCACGAAACGAGUUUGUGGAAAGAUCACCCUUCACCUUGGCACCCUCGGCAUCCUCUGCCUGGCAGCGGGAAUGGCCGGUGCCGCACCCCCUCCCCAGAAGUUCGUAACCGAUGAGCUCCUUGUCCAGUUCAAGGCUGGCGUCCACAAGGCCAAUGCCGAC
Gme-1-2 UGGAGGUGGCGCAUGCGCUGCACGAAACGAGUUUGUGGGAAGAUCACCCUUCACCUUGGCACCCUCGGUAUCCUCUGCCUGGCAGCGGGAAUGGCCGGUGCCGCCCCCCCUCCCCAGAAGUUCGUAACCGAUGAGCUCCUCGUCCAGUUCAAGGCUGGCGUCCACAAGGACAAUUCAGAC
Dal-2-1 GCCGGCGCAGCCCUGCUGCUGCUCCCGGCGGCGGCCGCCGCCACCGGCAUUAUCGGCCAGUGCGCCGACUGCCACACCAUGCACAACAGUGAGCAGGGCCAGCAAGUGGCGGUGCGCGGUUUGGGCGGCGAGGAAACCGGCGGCGGGGCGAUCAUGAACCUGCUGCGGAUGGACUGCAUC
Gsu-2-4 CAGCAGCACUUCUCAUGAGCGCCCCCGCGGCGUUCGCUUUCCACUCCGGCGGCGUUGCCGAGUGCGAAGGGUGCCACACGAUGCACAACUCGCUGGGCGGCGCAGUCAUGAACAGCGCCACUGCCCAGUUCACCACCGGCCCCAUGCUGCUCCAGGGCGCCACCCAGAGCUCGUCCUGUC
Gsu-1-4 CAGCAGCACUUCUCAUGAGCGCCCCCGCGGCGUUCGCUUUCCACUCCGGCGGCGUUGCCGAGUGCGAAGGGUGCCACACGAUGCACAACUCGCUGGGCGGCGCAGUCAUGAACAGCGCCACUGCUCAGUUCACCACCGGCCCCAUGCUGCUCCAGGGCGCCACCCAGAGCUCGUCCUGUC
Sfu-1-1 CACCCGCCAUCUCUCGCUCCGACCUCUCUGUUGUACAGGCGGUUACCCGACGUCCGGGAAGAAAGCUGGAUAGGGUUCGCGUCCGGAUGCGAAUUGUUGACAGGAGUGAAAGAUGAUUCGGGAACUCGAUGAAUUUGAAGUCAAAGCGCUCCACUACGAACUCCUUCUCAAAGACAUCAU
Dth-1-2 CCUGUAAAAUGAUUAUGAAGGGUGGAGAAUCAUUUCCAUAAUGGCAACCCGAAAUGAUAUCGAUUCCACAGAAAAACUCUUAAAUCUCAUCCGCAAGGGUCCUUCUCAGUCCGUUACAGAAGGUCAUGCUCCCAGACGGUCUGCAUCACCUCUCUGGACAAGCUUGAGAAACCGCGUCCU
Dal-1-2 GUAGUAUUAGGGUGCGUGCCGGCCAUGGCCCAAAUGGUGGAACUUGCUGAUUCCGAUUUGGAAUUGAUCACCGGUCAGGCUUCGGAUAUCGGCGUCCCCCAAACCUUUGAAAACGCGGACGCCAGCCAGAUACGGUACAAUUUCGAAUUGGGCGCCCUGGACAUGGACUCUGUCAUCCAA
Dsp-1-1 AAACAUGACCAGCGGCACGCGCCUCCCGGCAUCCACCGCACUGUCCCGCCCGCCGUCGCAACCCGACGACGCGGCAUCGCGCACUCACCCCGCGCGGCGCGCACCCCCGGUUCCGGCCGCGGCGUCCGCCACCGGGCCGGGCAACGUACGCCCGUGCGCAGGGGUCACACUCAUCGUGCG
Ppr-1-9 CGUACCGUGCGGUCACGAAAGGAGGUGACGGAACAGCGCAACAUCCAUGACAGUGGAGUGCAUUUGAUCAACAGCUCCCCUGGGGUGAUUUUUCAAAAAACAGCGGAGAGUGGAAUCGGUAACGAAUCAAUUGUCCGCGAUUCCACACCGUCCCAGGCCGCCAUAUCCACUAAGUUUCAU
Dfr-1-1 ACGCCUGAUCCAUUCCACCCCCAUUCCCUAUUUCGUCAUGGAUCGUCCCCGCUCGGGAGAGGGGCGCGGACUUUCCGCCUUUGCCGCUUACGGCCUGGCGCGCCUUUCACCUCGGCGGGAGAAAAGGCGAACCGGCCCUCAGGAGUGUUGCUCGAGAUGAAGGAGAAGUACGGUCAUGAG
Sfu-1-2 UGUGCCCUGAUGCCGUCCUCGCCAUUCGGUCAUUUUUCUCAUCGGAAUACAGCACCACGACCUUGCGGCGGUCUUUGCAUCCCGGGAUAAGGAUCAUAAAGGGAAGGUCAUCGGUUCCCGUCACGCUCUCAUGUAGGGUGAGCGGCGGGAGGAGAAUUAUUAUCCGUUUUUUUCUUUCAG
dpr-1-2 UGGGAGGUGCACCAUGAAAAGUCAAAGUCAAACAAUCCUGCAAUUCGCGCCAAUUCAACGGAUUGCUCUUUUUUCCCGGAUCAUUCUAAUAUUGAUCCUUACUCACUUCAUUCCACUUGCCCAUUCAGCCGAAGUGACUUUGACAUGGGAUCCCAAUACUGAAUCAGACUUGUCCGGGUA
Sfu-1-3 CUUCAUGUCAGCCCAUUCGGGGCUCCACUGAAACCGGCCGUGAGAAGUGACUCGUAGAAUCUCAACCGAUUCAUUUGAGAGAAGAUAUUGUGGGCAUCUGGACGGUCCGCGGCGCCGACGUCAAGCCGGGGGUGUAAGGUCUGGCAUUCAGGCCGGAGCUUUAUCCGCAGGGCUGUGCAA
Sfu-1-4 UGUGUGUUGGAGCGCGACUCCGCAGUGUUAUGAGAGCGUGGGUUGCUCCGCAAGUUCUUCGGAGCGCGACCCAAUUCCUGGGUACGUUUCGGGGGUCGUUGCUGGUCAAGCUGAAACGUUUUUCCAUGAUUGGCUAUUCAUUAUUCAUAGUGAAAACAACAGGAUUUGAGUUUAUGUGAA
Dal-2-2 AAAACUAAAAUCGCACGCUUUUUCCCCCUUCUUCUUCUCCUCUUGCUCCUGGCCGCCUGUAGUGGUGAUUCCGGCAGUAGUUCCGGUGGCAGCAGUUCCACCAGCACGGAAGGCAGUACCGUCGCCGAUUCUGAUGACGGCUCUACCGUAAGCACCGGCAGCAGCGCCCCCAGCAAGGAA
dpr-1-3 GAAUCCCGGCGGGACUUUAAACAUGGAAAUACAGGCGAAUAGAGAUGCUGAAAGACGUGAGUUUGCCCGUUUUAGAUGCAGGGAGGAUAAGGCGGCAUAUGUGGCCGUAAGGCCCACUUUCAAAAAAAUAUGCAAGGUCAGGGAUAUCAGCAUGAGUGGGUUGGGCGUCAAAUAUACGCU
dpr-1-4 CCUGACGAAUGCAGCGGGGGCUCAGGCAUACCCUUACGAUGCGCCCUCCACAUCACUCAUCGGGACUUUCGCGGAUUCCAUGCUUGAUGCCUCGCAAGCCGGGUAUGACGACACGAGCGCCUCCAAUACCGGCAGCUUCUCGACCAUCGAGGACUGGAUUUCGAUAUUGUUGGGCCGUAA
Dma-1-2 CUUCCGUCGUCGCCACCGUGGCCAUCAUCCAGGCCGUGGCCUACUCCAGCGUCAAGGACGGCUACGAAGCCGUCACCGCCCAGGCGGUCGAAAGCUAUCUUCAUGUCCUCAACCGCCAGAUCGAAUCCUACAAGGAAGUCUACGCGGACAUGGCCCGGACCCAGGCCUUGCGUCCCAACG
Dma-2-1 CUUCCGUCGUCGCUACCGUGGCCAUCAUCCAGGCCGUGGCCUAUGUCAGCGUCAAGGACGGCUACGAAGCCGUCACCGCCCAGGCGGUCAGGAGCUAUCUCAACGUCCUGGACAGUCAGAUUCUCGCUUACAAGGAAGUCUACGCCGACAUGGCCCGGACCCAGGCUGGCCGCCCCAAUG
Dsp-2-1 UGUCCGUGGUCGCAACCGUUGGCAUCGUCUUGUGCGUCGCCUUUUACUGUGUGCGCGACGGGUACGAGAAAAUCACCGCCAGGACCGUGCAGAGCUAUCUGAACGUCCUGGACCGGCAGAUCGAAACCUACAAGGAAGGCUAUCUGGACAUGGCCCGCACCCAGGCCUCCCGGCCCAACG
Sfu-1-5 AGACUGUGCGUUGCGAGGAUGUGCAGAGGCGGAUUCUGUCCGGCGCGGAGGGGAGCCGGGCCUGUACAUGUUUGCAUGGCGGAGCUUUUCAGGAAUGAUAUGACCGCGAUCCUAUCGUUUCACGCCUACCCUAGGUCGUGCGGUUCAACAGGCGAAAUCGUCCUUGGGCGAAUUCCCGCC
Sfu-1-6 GCUUUUGAUGCUGAUCCCACAAACUCCGGACGGAUUCAACAGGCAAUGAAUCCCAGCCGCAACGCGUCACGGACGCGACAAAAGGAGAAAGGACAUGCGAGUAUUCACAAAGUAUGUUUUCAUUGCUGCGGUUGUGCUGCUCAUGACAGCCCCAGCCCUGGCCGAUGUGCGGCUGACCGG
Dpo-1-3 GGGGAAUCAAGGAAAGCGAAAUAAAAAUAAACGAGGAAAACUCGGCCAGGGUGUAUUUAUUAUGCGGUUGAUCCAGAGGGCGUCAUUGGAAGAGAUCUGUUAAUUUCAGGGUGAUAAGGAGGAGCAGAAAUGAAGAUGUAUAAGCUUUUAUUGGUGGUCGUAGUAUCUUUUUUCGCAAUA
dpr-1-5 GACCGGUCGUUUCGGAUGUGGCGUCUGUGCUUUUAGGUGUUACGUGAAAAACGGGCUUUGGUAUCAAUGCCCUUUUUGGGGUAGGGCCGUGAGAAAUAGAGAUUUUUUUGUUAAACCAUUUAUAGGAAAAGGAGAAAAAAUUAUGAAAUGCUGUCGAAAAGGUUUUUUGGGUUGUCUGAU
Sfu-1-7 UUACAAGGAUGCGAACAAGGAAUCUGUUAGGUCUGAAACGGUGAGAACACCCAUAAUGCAAGGAGGUGGACAGAGAUGAAAAAGCAGAUUACAUGGGUUGCACUUUUUGCGGCAUGCGCUUUCAUUAUCGGCGCGGGGACCGCAAACGCUCAACUCCUUGAACUAUUUAUUCCAGACAUC
Dal-1-3 AUGAUGAAGAAGCAAGCAUUAAUUCUGGCGCUGGCCGCUCUUUUGCUGAUUCCCGGACUGGCGCUCGCCGGCGGAAGCAAAGACAUUUGCGACACCAAAUACCCGGUGGUUCUGGCCCAUGGCAUGGGCGCAUCGGCCGAGAUCCUGGGGAUCAUGGAUUAUUGGUGGGGCAUUGAAGAA
Dae-1-1 UGCUAUCGCACGUUGGUUUGCGAAGUCCUUUUCCGUGUGUAUUUCGAGGGGGUUAACGUGGGGAAUGGGAAAGGGAUACUUUCUCCGACUGUGGUCUCAGCAGUCGGGGGAUCAUUCAGUCGUCUUCAAAAAUCUGCCUAUUUUCUUGGAUUUAUUGUUCUGCUACUGACACCUGUUUUG
Gur-1-5 GAAACGUUCAACAGCAAGUUAUUAAAGGAGUUCGCACAUGAAAUUCAUUUUUCCCUGUGUCGCUUCGUUCAUGCUUACUGUCGUUAUCACGCCGCUGGUCAUCCGCUUUGCGAAGGCUUGCAAGUGCCUGGAUGUACCGGGCGGGCGGCGGGCGCACAAAAAGGUAACCCCACGAUGGGG
Dpo-1-4 AAGUUGAGUUAAAAAAAUUACUAUCGUUAGAAUUUACUUAGGGAGGAAGCUUAUGAAAAAGUUUAAUUUAUUUUUGAUUGUUUUCUUAGUGUUAUUGGGACUAAACGCCUAUGCAUCACCACUUAUGGUCGAAGACGGAACUAAUACGAUAAUAGGCCCAAGCAAGAAGAAUUACACUGU
Dsp-1-2 CGGGCGUUUUCGUUCUCGUGGUCGACCGCAAUCCCAUGUCCGCCUUCAUGUGCGAGUGGGAACUGCGCAAGCGUGGCGCGGAAGCCUUCGUGGUGCGCAAGGUGGAAGACGCCCUGCCCGCGCUGGAGACGCACUGCUUCGACUUUGCGUUGGUGGACGCGGCCUCCAUGGAGCACGACG
Dvu-1-1 CGGGUAUUUUUGUUCUUGUGGUGGACUGCAAUCCCAUGUCCGCAUUCAUGUGCGAGUGGGAACUGCGCAAGCGCGGUGCGGAAGCCUUCGUGGUGCGCAGGGUGGAAGACGCCCUGCCCGCGUUGGAUACGCACCGUUUCGAUUUCGCGCUGGUCGAUGCGGGCACCAUGGAGAACGCUG
Dde-1-2 AUGGGCAACAUCCCUUCCGCCGGCAACGGCGCACAUAACGGCAAGCACGACGGAAAAGGCGACGGCCGGGGCAUGGUCAAGGUCUCGCCCUUCAUGGUCAUCCCCUCCCGCGUGGGCGGCUUUUCCCUGUACCUGAAGCAGGGGGACCGGCUGGUCCUGUAUGCGGAAAAGGGCGAACUG
Glo-1-2 AAAGGAGGAAAAGAGGAGUCUUGCUUCAGCACAUAUGAAGCACCACAAUCUGGCCUGGUUUUGACAACGAUCCUCCUGCACUGUGCAGUCAAAUACCGCCGAAAGCGAACCUGAACAACAAGGUAUUCGAUCUACGCGGAAGCACCGCAAAGGAGCACAUGUAUGAAGAAUCUGUCCGGC
Gur-1-6 UCACUCAAAGGAGGUACACAAGCAGAUGGAAUCGGCAGGAUUGCAUUGAUAUCCGGUCUCGUGAAUUCACUUGGAGGGCAAACAGGCAGCAUAAACUGAUCACCAAGAUCACGAGCAAAGUAACAUCAGGAAGUACAUAGCAGCAACAAAGUUUCAAAGAUGACAAAACCAAAAAACAAG
Gsp-1-4 UUAAAGAGUUCUGGCCGCUGGAAUAACAAAUGGAGGUGUUGCACCAUGUCGAUUCGUCAUCGCUUGCUUCUGCUCUUCUCCCUGUUCAUGGUUUUUUCGUUUCUGGUUGUAGUGUCCAACAGUGAAGCUGCCCGCAUCAAGGAGAAAAAAGUAGCAGCCGCCAGCAAGAAAAAAGCUGUU
Gur-1-7 AAAAAGUAACUCGUGAACAAGGUUCGGAUCACCCCAUGACGGGCAGUGGGAUUGAGCCGGAAGGACAACAAAAAUUGCUGUGCCGUCUGGCGCAGCAAGGAGCAAAGGAGAAACAAUGAGAGAACAGAUUAAAAGAACGUUCGCCGGCAUCACCGUACUCUGUCUUGUUGCCGUCGGUCU
Gur-1-8 GUCAAAGAAAGGAGAAGCGUAUGCGAAGCAUUCUUGUAAGCAUGGUAGUUGCGGCAGUCGCGGCAGCAGGCCCUGCCCAGGCAGCAAACGUCGGUUUCAACGUCGGGAUCAACAUCGGCAAUCUGCCGCGGGUGUAUGCAUCUGCACCCACAGUCUAUGUCCCCGUCUCGGCACCCGUUU
Gme-1-3 CAAAAUAUCGGCAAGGAGUGGACGGAAAUUGUCAGUCAUUUGCUUCAAUUCAUGGAGUUUCGUUGCCAGAACGAUCGAAAUGUUUACGGUAUCAAUCUUGCUUAAUUCGUUUCAACUUCAUUUAAUAUUAACUAAUUCCUUGACAUUGAUUUCAAUUUCAGUACAUUUCGCCGUAAACUA
Gsp-3-4 ACGCUCCUGAAAGCGCUUACGGCUUUGGGAGCAGAACAAACCAAGAAGGCGCCGGCAAGAAGGCAAAAUGCUGAAACAAAGCGUUAACCGAAAGCCGCAGCAGAUGGCGCCCAAAUCAAGGAGGCAGCAAAGCUUUAUGAAGAGAAGACCCUGUAGCAGCAUUUUUACCCGCAUCGCGCU
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Gbe-1-2 GCUAGGCACGCUCCUGAAAGCGUUGAAGGCUUUGGGAGCAGAACAAACCAAGAAGGCGUCGGCAAGAAGGCAAAACGCGGAAAGGACGCGUUAACCGGAAGCGGCAGCAGAUGGCGCCCAAAUCAAGGAGGCAGCAAAGCUUUAUGAAGAUAAGACCCUGUAGCAGCAUUUUUACCCGCA
Gme-1-4 CCGUGGACGCAGACUUGUGCCGCGGCAAUAGCUUCAGGCGAUAGCGAUACUACUAAACCAUCCGCGAGGAUGGGGCGGAAAGCCUACAGGGUCUCAUCGAGACAGCCGGGUUGCCGAACUAUCACACCACAGAUAGGCGGCGACCCGGCUUUUUAUUUUGACAGGCUGGCAGCGGAAGGA
Gsu-2-5 GGAAGGGAGGUGACCACUAACCGAUAGAGACCGGCCAUGAUCUACACACGACACGGAUUCAGGCAUCCUAUUCAGGGAGGAAACUAUGGCUAAAAGAAUUCAGACCGUUACGAGAGGGCACAUUACAGCCGCAGCGGCCCUGGUCAUCGGCGUGCUGGCGGCAUUCACCGCGGACGCCAA
Gsp-2-5 UCAGGCAUAUGAAAAGGGGGCCGCACGCCGGAAGGCGCCCAGCGGCACGAAGAAAUGAUAGACGAUAAUACUAAACCGCCCGCGAGGGUGGGGCGGAAAGCCCAUAGGGUCUCACUGAGACAGCCGGGUUGCCGAAAUAUCACGCGAUAUUGGGCAAUCCGUUUUUUUUUGCGGCGAGCC
Gur-1-9 GGCAUCUCACGGGCAAGAGGGCAAAGGAGAGGAGAAAAUGAGCGAGAAAUGGGCACGUUUUGUUGUUGUUCUGCUGCUGGUAUUGCUCGUUGUCGGCAAAGGCUCCGCCGAAGCAGAUACGGAGAACGGACCGAUGCGGGCAAAGUUCAGGGAAGGAGCGCUGAUCGUCAAAUACAAGGA
Gsp-3-5 CCAGAUGACCCUGGAGCCUGUGCAGGCGAUGAUCAAUUGUUCAACAGGACCUACCGAACCUUAGGUGGGCGAAAUUACAGGGUGAUUAUCUCUCAAUACUCAGAACCUGUGCAUCGUUUACACACACUCCUUUCAGCCAGGCUCUGUUGGUGAGGUAGUGAAAAGCUGAAGAAUAACGAG
Gbe-1-3 AGGAGAGUUAAAUGAAGAAGUUGAAGGCAAUAACGGCAACAGCGUUAGGAGUCCUGAUGUACACGAGUGUCGCCUCCGCGGCAGUACUGUUCUCAGAGGAUUUCAACGCGCAACCAGACUGGAGCCCUUCACAGGGGACCUCCGGUGCUACCUGCAUUCCCGGGCAAAACUGCGCCACUC
Gsp-3-6 GCCUCCACCCGCACCGAACCAUUAACCCACAAGAAAAGGAGCUCACGAUGAACCAAAAGAAUGGCAGUAGAGUGCUUAUGAUGCUGUUUGUCUUUGCGAUGACCCUGGUGUCCUUUCAGUUUUGGCGCACCGAGGCGCAGGCGCAAUCCUCUUAUUUCACCAGCAGAGGUUGCGUAACUU
Ppr-1-10 CCGAACCCGCUUCAGGUUGUAUCCGUACCUUCGGGCGGUGUCACCCACAGGACGGAGGUUUCUCGCACGGCAGGAGCGGUCCUGUCGACAAUCACAAGGAGGAAGGAAUGAUGGCUGCCAGAAUGUAUGGAAUGGUGUGUGGCCUGCUGUUUGUCUGGGCAGGCACGGUAUGGGGCGCGG
Gsp-3-7 CGGCACAACCCAAAAGGAGAUCCAAUGAAGCAUCUGAUAACGACCAAACUUGCAGUUUUGUACCUGUUCCUCAUGACGGUCAUCGCAGGCUGCGGCGGCGGGGGUGGCUCCCAGUCCGCGGAGGUAGUCAGCGGUGUCGCCGCCGUCGGUGCCCCCCUUGCAGGCCAGGUAACCCUGAAG
Gsp-2-6 AGGCAAGGCCUCAGGCCAAUUCUUGGGAGUCAACAUGAAUGUAUUUGGAAAAGCAACACACUUUUCCGCCUCGUCGCUUCUCUUCUUUCUUCUUUUCAGCAGCCCCGCCACUUGCCUCGCCACCGACGUGACGCUGGCAUGGGACCCAAGUCCCGACGCCGACCUCGCCGGUUACCGGAU
Gsp-1-5 AACCCAUGUGCCUAACCGUUGACCUGUCAUUUUCAUCCAAUUUCCCGCUUCGCCUGAUGGCCCUGUGCAUGGUCAUCCUAUCUCUCAAUGGAUGCGUUGCCAUGCAAAGGGCCCAGGAGGGGCCAUCCACCUUUCCGGGUCAAUUUGCAAAGGAGGUGGAAAAGAACAGGUUUCGCGUUG
Gsp-1-6 CAACGAAAGGAGGAUCAAUGAAAGAUUUAAGUAAAAAAAUGAGUGCAAAGCAAAGGCGCACGAACUCAUUGCCGCCACCAUGAAGAGUCUUGCCACCCUGCAGCAAGGUUUCAUUACCCUUGAGGAACUGGAAUUCUAUCUGGAGGGGGCCAGGCUUUCAGAUCAGGCCAGCCAGUGCAU
Gsu-2-6 GACCCCUCUGUUCCGAAAGGAGAUCGUCAUGAAGAGAGCAGUCCUCGCGUUGUCCCUGGCCUUGACGGCCGUACCCUGCUUCGCCGCAUCCGAUGUCGGUUUCGACGUCAACAUCAAUGUCGGCAACCGACCCCAGGUGGUGGUCCCGGCCCCGCCGCCGGUGGUCGUUCCCGGCCCGCC
Gme-1-5 GCACAGGGGAGGAAUUAUUUCAAAAGAUGUCACAACGAGGAGAGCAGUUGUUUUCGGACGAAGAAACGUAUCUUCCAAGGAAUGGAAAAGGAGUCUGCAUGCGAAUCAUCAGUAAGACAUCGGUAUUUUUCGCCUUUGCCAUGGCACUGGCGACAUUUCAGCUCUGGCGCGGCGAGGCAC
Gbe-1-4 GGAGAUAGAAAUGAAGAAGCGUAACGCAAUACUCACCGCAACCUUAGGAAUCCUCUUGUACACGAACGUCGCCUCUGCCGCAGUGUUGUUCUCCGACGAUUUCGAUUCCCGCAGCGAUUGGAGCCCGGCACAGGGGGCUUCCGGUGCUACCUGCAUCCCAGGGCAGAACUGCGCCACGCC
Gsu-2-7 GCAGCGACGCAUGACCACCGUGAAAUUAUCCUCAAGUUUUCCUGUUGUUCCGCCGAUAGAUACACUAUUGAUGUCAAUUUCGCAUAAAAGAUUUCAAUUUGUUUCAAGUGUAACUAAUUACUUGACUUUAGAUUCAAUUCCGGUAGAUUUCGCGUUGAAUCAUACAAUUUUUCGGGACAA
Gsu-2-8 GGGCGCCGGGAGGCUCGGGUGAUGGUUGGUACGGUCCGGAAGCUGUUGGCGGCGGUAGUUGUCAUUGUUGGUGCCCAAGCGGUCGGCAUUGCGGGCGGCCUGGCGGCAACCCCGCCGCAGGUGACACCAUUGCCGUCAGUGACGGACGGUCUCCGGUCUCCGGUCCGUCUCGCCACAGAC
Gur-1-10 AGAUUAAAAACAAGAGGUGACAGUAUGAAUAUAUUUAAAGUAUUGAGCUCCCAGAAAGUUUGUCGUACCCGCAUGAUCAGUCAGGAAUUUUUCGAGUGCAAGGUGAAAAAGCCCAACCCCAGAUUCUGCGAGUAUUCCCUCUGCAUGGGGGACAGUUUUAUCUGCAACCAUCCCGACCGC
Ppr-1-11 UUCAGGCAUGAACUGCUACGACAGGGGGUAAAUGUCCAUGCUGUCCAGAAUAACCAUCAUCCUGCUCUGUUCCUUAUUGCUGACAUCUCCCGUUUCCGCGGACAACCAGUUCAAGGAGGGGGGCAGGGAGAUAGGCCAGGGGUUCAAAACAUUGGGACAGGCUACCGGAGAAGCCUUCAA
Gme-1-6 GGAGGAAACACCAUGACCAGCAAAAUUAUCGCAUCUAUCGCCUGUCUCGCCGCCCUGACAGGAACGGCCCACGCCGGAAACGUCGACUUCAGCAUCGGGAUCAACCUGGGGAACAGGCCCGUGGCGGUGUACGAACCGGUCUACGCCCCCGCCCCGCCGCCUGUCUAUGCUCCCGCCCCG
Gur-1-11 AUCAUCACAUCAGCCUCUUCAUCUUUUUGAAGCGUUGGACGCAGCACCAUGCCAUCAAUGGUGAAAAGGAGUACAUAUGAAGAAACGUUUAGGCCCAUUUUUUGUGAUUUUUUCAGCAGUUUAUUUUUUCUGGGUCAACCCGGGUGUUGCCGGCACAACUCUCUUCCAGGAAAGUUUUGA
Gsp-2-7 AGGUGACAAUUGAAAGUGAAGCAUGUUCUGCGGGCUGUUAUGUUGUUGCUGUCCCUUCCUUGUGCUGCCUUCCCUGCCACGGUAACCCUUCAGUGGGACCCUUCCACCGACCCGGAUCUUGCGGGUUACCGGAUCUAUUACCAGGCCAACUCUUCCGCCCAGCCCUUCGUCGGCAGCGGC
Gur-1-12 UAUUGGAGGAUUCUCAAACAUGAAUAAAAAGAUCAACAAUAUCGCAGUAUUAAUCGAAUUUAUCGCAGGCUCAGGGCUUGCCAUCUUUUUUCAUUGGGUGCUCCAUUAUCCGGAAGCCGCCUACACCAUCUUCGGCAUAGGCAUACUCCUGUCGCUCGUCACCUACCUUGUGCGGGAGGA
Gsp-1-7 GAGAAGGAGAAAGCUUAUGAGAUUGGUGGCAUGGUUUACGGCGAUGGUACUGGUAGGUACUCUGAACGGUUGCGGAAGCGGCAGUGGCGAUAGUGGAACAAACAUCGCCGCCCAGACCGGCAACGGAGGCUCAUUCGCAAGUGAAAACGGAUCAACGGUAACAACCGGCCCCGGCACCGC
Gbe-1-5 CAGGCAAUCCAAGAGAAAAGGAGAUCACACCCAUGUCCAGAAAAAGCAUUGCGCUGGCGCUGUUGCUGCAGGUCGCGGCGCUCCCGGUUUUGUCGGCACAGGAGCUUUACGCCUCCUCCAACGUCGGGGUCGACGUCAACAUCCAUCUCGGCAACCCGCCGCGCCCGGUGGUAGUGGCCC
Gsu-2-9 GGGAGUUUCUCGGGAGUGUUGUCGCAGAUGGGGCAAGGCCGUUGUUGCGCAGGUUGUACUGUUCGUCGUUGCCGUUGUGGCGAUACCGGCGCUGGCGGACUCAAUCCCCGCUUACCUCGCAUCGGCCACCAGCCAUGAUUCUCCGGCUAUAGUUUCUCCUCCUCCCGCUUCACCCGCCUC
Gur-1-13 UGAAAGGAGAAGAUUGAAUGAAAAAAGUGUUUUUAGUGACGGUUCUGACCAUGCUUGUUGGCUCCCAGCCGCUCCUGGCCGCAGAUGUCGGUUUUGAUAUGAAUAUCAACAUCGGCAAUGGCGGCGGACGGACUGUAGUUGCUGCGCCGCCUCCGCAGCAGAUCGUUAUCGAUGAGCCAC
Gsp-1-8 UAUGGUAUGAAAAAACUGCUUUUAGUGCCGAUGAUGGCAGCAAUUUUGUCUGCACAGCCUGUUUUGGCAAAUGUCGGCUUCGACAUGAACAUCAACAUCGGAAAUGGCGGUGGCAGGCAGCCGGCAACAGUGGUCGUUCCUUCACCGGCACCCGUUCCCAUUUUCGUAGAAGAACCACCC
Gsp-2-8 UGGUACUGGAUAGCACCAUCGGCUGUAUCGAAGCGUCGGAGUCCGAGGUUCUGGACCUUUACCGCUCCGCCGCGGUCUCAAAAACAUCCUCCGCCAACGCAAAGACUGAAACACUGGAAGCCUACAUCUGCGCCAUCAGGAAAAAGGCCCAGGUGAAAGUCUAUCUUGCCUUUGUGGCAA
Gur-1-14 GUUGUGGGGAAAUCACAACACGGCUUUUUAUUGCCAGUAAGAUGGGAGAUAAAGAUGAAUAUUGGAAACGGAUCAAGAGGGCAACUUAUUACAACCAAAUCAUUCUGUGCCAUGAUAUUCGCAUUGGUCAUUUUCUUUGCCGGUCAGGCCACGUGCCUUGCAACCAAUGUGACCCUACAG
Gur-1-15 UCACAACGCGGCUUUUUAUUGCCAAGAGAAGGAGAGAGAAAGAUGAGUAUUGGAAAAGCAACAAGAAAAGGGCAUCUCGUGUCCAAAUUAUUCCUGGUCACGAUAUUCCUGUCGGCUUUUUUUCUGGCCGGCCAAGCAACGUGCUUCGCGACCAAUGUGGCCCUCCAGUGGAAUCCGAAC
Ppr-1-12 UCUUAUGACAACAGCAUACAGGAGGGUAUGAUGACGGGAAUAUGCUCAAUAGAAUCAAGUACUAAGAAUAUAUCGCGUGAUUCGGGAGGUGGUGGGAGAGCAGAAAGCAAUAUCAGUUGUACGCCUGAAAAAGGCAAACCAUUCGAAAGGAUGGGGCGCAAAACCACUGGUCUAAAUCCC
Gbe-1-6 GAAACAGGCAGGAACAACUGCCGCAAAAGCGCGCGGCCACAUCGACUGGUAGACGACAAAUGCUAAACCAUCCGCGAGGAUGGGGCGGAAAGCCCAAGGGUCUCACCGAGACAGCCGGGUUGCCGAAAUAUCACGUGAGUUAGAUAUGACGCAGCGCGGUUUUUUUGUCCCUGAAGUCCA
Gme-1-7 UCCAGUAGCCGGGACACGUCGAAAGGGGAGGAUGGAUGAUGAAGAAAAGGUUGGAACGCUUCGUUUGCUCGCUGUUUAUGGUCGUGCUCAUGGCGGGAUAUGGCAAUGCCGGGAUGAUGACAGCUUCGGCCGCUGGGACUGCUCCCUAUAAGGAGGGGGAGUUGAUCGUGAAGUACCGGG
Gsu-2-10 GUGGACAAUGGUACGCGCGAAAAAGUCAGCUAUGGGAGUACUGGGGAUUCUUGCCGCCGCGCUUGCGGCACUGAUGCUGAUGCACGGAUGCGGCGGCGGAGGGGAUGGCGGAUCGGCAAGCACUGCGGCGUCAACGGGAACCCUGAAACUUUCCAUUACCGACAAACAGAGCGAUUCGUU
Gsu-2-11 GAAUAUGGGAAAAAAGAUACAGGAAAUGGCCGUGUGGCUCGAAUUUCUCGUGGGAUCGGGACUGGCGAUCUUCUUCCACCUGGUGCUCCACUACGAGCAGGCCGCCUACGUGAUCUUCGGCAUCGGCAUCCUGCUGGCCCUGGGCACCUACCUGAUCCGCGAAGAGAUCGAAAAAAACCG
Gsu-1-10 GAAUAUGGGAAAAAAGAUACAGGAAAUGGCCGUGUGGCUCGAAUUUCUCGUGGGAUCGGGACUGGCGAUCUUCUUCCACCUGGUGCUCCACUACGAGCAGGCCGCCUACGUGAUCUUCGGCAUCGGCAUCCUGCUGGCCCUGGGCACCUACCUGAUCCGCGAAGAGAUCGAAAAAAACCG
Gme-1-8 AGUGGUCAAGGUAAUCUUAUCGAGAAAGGAAAUUCUUUAUGAAAAAAUUUCUUACGGUCCUACCUUUGUUUUUUGCAACGGUGUCCCCGUCGUUUGCUGCUUCCGACGUUGGUUUUGACGUGAAUAUCAACGUCGGAAACCGCUCUGGUGUUGUGAUUCCGGCCCCCCCGGCGGUAGUGG
Gur-1-16 CAGCAAGAGGUGCGCCUUUAAAGGGCACCGUAUUAUGACGGUUAGUGAUAAACGAUAAUACUCAACCAUCCGCGAGGGUGGGGCGGAAAGCCUACAGGGUCUCACUGAGACAGCCGGGUUGCCGAAAUAUCACACGAUAUUCGGUCCCGGCUUUUUUGUUGUCAAAACAUAAAAAGGAGG
Ppr-1-13 CAGGACGAAAAGCACCGUAACAGGCGCAUCGCACUAUGCCGUUUCUCGUCGAUGACGAUAAACGGCCCGACAAUUGUUGGUGGUACACGAUAAUACUCAACCAUCCGCGAGGAUGGGGCGGAAAGCCUACAGGGUCUCACCGAGACAGCCGGGUUGCCGAAAUGUCACCUUUUCUUCGGC
Gme-1-9 AGAUUCAUGAUGGUACAGAUGAGAUCCGCUCUGAAAACAAUGGUGUUCUUUGCUGUCGCGACGCUGGCUCUGGUCCAGUUCCAGGGGUGCAGUGGCGGGGGAGGCGGAGGAGGGACAGCCUCAACCGGUACACUGAAGGUUGCCUUGACCGACAAACUGAGUGACGAUUUUGCUGAAGUG
Gme-1-10 UUCAAGGAAGAACCGUCAAGGAGGACACCAAUAAUGACAGGAAGACUUUCAAGGCUCUCUCCCGAACCGGGGCUCGUCGAUUACUUCAACCUUCUCUAUUCAGUCAUACCAGCUGAAACCGAUGAACUCGUGAAGGAAACAUUUCGUCUCAGGUAUCAGGUUUACUGCAUCGAAAACGAG
Gsp-3-8 GUCCAGCAGAGGAGGCAUCGUCCAUGUGCUGUCUCAUAUUCAAGUCGAUCAGGAUAACCCACCCUUUGACACUUGUGCGCCAAAGCCCCGAUGAUGUAAUGACAGUUGCCGCUGACAUGACGAGCUUUGCUGUGCUGGAUGCAGGCGUUCACCUGCACCGUUUGCCACAGGAACUCUUUU
Gur-1-17 ACUAUAAUUUUAUAUAAUUUAACAUAAUUAGCGUUAUUUGCUUGACAAUUCUUUUAUUUAUUGUAAUUUCAACAAAAAAUAAGUAAAAGCAGGUAAAAGAAUGACAGCAAAUAACAAUGUCAGAAACAUUCGUGAAGAGCGAUUGAUGAGUAAGGCUGAACUCGCGCGGUUAGCUGGUGU
Gbe-1-7 UCGCAGGAGGCGCCUUGAAGGGCGCGGGCAUGAUGUAAAAACGGUGGUGGUACACGAUAAUACUCAACCAUCCGCGAGGAUGGGGCGGAAAGCCUAUUGGGUCUCUCUGAGACAGCCGGGUUGCCGAAAUAUCACACGAUAUCGGCUCCCGGCUUUUUUUGUGCCCCGAAUCCCGGAACG
Gsp-3-9 GCAGGAGGCGCCUUGAAAGGCGCGGGUAUGAUGUAAAAACGGUGGUGGUAGACGAUAAUACUCAACCAUUCGCGAGGAUGGGGCGGAAAGCCUAUUGGGUCUCUCUGAGAUAGCCGGGUUGCCGAAAUAUCACAUGAUAUCGGCACCCGGUUUUUUUGUGCCCGAAAUCCGGCAGGCGCA
Gbe-1-8 AGCUGGAUCAGGAAGAGGAGGCAUAGUCCAUGUGCUGCCAUAUACAGAGGCCAAUCGGAAUAAUCCACCCUUUGACAGUCGUGCGCCGCAGCACGAGCGCUGUAAUGACAGUUGCCUCAGACAAGACAAGCCUUGCCGCGCUGGACGCAGGCGUUCACCUGCACUGUUUGCCGCAGGAAC
Gur-1-18 GAACUUUCACCAGGAGGUAGUAGAUAUGAAAAGAAGGAUGCAGAAUGUAUUCGCCCUGGCAGCCCUCGUACUGCUGGGUGCCCUCGGCGUGGCGCAACUGCCGGGGUGCGGUGGUGGCGGCACGGGGACGGCCCCGGUCGGCACGCUCAAGGUCGGUCUCACGGACAAGCCGAGCGACGC
Gbe-1-9 ACAGUGAGGUGCCGAAUGAUGAAAACGAGCAAAAUCCUGGUCGCAGUCUUGGUAUUGGGUAGCAUAGUCGCCGGUGUUUGUGGCUGCCGAAAAGAGGGGCCCGCGGAGCGUGCGGGUAAGGAGAUCGACAAGUCCGUCGAAAAAGCCGGCAAGGAAAUCGAAAGAGCCGGAGCUAAGCUU
Gsp-2-9 GGGAGCUGAAAUGAACUUGAUAAAGAAUCUCCUCGACAUGUUGAAGGGGAUGGGGAGUACCCCCAGGGUUUGUAGAACACGGAUGAUCAACGAUCGCUUUUUUGAAUGCAGAGUGAAGAGGCCAAAUCCCAACUACUGCGAGCACUCACUCUGCUCGGGUGGCGGGUUCAUCUGCAAUCA
Gme-1-11 GAACAAGAAAAUCCACAACAUGGCGGUAUUUAUCGAAUUCCUCGUCGGGUCCGGCUUGGCGAUCUUUUUCCACUGGGUACUCCGCCACGAGGAGGUCGCCUACGUCACCUUUGCCGUGGGCGUGCUCCUCUCCCUCGCCACCUGGCUGCUGCGGGAAGAUGUGGAGAAAUCACGGGACGC
Gur-1-19 UGGUGAAGCGGUACACGUACACGGUUACAUCUGUCUGCGGUGGAUGCAGGAAUCGCCGGUUUUCGCGGCAGACGGACAGGGUGAACUUCCGCGCAAAGUGCGCGGAAAAAACAGAAAAUAAUAUAAACAAUGUCAAUGACAGGAGGAAAGAUAUGAAAAGAUUGUGCGUUAUGAUCAGUU
Gme-1-12 UGCAAAAGAAAAAGAUUUUGGUUGUAAGUCUCGUGGUCUGCGCAGUUGUAACUCUUGUAUUCUUGUCGCUACCUAAAAAAGGUGUGACCGCCACAAACACCGGCUGGAAAGUAAUGGUCAGCAAUGAUCUCGGUAUUCAUUGCACCUGUCCGGAUUCAUCUCUCAUCUCAAUACUUCCAC
Gme-1-13 AUGCGAAGAACCAGGAAAGGGGGAACCUUCUGUCACCAUGCUUCUGAUACUUAUAACCAUGGGACAGACACAGUUAAUGACGAGCAGGACAUCUGCAACUAGUCAUUGCUGAACGUAAUCACGGAUGAAAAAAAAGAUGAAAGGGAUUUCAACGAUGAUCAAAAACACAAUGCAAGGAGU
Gur-1-20 AGACGCAGCAGGUGCGGUAAAGCUCACUGGAGCUGACAAUGAAUACCGGUUCGCAUCAUGAUGCCGUUGAAUCGGUACGAACAGUCAGGCGGUAGACGAUAAUACUAAACCAUUCGUGAGAAUGGGGCGGAAAGCCUAUAGGGUCUCGAAGAGACAGCCGGGUUGCCGAAAUAUCCCUCA
Gme-1-14 CGAGAAAGGUACCGAACUCAAUCCAUGUACCGAAUCGCUGACCUGCCCCUCUCUACCGCCUGUUUUCGCCUGAUCGCUCUAGGGGUAUGUAUCCUAUCCCUUCAAGGAUGCGCUGUACUCAGGGGUGCCCAGGAGCAAUCAUCGCUUGCGCCAGGCCAUCUUGCCGCGGAGAUCGAACGA
Gme-1-15 CAACCGGGAUAAAAGGAGAUCAUGCGCCAGAAAAGAAAAAUUCCCAGUACCGAUCGAUUGAGCGAAAGCAGAACGAGAACAUUUUUUGAGAUCAGGGGAUGAAAGGAGUCAAAAUGAAGAUUGUCAGUAAGACGUCAGCGCAGUUCCUUUUUGUCGCGGCUCUGGGAGCAGGCGCUCUGA
Gsp-3-10 CAUUCACAAGGAGGAUGUUUUAUGAGACAGAGAAAAAUCAUAUUUGCAGUGAUGGCCUUGGUGACGGCGCUUUCUACCACAGCGGCCUUUGCGGAAAGUGGCGCAACCAAGAUCGAGGACUGCAUCGAGGUUGUCAAAGCCAUCAAGGCCAUCCCGGAACAGGGUGUCCCUCCGAUGCUU
Gbe-1-10 CAUUCACAAGGAGGAGGAUUUAUGAGACAGAGAAAAAUCAUAUUUGCAGUGUUGGCCUUGGUGAUGGCCCUUUCUACCACAGCGGCCUUUGCAGAAAGUGGUGCCACCAAAAUCGAGGACUGCAUCGAGGUUGUCAAAGCCAUCAAGGCCAUCCCGGAACAGGGUGUUCCUCCGAUGCUU
Gsu-2-12 ACACUACCACGCGCUCAGGGAGGAAACUUAAUGACCGCACGUAAAGGGCUAAUUUCGCUCCAGACACAACAGGGCACGCUGCCCCGUAAAACCUUCACCAGCCUGAUCAUGCUUAUGAUCACGGCACUUAUGACAUUGGCCGGCUGUGGCGGUGGAGGCGGUGGUUCUACGGCUGCAACU
Gsp-3-11 GGCAACAAGCCGGGUGCCCCAUCACGGAGGAGAAAACAUGAAAAAAGCUCUGAUAACCCUGGCAGUUGCAGCAGCCGCCACAUUCGCGGUCACCACGACGGAGAAAGCCCAAGCCGGCUCGGUGGACCUGAACAUCCAACUGGGCGCCUACAUCCCAGCCCCUCCGGGGGUGAGGAUCUA
Gbe-1-11 GCGACACGCCGGGCGCCCUUAAAACGGAGGAGACAAAUGAAAAAAGUCGUUUUAACCCUGGCAGUUGUAGCCGCUGCCGCCUUCGCCGUCGCUAGACCGGGAGCGGCCCAAGCCAGCUCGGUGGACCUGAACAUCCAACUGGGCGCUUACAUCCCGGCCCCUCCGGGGGUGAGGAUCUAC
Gsp-2-10 UCUGGUGAAGCGCCGAUGUCAGGUGAAGGGAGAAGUAAAUCCAAUCCGGCUCACAAAAAGGAACCCGACAUGAAACUAUCGUUUACCACCAUGGCAACCGGAGCAGCCAUCGCCCUGCUCGGCUUUGCAGCACCGGACACCGGCCAUGCCGGCCCGGUUGAUGUCAGCAUACAGUUGAGC
Gsp-3-12 UUGCUUGCCGAUAAAAAGGGACAGAAUUUUAUAAGUCGUACCGCGACAACCCAUUUGUCAAAAACCAGAUAACGACAAUACUAAACCAUCCGCGAGGGUGGGACGGAAAUGGGGAUGGUCCAAGGAGUGAAAGAUGAACCUGUUAAAGGAUUUUUUCGACCUGUUAGAAGGGAAGGGUAA
Gsp-2-11 UCGCAGUCCUUACCGUUGCGUCCGGCCCAAGCCUGCCAGCCUCUACUUCACCUACCUCUUCGCAGGCAAUCAAAAAAGAGAAAGGAGGGAAACAUACUCGGGAAACGCCCCAAGCAGUUGGCUGGUUAUUAGACAGCCACCAAUUCACGAAAACAGUUAAACAAAGGAGAUCGCAUGACU
Gsp-2-12 ACAGGCUGCGACGUUCUCCAAUACUUUGGAACAGUAUGAGUACAUAGAGGCAAAGACCUUUUCACUGUUUCCAGUUCUUCCUCGCCAGCUAAUUACUUACUUGGUGGUUUAUUCAUUACAACUAUUAUUUAAACUUAAACAUUAAAUACUAGGGAAUGGGUUACUAUGAAGACAAUUAUC
Gsp-1-9 GCUGCUAGGAGGUUGUCAUGCUGAAGAAGGUAAGAAGUUUAUGGGGAUUGACAUUGGCGGUUUUGCUGGCACUGGCGGUUUCGCAGUUGCCAGGUUGUGGCGGUGGCGGCAGUUCCACCCCCACCGGCACACUCAAGGUCGGGCUGACCGAUGCCCAGAGCGAUGCUUUUGCCAACGUGU
Gsp-3-13 GAAACAAGAGAAAAGGAGAUCACACCCAUGUCCAGAAAAAGCAUUGCGCUGGCGCUGUUGCUGCAGGUAGCGGCGCUGCCGGUCUUGUCGGCACAGGAGCUUUACGCCUCCUCCAACGUCGGGGUCGACGUCAACAUCCAUCUUGGCAACCAGCCGCGCCCUGUGGUGGUGGCACCGCCC
Gsp-2-13 CUCCGGCCUCCUUUUCCCGUGCGACGCCGCGGUCAGGCGUACACGCCCUCUCCUUCACCUUCCGGGUGCCAUCAAUCCCAAUUUCAUGCCGUGGCGCCGGUGCCGGCGCGGCGGCAGGAGCAAACCCACAUGCAUGAUACGGCGAGCGCCGAAUUAAGGAGUUUGCAGCUGGGCCCUUCC
Gsu-2-13 CAUGCGCAGAAUCGUUACGCUGCCAACCGUGGCCUACUGGCUUCGUUCCGCUGUCCUGGGCAUCUGCGUCAUUGCCCUCACGGGCUGUGCCGCCACCCGGCAAGCCUGGUUCUCACCGGUCCACCCUGAAAGCGAACUUGAACGGAACCGGUUCCAGGUUGCGCCGGGAACUGACGUCAU
Gsp-1-10 UUGUAUUUAUUUUUAUAGAAAAGAGAUUAAUUUCUUGACUCUACUUUCUUUUGUGUUAUUUUUUGUUUAAAAUUCACCGGAAGUAGGAAAAAGGAAUGCGAGUAAAGAACUGUGUCAGGAAAAUACGUGAACAGCGAUUGAUGAGCAAAGCUGAGCUAGCGAGAUUGGCCGGCGUUUCUC
Gsp-3-14 UGUUUCUGUGCGCUCUGAGCUAAUUCAAGGGAGGAAGUACGAUGAAAAAAAUUAUAGUUCUUGCAGGUUUGUUGGCUCUGGUAUCCCUGGUCCCCGGCGUUGCGUCGGCAGACAGCAUCAAGGGGAGGUUUGGCGUGACGGGGAAGGUCGGGUUCAUCAUCCCGUCCGACAACGACGCUG
Gbe-1-12 UUGUUUCUGUGCGCUCUGAGCUAAUCAAAGGAGGAAGUACGAUGAAAAAAAUUAUAGUUCUUGCAGUUUUGUUGGCUUUGGUUUCCCUCGUUCCCGGCGCUGCAAUGGCGGACAGCAUCAAGGGGAGGUUGGGCGUGACUGGUAAGGUCGGGUUUAUCGUCCCGUCCGACAACGAAGCUG
Glo-1-3 GGAUCUACACAAUCAAGCAAAGGAGAAGACAACCAAAGAUGGGAAUAGCAUUCAGUAACGCAUUCAACAAUUCCGGAGCAAUGGGAAAGGAGCAGGGUAUGAAACCUCUGAUGACAAAGCUGGGCACUAUGAUAGGGGGGCUGAUUCUCGCAUUUUCGGCACUUGUACUUGCCGGAUGUG
Gur-1-21 UAACAAGAAGCCAUUCACAAGCGUUAAAGCAUGCAGUGCUCACGACGAUCAAGGUAUGUUCCGAGCAAACAACGAAAGGAGUCAUGACAUAACGGCUGGAAAGCAAUUUGUGAGCAAGUAAACGGUCUGAUGCAGACCAAACAGAAAUCAAAGGAGAUUUUAUAUGAAGAUUUCCAGUAA
Gur-1-22 GUGCAUAAAAAGUUUGAGCUGAAGAAAAGAUUACCUUCAAAGCGCAGCCUCAAAGUUCAAAUGGGCAAGGCCGCUGAACGCAUACGCCAAGCGAGAUGUUCACUUACACUUAUGAAAGGAGAAUCAUUAUGUUAGGAACUAUUUUGAUCGUCGUAGUGAUUUUGCUGUUACUGGGUGCAC
Gur-1-23 UCCGAACAGAGAAGACGGCCGUGGAGAAAAUAACAUGGAACCAAAGAACUCCAUUGCAGAGGUCCGUGGGAUCAUGCUGGACUAUGCGGCUCUCACCGGGGUUUCCCCCCCAGGGAAAACACCGCGGCGUUAUCUCUGGACGGAUGCCUUCGCCCUCUGCAACCUGCUGGAGCUGUUCCG
Dre-1-1 ACCCAUCGUCAAUCCCUACCUUUCGCCCCUUUGCCUCUCCUGGUUUUGUGUAUCGCGUUCAUUUCCUCUGAUACCGUUGCCAUACGGCACACUUCGGUUGGUCAGGGCGCGUUGCCCUAUCCAAAGUCUAGCAACCAACUCGGGGAGGGGCACUGCAUGUCGAUUCUUUUUUCCCGCCUC
Dre-1-2 CUCAUCGCCAAUCCCCCCGCACGUCUCCUUACCUCUCCUGGCUUUAUCUAUCUCGUCUUUUCACCUGGCACCGCUGUAUACGGCAAUCUCUAUUGAUUAAGGACCUUGGACCUCCUCAAGCCUAGAGAACAGGUCGAUUAUUUUUUCCGCCUGAGGGGUCACCAUGGCGAUCGACCCCAU
Gur-1-24 UUGAUACACAGCGCGAGUGCUGAAAGAGAAAACGAGUCGGGUUUACAAUCGGGAUGUGUUUAGAUUUUAAAAACACAAAGGAGGACGUUAUGGGAAAGAUCUCACGUCGGGACAUGUUGAAAAUCUCCGGGUUAGGAAUCGGAGCAUGCAUAGCGGGCAAUGCUCUCGGGCAAGUGGCAC
Pca-1-7 GUGGGAUUUCUCCCCUCAAUGAGUCUGAGACAAGGAUAAUAGGGUAGAAAUUGUGUUUAAGGCGUCAUGAAGAAUGCGGGGGUAUCCAAAUUUUAAGAAGGGAGGAUAAACCUUGAAAAUUAUAAGGGAUAGCUAUUAUGGAUCAGCAAUCUAUCUUCUCUUUAAAUGGGCGGCUGUAAA
Dae-1-2 ACCCAGGAGGGAGUCAUGGGAACCACCGCACCCGCCGGAAACGGCAAUGAUACCGGAAAGCAGAAGACGGGCAGCCUGUUCAAGGUCUCCCCGUACAUGGUCAUACCAUCCAGGGUGGGCGGCUUCUCCCUGUUUCUCAAGCAGGAUGAGACCUAUGUUCUCUAUGCUGAGAAGGGCGAG
Dac-2-1 GUUCCUCGUACUAUUAUUUUUUUUGAUGCUUAGCGUCACCGCUCAAGCCGACCCGUACUAUUUUAAUGGUGUCUGGGUGGAUGUUGAGGCUUGGUGUGGUACCGGGGCCAACGAAAGCAUCCUGGUGGUGGACUGGAACCGCCUCGACAACGGCGAGGCCACCAUCUCCGAGUCCCAUGC
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Dac-2-2 ACUUUUCUUUACCUGCCUGGCGCUUUUUGUCUUGUCCCUCUUCAGCUUUUCCGGAGUCCAUGCCACCUUAGUGGUAAAAGAUGACGCGGUUUUUGGCGAUGAUGCCAUCACCCUGGAUACCGACACCGGAUGGGAAUGGCUGGAUCUAUCGGCCUCGCUUGGCAAAUGCCGCAGCUAUGU
Dac-2-3 GGGAGAUAAACACAUGCGUAUUGAUCGAAGGACAAUAACGAACCAGAUGCUUGGUUGUUUCAUGGCCUUGGCAUUGAUGCUGCUCCUUCCCGCGGCUUCCGAAUCGAUGACAUUUUCGGGCCUUGGCAUGUCGGAGGGUUAUAAAGGUAGCGUAGCUUACGACAUUUCUGCGGAUGGCUC
Dac-2-4 CGACAGUAGAAAAGAGCAAAAUUAUCUCAACAUUGAGCAAUAUUGCCCAAGUCUCUAACUGAGAUUUUUAAUAUGAUUGCAAUUGUGAAUUGAUGGCCGAAAGUUGUUUUUCCAGCAUUUUCGGCCAGUCAAGGGGGCGCCCGGGAUUGUGGGAUGGCAAUGGAGGUUGUCUCGGGGCGC
Dol-1-1 GGAUAAAGGGGAAGGAGGGUGAGAUGAAAACCAAAAACCAGUUUUACCUGAUUUUGUCCCUGGCCAUGGUGGUGAUCUUCUGGCCGAUAGCCGCUUUCCCGGCAGCCCCCUUUCCGGUGCCCGAUACCGGCCAGGCCACCUGCUAUGACGCGGAUGGCAAUGUGCUUGAUCCCUGCCCCG
Gur-1-25 AAAAGGAGAUGAAAAAAUGAAGAAAAAAAUGAUUACCCUUCUCGCAGCAGCCAUGCUCACCAUGAGCGCCGCAAGCAGCGCCAUGGCCGCCUUCGCACAGGGCGACCUGAUCCGCGUCGUUUACGACACCUUGGGGACCAAGGAAAUCGCCACCAACCUCGGCUCCGUAUCCGCCCUCAC
Gme-1-16 UUAUCGAACUCAGGAGGAUCAAGAAAAUGAAAAAGAAGAUGAUUGCCCUUCUCGCGGGCGCACUGAUGACUGCAGCAAUGGCCGGGAAUGCCAUGGCGUACUUUGAGCAGGAUCACCUUGUUCGGGUAGUGUACGAUAAAACCGUGAUGACGGAAGUUGCCACCGACCUCGGCAAAGUUC
env-1 GCACUUUUUGUUUUUGGGCGGUGAACUGCUUUUUCUGAGUGGGGGGUGUUUUCUCUGAGAAGGAAACCUGAUGUGGCUGAAAUUGUACCUUUUACAGGGCGAGUCGCGCGAUCCCAUCCAGUUCUAUAGGUGAGAAAACAUGGGGUGAGUAAAAGCAUGGCCGAUUAUAACGACGGAAAA
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Dpo-1-1 CACAGGGUAUUUUACCAUUGAUCAAGUUGCACAAUCCUUUUUUGACCAACCUGAAACUAAAGAAAAACUUCCAGAAGCGU
Mfu-1-1 AUACGAACGAAGCCCGGGGCACGAGCGAGAUUCGCUACCACGACCUGAAGACGUUCGUGGACGCCGCCAUCCCCAAUGGC
Bba-1-1 GCUCAGAGGUCCGUUUUCGUUGUUGUUGAUUGUCCAGUCUUUCCCCUGAUAGUGCAAAACACCCACUGGGGAAAUCACCG
Dde-1-1 UUCGGUGCGCGAACAGGAGCGGCAGGCGCGGGCCUUCCGGGCCGAGGCCGAAGUGGAGGACCUGCGCGCCGAGGUCGGCG
Gsp-1-1 CGGCACCAUCGCACCCAUUACGCCGACCCCCGACUCUGCGCUGAUCACCCCGGAGAUGCACCGGGCAAUGCUCAGACUGG
Dal-1-1 GAUAUUGCCUCCAGCGUUUACACGGAAUCAGUGAGCGAUCUUGUAAGAAACUCCGAACUCUUUACAACCCCCUUUACGCA
Dth-1-1 GCUUUAAUUGAGGAUCUGCCAGCAAUUUUUAAAAAUUGCUCAGAUUAUUCGCUAUCUCCCAGGGCGACACACAACUUUUU
Pca-1-1 GCCGUCGAGUCAGAAGAUACCAUGAAGGAUAAAUUCCUCACUUUCUGGAUUGCCGAUGAGGAAUACGGUAUGGGUAUCGA
Gsp-2-1 AGCCCUGAUGCUGGCAGCCAUGCCUUUCACCGCAUGGGCACAACCCAAGGUGACCAUCACCAUCAAGGCAGAGAAAGAGG
Daf-1-1 CACGCGCAGCGGCCAGUACGACCAGAGCAUGGACGUGGGCAAGGCCCAGAGAGCGACCAUCUCCGACCUGGAGCCGGGCA
Dpo-1-2 AUUUAACCAAGAAAGGAGAAAAGAUGAAAAAUUGGAGAUUUUCUGGAUUUUUAAUGUUUCUAUUUUUUGUAAUUUUUUAU
Ppr-1-1 CCAAUGUUGGAGAAGAUCAUCAAGACCAAAAUGAUUCUGAAAGGCAUCAAUCCAGGCAAAUUCACACCAGAGUCAGAGGA
Gur-1-1 CACUAAUCCCAUGGUUGAUGCGAAAGGAACGGCGGCAGCCGGUUCUCCCUUGAAACUUAACCCGGAUGGAAGCUUCGCUU
Glo-1-1 UUAUCAUUAGCAUACUUUUCAGCAUCAGCACAGCGUUUGCCGCCGACGCCCCGCCGGUCAAGCUGAAGCUGAGAGAACCU
Ppr-1-2 AUGCUGUUCGUGAAUGAACUCUACCGGCCGGGACCGCCGCUGCCGCGCCCUCUGGAUGAAUCGACCAGCAGCGCGACUCA
Ppr-1-3 CACCAUAUUGGCCAAACUGAACUCCGUCAUCACCAGGGGGAUCAAUCGCACAGAUGGCGAGGAGCGGGAACUCCUGCUUG
Pca-1-2 AUGCGGAGCUUUCAAAACUCGAUGUCCGGAUUGACGAGGCUUAUGCUGCAGCUUUGCAGGCGACCGAAGCCCCCGAGACU
dpr-1-1 ACAAUUUGUCGAAUGAGCACUGUUGAAAUUCUUGGCAAGCUGAAUUUAUACUAUGGGAGGGCUGAUUGGUGAAAUCGGUG
Dma-1-1 GGUUCUAAGGCUUGUGGCGAAUGUCAUUCCGAUCAAUUUAAAUCUUACAAUAGUUAUGCAAAAAAAGCAAGUUCAUACAA
Pca-1-3 UUCCCGCAAGAGCUGCGGCAGCAACCGGAAGCUUUGAGUUCGAUGCAAGCAGUUACUCUGUCGAUGAAGGCGCCGGUCAG
Gsp-3-1 GCUUUCCUUCAUCGAGUACCGCUGCUCUCCCCCGGACCGCCUCGGGCGACGGAAGGAGGAGGCGGAAGAAGUGACCAGCC
Gbe-1-1 UCUUUCCUUCAUCGAGUACCGCUGCUCCCCCCCGGACCAGUUCGGGCAACGGAGGGAGGAGGCGGAGGAAGUGACCAGCC
Gur-1-2 GGGGUCUGCCUUGGCAAGCAGGUCUAUAUGACGGAUGGCGGCAUCAUAGAUUGCGAAUCCAUCUGGCGGCGGGGCGGCCA
Gsp-1-2 GUCUAUCUCAAGGAUGGAAGUAUUAUCGAUUGCGAAUCAUCCUGGCGGAGGGGAAAUCAGGUUAUCGUCAAGGUAAACCG
Gsp-2-2 CACGGAAGAACUCACCGAAGUCCUCGCUGAUUCAAAGCUCGAUUUCGAGACCAAACAGCGCCGAUUGAUUGAAGGAAAGG
Ppr-1-4 CUCAAAAUAUGGUGGUCGAUCCGUAGUUUCUGGAUAAGCAUUUUUAUAUUACUUUUAUUUUCGUUAUGGUUAGGUCUCCC
Ppr-1-5 CUGAAGCCACCACCGGCAGCAGACCUGAAGACGCUUCGCCAUUGCCGGCAACCGGGCCGGGGAGCGCAGCGCCUGCACAA
Ppr-1-6 AGAAGGCGUGGAAAAGUAAAAGAGCGGUACAUGAAGCUGUGACCUAAUGAAAUGCAAUCCAAUGGAGGUUGUCCUAUGCC
Ppr-1-7 AUGUUUGAGGAUAAUCGAAGGGUUGGGUAAGGUUUUAGUUGACAGGUGACUAAAAGUUAUGUCCCGAUAUUCGAUUAAAA
Dba-1-1 ACGUUUCAUUUCGGGCUGAUCCAGGCCGUGAUGCGCGGCAUGCUCGGCGACGAAAUCAGCGCCAUCGACGACGCCGUGCG
Dau-1-1 UGAUGCUGCCACAGCCGGAGAGAUAGAAAGCAUAAAAACACGUCGGAUCAAGGUGCCUGUGCAUGCCCUUGAACAGGUCA
Gsp-2-3 GCGUAGCCCCUUCGGCCAGAACGGUCAUCCGCGCGGUGCCGUCCUUCUUGACCUCGAGGUUGGCGAAGUCUCCGGCGUGC
Gsp-1-3 CUGCCCAGCCACAGAUUUCGGUUAUCCAGAAGAUCGAUACCGUCAUGACGCCUGUCGAUGCCAAGGGCUGCCGUCAGCCU
Pca-1-4 UUUUAACCUGGUAACUUUAACAAACAAUCAAUCAACAUCAAGGAGGCAACAACAUGAAAAAAAUUGUAGCAAUCGCUUUA
Dac-1-1 GUCUUUGACCUGGAACAUGAAAAAAUUGCUUUUUUCAACCCUGCGGUCGAAAAACUGCUUACACCACAGCUCGACAUUGA
Gsu-2-1 CCCCGUGGGGAUCACGCCAAAACUGGACCCGCUCACCCCGGGCAAGUACUUCCUCGAUCCGGCAACGGUCGUCAUGGUGG
Gsu-1-1 CCCCGUGGGGAUCACGCCAAAACUGGACCCGCUCACCCCGGGCAAGUACUUCCUCGAUCCGGCAACGGUCGUCAUGGUGG
Pca-1-5 UCAUUGAUGGCCUUAUUUAAGGCCUGUAAAGCAGUCCACCUUUGCCCGGGGUGGAUUUUUUUUAUUUCAUAGCCCGGAUA
Gur-1-3 GAGAUGAGAUAUGCAUCCUGGCACCCGGUAUGUUACCGACACAAAGGAGCACUCUUAUCUUCGGAAGAUGAGAGUGCUCC
Gsp-3-2 UCAUGCUGGGCAUCCCCACGGGGGCGCAGGCAGCCGGUGUUUUCUGCUCCGAUUUCGGUGGAGUGGUCGACGGCAACAAU
Gsp-3-3 UGGCACCCGGUAUUUACCGAAACAAGGAGUGCUCUCAUCUUCGGCAGAUGUGGGCGCUCUUUUUUUGUGGAACUUAGGUA
Gsp-2-4 GGCAUCCUGGCACCCGGUAUAGUACCGACACUAAGGAGCGCUCUCAUCUUCGGAAGAUGGAGCGCUCCUUUUGUUAAACG
Gur-1-4 UGACGGUUAUAACCCCGCUAUCUUAGCGGCCAUUCAAUCUGCCUCCACGUUCGGGAUUGACAUGAACUGCACGGUAAAGA
Dac-1-2 UGUAGAGAAAUUGCCCUGUUUCCAGAGGAAAAUCCUUUUCCGGUCAUGCGUGUGAGCAAGCAAGGAAAAUUGCUUUAUGC
Ppr-1-8 ACUCGGCCGAAAUGCCCUUCAACGGCACCGGAGCAGUUGAAGGGGCUGCCCCCAUCGACGUCAAAACCCUUACCUCGGCC
Gsu-2-2 CAAGUAGUUACCAUCUCGGGUAGCGGAUUUGGCGCAAAGACUACGGUGGCGCCCCAGUUCUGGGAUACCGUGGAAAACCA
Gsu-1-2 AGUUGUUACUAUCUCCGGUAGCGGGUUUGGCACCAAGAGCACUGUGGCUCCCCAGUUCUGGGAUACUGUAGAGAACCAGA
Gsu-2-3 CCGUUGCCGGCUACAAGGUCUACUACAACGCCGACUCGGCAGGCCCUCCCUUCAGCGGGACCGGAACGGUCGGCAAAGUG
Gsu-1-3 CCGUUGCCGGCUACAAGGUUUACUACAACGCCGACUCGGCAGGCCCUCCCUUCAGCGGGACCGGAACGGUCGGCAAAGUG
Pca-1-6 GCGUGGUGAUGGCACCAAGGUACUAUUCGGUGGCCUUAACUGCGGGUUUCACCUUUUUGAUUGCAGCUUUUUGCGUUGCC
Gme-1-1 ACCGUCCUCAAGGGAGCCGGCGCCCGGGAAGCCGAGGAAAUCGCUCCGAUCCGGGUAAAGAGGAUCAAGGUCCCUGCUGC
Gme-1-2 ACCGUCCUCAAGGGAGCCGGCGCCCAGGAAGCCGAGGAAAUCGCUCCGAUCCGGGUAAAGAGGAUCAAGGUCCCUGCUGC
Dal-2-1 GCCUGCCACGCCCAGGAUCCCAGUGGGCCGAAAAUCGCCGUGCUGGACGGCGGCAGCGCCGUACCCCAGGUUUACCACGG
Gsu-2-4 UGAACUGCCACCAGCACGCCGGUGACACCGGUCCUUCCAGCUACCACAUCUCCACCGCUGAAGCUGAUAUGCCUGCCGGU
Gsu-1-4 UGAACUGCCACCAGCACGCUGGUGACACCGGUCCUUCCAGCUACCACAUCUCCACCGCUGAAAGCGACAUGCCUGCCGGU
Sfu-1-1 CGCUACUGCGGAAAAACUGCCUGCCUUUCCCUCCACAGCCUGGCAGGUCAUGUCCCUGAUCAAAGGAACGGGAUCGAACG
Dth-1-2 GCCUUUCAGGUCCACAAAGGUGAUGGGACUGGAGAUUCUAAGAGACAGCCUGCACCUUGCCCUUUCCGAGCAGACCCGUU
Dal-1-2 AACCUACAAGGGACGGAGUUUGAAUUGCCCAGGACCACCAUUUCCAUUGAGUCCAUCUCCACCAGCACCCCUUUUGGCGC
Dsp-1-1 UACCAUGCAACAGGGCAUCACGCCCGCAUCGCGCCGGCCAUCCCGGGGGGGGGACGGGCCAGCGCGAUGGCCGACCGCAA
Ppr-1-9 ACGAAUCAGCACGUGCGGUCCGCAUGUACGCAAGCAUCUGGAUUACAAAAAAGGGAGGAGGACACAUGAAGAGAACCAAU
Dfr-1-1 CAAUGUAUCGGGGAUCGGACUUUGCGGCAGCGACGCCACGGCGUCCGUCCUAUCCAACAAGGAGAUGCAAUACUUUAAGC
Sfu-1-2 GUGCACAGCGGUGAUCGACAUGCGGAAGAAAAAUGAAGGUUUUACCCUGGUUGAGCUGAUGGUGACCGUUACGCUGCUGG
dpr-1-2 CAAGAUCUAUUAUGGGUACGAAACCGGUAAUUACGAGUACAGCAUCGAUGUGGGAGAUACGACAAGCUACCAGGUUGCAG
Sfu-1-3 UCUCUUCCUCGAGCCGGCCGACCGGUGAAAGAGGCGAUGAAAAUGACUUCCGUCAUUCCCAAUUCCAGAAUUGUCACUUA
Sfu-1-4 GGCCUGCCCUUCAGCAGUUUGGGCGGCCCGGAAACCGAGCCUUUUGAAGAACAGGUCACAAGGAAUUGGUGCGGCGGACA
Dal-2-2 AGCAGUUCAACCAUAACGGAAAGCAGUCCCGUUGCCGAUUCUGAUGAAGGUGCUGCCGACAGCACCGAUGAAGGCAGCGA
dpr-1-3 CAUGAACGAGAAUGAACAGCCGUUAGAGUGUGGAGAAAAUUGCCUCAUUGUGGAUCUUUUCAUUGCAAAUAAUGGUUUUU
dpr-1-4 CCUCGGACCUUCAGAAGGCGGUCUCAAUACGCCGCUCCCGUCGGACAUCUUCCGUUUGCGCAAUUCAUCCGUCGGGAACU
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Dma-1-2 UCAUCGACGGCGUCCUGGCCGGCGACACGGCCAAACUGCGCGAUCUCGGCCAAACCCUCAUGGCCGGCGGCAAGGCCGAC
Dma-2-1 UCAUCGACGCCGUUCUGGCCGGCGACACGGCCAAGCUGCGCGAUCUCGGCAAGACGCUUAUGGCCGGCGGCAAGGCCGAC
Dsp-2-1 UCAUCGACAGCGUCCUUGCCGGCGACACGGCCCGCCUGCGCGAGCUCGGCCGGACGGCCCUGGUCGGCGGCAGGGCGGAC
Sfu-1-5 CGGGUGGCGAUGACGACAGGAAGCGAAAUCAAAAACUCAAACCAAUCGUGGUUCCCAGGAUUCGGAUAUAGGCUGAAUAA
Sfu-1-6 CACGGUGGGACCCAGAAUCAUUGAUGACAAUGCCUACGUUCCGCGCGACGCCACCGCCACGCUCAACGGCACAACCAUCA
Dpo-1-3 CCGCAAACCUCACCCCGAAAAGGGUUGAAUAAAGGAAGUUCUCAUGGCAAUAAAUGUUUUGCCAAAAACAAAGACGCCCA
dpr-1-5 GAUUGUCGCUUUGUGCGGUUUCUUUGGCCCUUCAACGACUUUUGGUUCCGACAUCCUACCUAUUGAAAUUCAAGUUUCCC
Sfu-1-7 CCGGCGGUUUGCGAACCCGUCGUCUGGGACCUCACGGCAGGGCAGCACAACAACGCAGGCACGGUUGAGGUCACAAACGA
Dal-1-3 GCGCUGGAAGACGAAGGCGCGGAAGUGUACAUCACUUCGGUCAACGGCAUGGACGCCACGGAAAACAAAGCUGCCGACUU
Dae-1-1 GGGCAUGGUGCACCGGUCGAUGAUGCCAUUCGGCAACAGAACCAGAUUCAGCAGCAGCAGGAACAACGGCGUUUGGACCU
Gur-1-5 GGGAGUGGCGUUCUUUGUCGGAGUGCUGCCAUUUAUGUUCAUGGAAAACGAAAGCGGCGCCCUGACAUCCUUCAUCGUCG
Dpo-1-4 CGUUGACCGAGACACAGGGAGUUACGGUACUUAUGUUGGUGUUCCUGUAUAUGGUUAUGAAGAUCAUGAGACAACAAACC
Dsp-1-2 CCGACCGUGAAGCUCUGCAUGAAAGCCUUAUCAGAAAUGGCGUACCUUCACUGCUGAUGACGCGCAGUUGCCAGCCCGCC
Dvu-1-1 CUGACCGCGCCACCCUGCACGGAAGCCUUGUCAGAAACGGUGUGCCUUCAUUGUUGAUGACACACCGCAGCCAGGCCUGC
Dde-1-2 UUCACCGAGGAGCACAAGCAGCGGCUGACCCUGCUCGGGGUGGACCACCUCUACGUGCGGGCUGCGGACUACGACCAGUU
Glo-1-2 CUGGUCUGUUUUGUCGUGACCCUUGCCGUCACAUCAAUGGCCUCAGCAGCCAGCUACACCCUGAGCAUCAGCACCGACAA
Gur-1-6 GAGUAACAAAAAUGACAAAAACGAUGAAAAUGGCGGUAUUAUUUCUGGCUCUGGCAUUCGCACAAGCAACGGUAAUCCCU
Gsp-1-4 GCUGUCAAAAUGAAGCAGCCAUCCAGAAAGAUUUCACACAAUGAUUCCCGUCAGCGUCCCUUGCAUUUGGAAGAACAAUA
Gur-1-7 UAUGCUGACCGGCUGCGGCAGCAGCGGCGGAGGUCUUUCAUCCCAGGUCGUGAGUGGCGUUGCUGCGGUCGGCGCUCCAC
Gur-1-8 ACGCCCCACCCCCUCCCCCCGUCUAUGCCCCGGCCCCGCCACCCGUGGUGAUCGAAGAGCGGCCGGAAUUCGUCCGGCUC
Gme-1-3 CCUGGCUUUGCGGGAUUGGGCGAUGAAAUUCAAGAACAACGUCAGAAAGAUCAGAGAAGAACGGCUCAUGAGCAAGGCUG
Gsp-3-4 CGGCGCGCUGCUCGUCAUGACCGUCAUGGCGUCGGCGCAGUUGGCACCGAGCGUGGCCCAGGCAGCCCAGGCGACUCUGA
Gbe-1-2 UCGCGCUCGGCGCGCUGCUCGUCAUGACCGUCAUGGCGUCGGCGCAGUUGGCACCGAGCGCGGCCCAGGCAGCCCAGGCG
Gme-1-4 GGUGAUGACAUCUCACAGAGAUCAAACUUCAUGGCUAUCUCCCUUAACGACAAACAUUAACUGAAUUCACGGAAACAACG
Gsu-2-5 UACGGGCCGGACCGCCGACGGUUCGGUACCACGCACCCCGGCCAUCAUAGCCACACCCGGCGAACGGACAAUUCAAGCCG
Gsp-2-5 CCAGCCGGGAGGACGACGAGGGAGGACGUCGCCCCUGCCUAUCCGCUCACAUUAUCGAUUUGGUCACCGGGGAUCCCCAU
Gur-1-9 AGGGGUGACCGAAGAAACCAGGAGGCACAGCCGGGAACGGCACGGCUCUGUGCAUAAGCGGGAGUUCAGCGGGCUGCGCA
Gsp-3-5 UGGUUAAUCGCUGUAACUUUCAGGUCGAAAAGCUGGCAUUGGUGUUGCGAUAGGAAGCGUGUGGUUUAGAAAACUACUUA
Gbe-1-3 CCAUCCCGACCGGUUUUUACGACUACCGCCUGGCCGGCACGGAAGCUUGCAGCAACCUCGACGGCAAGCACAACACCCUG
Gsp-3-6 GCCACGGCGCCCCCACGGUUACCACCUGUGCCGGGUGCCACUAUCACAGCGGCACCUUGUCCGCCACCACCAACAAGACG
Ppr-1-10 AUACGGCCAGGAUCACCCAGCUCGCAGGCACGGUUCACACGGACCUGCAUCGCCUGGUCAAGGAACGGAAGAUGAAGAUA
Gsp-3-7 GACUCCUCGGCGCAGCCCCGCGAGAAGAGCGCCGCCAUCGACCAGGACGGCAACUUCGCCUUCGACGUCACCGGCAUGAC
Gsp-2-6 CUACUACCAGGCCAACUCCAGCGCGAUCCCCUUCCAGGGGAGCGGUGCAACCGAGGGGAACGCCCCCAUCGACAAGGGGA
Gsp-1-5 UCCUGGGCGACGACGUCAUUGGCCGGUUGGGUGUCAUGGAGCUUGACGAGGGGGAUACCCUGCCGGAUGUGGCACGGCAC
Gsp-1-6 CAAGGCAGUAGACCCUUUGACCACCGGCUGGCUCAGCCGCGGGGCGCUGCUGAACUUUUACCAGGCUAAUCUCCGUGCCC
Gsu-2-6 CGUGGCCAUCGCCGAGCCGCCGGUCUUUCUCGUGCCCCGCUCCCUCGGGUUUUACGUGGCCGUGGGUGUUCCCUAUGAUC
Gme-1-5 AGGCAUACCCCGCAUACUUCACGGCCAACUGCGCCGGCUGCCACGCCUCACCGGUAGUGGCCACCUGCAACGGUUGCCAU
Gbe-1-4 GAUCCCGGAUGGCUACUACGAUUACCGCGUGGCGGGAACCGAGGCCUGCAGCAACACCGACGGCAACCACAAUACCCUGA
Gsu-2-7 UGCAAUGAAAUACCGAAACAACGUGAAGAAGAUCAGGGAAGAACGGCUCAUGAGCAAGGCCGAACUGGCACGGCUCGCGG
Gsu-2-8 UCUUCCGGCAACCUGUAUGUCACCGAUUCCCGGGGCGGCGGUAUCGUGCGCUUCACCUCCACCGGCCGUUUCGACCGGUU
Gur-1-10 GUGGGAUUCUCCAACCAGAAAUAGUGGGCGGCUCUUCCCAACAAUAUUGUCCAAGUUCUAUGAUGACGUCUAUCGGUGGU
Ppr-1-11 GAAGACCGGUCAGGCCGUGGGCAGGGCCUUCAAACGCUGGGGCCAGGCCACGGGCGCGGCCUUCAGGGAGGCGGGAAAAA
Gme-1-6 CCAGUCCGCUAUGAGCCGGUUUACGCAUCUGCUCCUCGGCCUGUCUACGUGCCGGCCCCACCACCGGUGGUAAUCGCCGA
Gur-1-11 AGAUGGGAAUUUCAGCACGAGAGGCUGGUACGAUAAUACCAGCCCGAAACUGUCCAGUGUGGAACAUGUGGCCAACAGCG
Gsp-2-7 GCCGUCGAAGGAAGCACCCCCCUCGGCGUCUCCACCGGCACAACCGCUUCCAUAAGCGGCCUCGACCCCGGCAACUCCUA
Gur-1-12 GAUAGAAAAGACCCGUGAAGGGCUGCUCGACCAGUAUCAUCAUGCCCACGAGGUCACCUUCGCCAUUGCCCGGAUCAGCG
Gsp-1-7 CAGUCCGGCCAAUACGCAAGAAGGAACUGCCACGGCUACACCGACAACAAAUACCCCCUCCAGUGAUACAUCGGCACCAA
Gbe-1-5 CGCCCCCCGCGGUGGUGGUGGCCCCGCCUCCUGCCGUGGUGACCCAGACCCCUUACUAUGACGACGACGAGGAGGAGGUC
Gsu-2-9 CCAAUCGGAAAAUGCCACCUUUUUCAGCAUAUCAGCCAGCCCAACCGGCGAUGUGACGCUCAACUGCGGCGGUGUUCCCG
Gur-1-13 CCGAGUUUAUCGUGCCUUCAACUCUAGGUUUCUAUGUUGCGGUAGGGGUGCCAUACGAUCUGUUCUAUGUUUCCAACAGU
Gsp-1-8 GAGUUCAUCAUUCCGUCAGCUCUAGGUUUUUAUGUGGCAGUGGGUAUCCCCUACGACAUGUUCUAUAUCUCCAAUACUUA
Gsp-2-8 AUGACCGGCGCAUUUAUGUCUACACCAGCCCCGGUAAAGGCGCCAGCGAAGCAGAAUACCAGGAAGAUCUCCAGAAGGCG
Gur-1-14 UGGGAUCCUGAAACGGACCCGAGCGUUACCGGUUAUAAGGUAUAUUACCAGGCGGAUUCAUCCACCCAACCCUUUAGCGG
Gur-1-15 ACUGAUGCCAACCUUGCGGGUUACAAGGUUUAUUACCAGGCGGAUUCAUCCACAACUCCUUUUAACGGUACCGGGUCGCC
Ppr-1-12 GGAAAUUCGGGACAUGACAGCAGGGCUGCCGGGCUUAAGCAGUACCUCCUUGUGAGGUGCGGUUUGCUCAGGCACAGACA
Gbe-1-6 CGGCGCCAAGCAGCACAACCCCCAAAAGGAGAUCGAAUGAAGCAACUGAUAAGGACCAAACUUGCAGUCUUGUACCUGUU
Gme-1-7 AGGGAGUUUCCGAGGAAGGGAAGGCGGAGGGGCACCGCAGGCACGGCUCGGAGAGGAAGAAGGAAUUCCGUGACCUCAAC
Gsu-2-10 CGACAAGGUCAUCAUCAGCAUCAGGGAAAUACGUGUCGUGCCGGCGGGCAGGGAGAAUGCGCCCGACAACGACCCCGGCC
Gsu-2-11 CUCACACUUAGUGGAACAGUACCAGCAGGCCCACGAAAUCCCCUUUGCCAUGGCCGGGAUCGCCGACCCCGAAUGCCUGG
Gsu-1-10 CUCACACUUAGUGGAACAGUACCAGCAGGCCCACGAAAUCCCCUUUGCCAUGGCCGGGAUCGCCGACCCCGAAUGCCUGG
Gme-1-8 UCCCGGCUCCGCGGGUUGUGAUUGAGGAACCCCCGCUUUUUAUUGCACCUCCUCGUCUCGGUUUCUAUGUUGGUGUCGAU
Gur-1-16 UCGAGUCAGCAAGAGCUGCGCUUUUAAAGACGCAUAGAGCUGAGGGGGGGCCAUUUGUCCCGUGUCAAGGGCUGACUCUU
Ppr-1-13 CCCGGCUUUUUUGUGUCCGCCGCCCGUUUCAUUUUCGAUAGUAAAGAAAGGUACCGUUUUUCGCCCAUGCGCCGAACUGU
Gme-1-9 AGGAUAAAAAUCAAAGCUGUCAAAAUCGUACCGGUCGAAUAUGACCAGAAUGCAUCCGACGACGACCCCCUGCUAAUCAC
Gme-1-10 UUUGAACCUCCUUCCGAAACUUCACAGCAAAUGGAAACCGACGAAUUCGAUAAGAACUCGGUGCACUCCAUCAUUAAAUA
Gsp-3-8 UCUCCCCGCGACGCCCCGCAGCAUCCCCCCGGGUGCUCGCAUGGUGACCGACGACACCAUCGCCAUCCCCCAGCUCCUUU
Gur-1-17 CUCGCCAGUUACGAUUGAUCGCAUAGAGCGUGGCGAAGAGUGCCGCAUGGAAACUAAAAGGAAAAUCAUUCUGGCUCUUG
Gbe-1-7 UUCAACGGGGAAUCAGGAGAAAUUCCGGGAGCGUCGCUCUCGGUCCCCCCCCUUCAGUUCCAUAUGUUGCAGCUUCACCC
Gsp-3-9 CAAGAGGGGUCGCAGUCACAGAGGCAAUAUUACGGGAAAGGGCAGUUCCAGCAUGCAUCGAAUCUUAUGUCCGUCAAUCA
Gbe-1-8 UCUUUUUCUCCCCCAGGCACCCCGCAGCAGCCACCCGGGUGCUCGCAUGGUGACCGACGAAAACACCAUCGCCAUCCCGC
Gur-1-18 CUACCAACAGGUGGUCGUGACGAUUCGCGAAGUGCGGGUCGUGCCGGCGGGGAUGGAGAAUGCGGCGGACAACGACCCCG
Gbe-1-9 AACGACGCCAUUAAGCAAAUGAAAAAAUGAUGCUCCGUGCAACCCUCUCUUCUCUGAGAUUCGUGCAAUGGGAAUACCGG
Gsp-2-9 CGAAAACAGGGAAAUGUUCGCGCAGAAAGGUACCUAGUACCCAGUCCAACUUACGACGGGAGAUGUUGUCCUAGAAGUCA
Gme-1-11 CCUCAUCGAGCAGUACCGGGAGGCCCACGAGAUCCCUGCGGCCAUCGCCCGGAUUUGCGAUGCCGAAUGCCAUGCCCGGG
Gur-1-19 GCGUUGCGGCUGUGGCCCUUAUGGCAGGAACCGCCUGUGCGGAGAACAUCGCGGGAAAAGUGGGCGUUACCGGGCGGAUC
Gme-1-12 CAGCCAACACACUUCGGGCACAGGUUUUCAACGGUUCAGAAAUAGUUACUGAUCCUGCCAAGAUCAGGGUCGAGUAUUCG
Gme-1-13 UUCAAACAUGUCUAAAACUUUGAAGAUGGCAGUACUCUUUCUGGCACUGACAAUCGGACAAACAGCGGUAAUUCCCUCAG
Gur-1-20 GAUAUCCGGCCCCGGCUUUUUUGUAUUCAAAGCGGUACGAAUUCCGGGGCAGUAAAGGGGGUGAUAAGGAAAUAAUAAAG
Gme-1-14 AAUGACUUUCCCGUUGCCAAUGGCGACGACGUCAUUGGCCGGCUUGCCGUCCUCAGACUUGAACAGGGGGAUACGCUCCC
Gme-1-15 CAGCGUUUCAGCUGAAGGGGACGGAGGCGCUGGCCUAUCCCGCGUACUUCACGACCAAUUGUGCCGGCUGCCAUGCGGCA
Gsp-3-10 CUGAAGGAUGCCCAGGCUAUAGCGAUUAUUCCAGGUGUCAUCAAGGUCGGCUUCGUCAUCGGCGGCAGGUACGGCACCGG
Gbe-1-10 CUGAAGGACGCCCAGGCUAUAGCGGUUAUUCCAAGUGUCAUCAAGGUCGGCUUCGUCAUUGGCGGCAGGUACGGCACCGG
Gsu-2-12 UCAACGGGCACGCCGACUACCGCGGCAGUAUCAGGGGUGGCAGCCACCGGAGCCCCCCUUGUGGGCACGAUCCGGCUCAA
Gsp-3-11 CGUCGAAGCCGGGCGCCCCUACUACGUGGAAAACCACAGACGCGUAUACAUGAAAAAGAAGCACCACGAAGAUCGCGGCA
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Gbe-1-11 GUCGAAGCCGGGCGCCCCUAUUACGUGGAGAACCACAGGCGCGUCUACAUGAAAAAAAGGCACCACGAAGACCACGGCAG
Gsp-2-10 GGCUACCUGCCGGCCCCGGCGGGAGUUCACAUCUACUACGACGCGGGUCGCCCCUACUACAUGGAAAACCACAAGCGGGU
Gsp-3-12 UAGUGACCGAGUUUGUAAAACGCGAAUGGUUGAUGACAGUUUUUUUGAGUGCAAGGUGAAGAGGCCAAAUCCGAUUUAUU
Gsp-2-11 CAAAAGAAUUGCGGAAGAUUAUUGAUGUUGUUUGUCUUUGCCCUGACCCUGCUGUCCUUCCAACUCGGGCGCAACGAGGC
Gsp-2-12 GACAUUUUGAUCUUAGGCCCGGAAGAAUUAAACAUAAUCAAGGAUAAAUAUCCUAAAUGCCGUAUACUCCAACUGACCAA
Gsp-1-9 UCAUCACAAUCAAGGAAGUCCGCGUCGUACCGGCAGGCCUUGAAAAUGCCAAGGACGACGAUGCCCGACUCCCCGUCGUC
Gsp-3-13 CCUGCCGUGGUGACGCAGACCCCCUACUACGACGAGAUCGAGGAGGAGGUCGAGUUCAUCUAUCCGGAGCCGCUGGGGUU
Gsp-2-13 UCCGAGCAGCGACUGACCGAGCUGCAGCAGGACGGGGAGCGCCUGGCGAUGCUGCAGGAAGCCAUCGACUCUCUGCCGAU
Gsu-2-13 CGGCCGACUGGGGCUGGUCAAACUCGAAGAGGGGGAUACGCUGCCGGAUGUGGCGCGGCACUUCAGCGUGGGCAUCAAUG
Gsp-1-10 CUGUUACCAUAGAUCGUAUAGAGCGUGGGGAAGAAUGUCGUAUGGAAACCAAGAGAAAAAUAAUAUUGGCACUCGGAUUU
Gsp-3-14 AAUUCGGCUUCAGGACGAACGACACCGAUGCAGGUUUGGCCGUGGGCGGCGGUCUUCUUUACGGCAUCGACGAUCACUUC
Gbe-1-12 AAUUCGGCUUCGGAACGAACCACACCGACACCGGUUUAGUCGUGGGCGGCGGUCUUCUUUACGGCAUCGACGAUCACUUC
Glo-1-3 GCGGCGGGGGUAACAGUCCCGGGGUCUCUUCGCAGGUGGUAACGGGAACUGCGGCUGUCGGUACGCAGCUGUCCGGCCAA
Gur-1-21 GGUAUUAGUGCUAUUCUUCUUCACCAUUGCGCUUGGAGUCGGCCAGUUGUGGAUUUCGGAUGCGACUGCACAAUCAUCGU
Gur-1-22 UGCCCACUUGGCCUCACAGCCGACAGUGGGGUUACUAUCCGAGUGGCGGGCUUGGCUUGAUCCUUUUGAUUCUGCUCAUC
Gur-1-23 CCAGACCAAUGACGGGGAGUGGCUGGAUCUCGCCCUCCGUCUCGUGGACCAGGUACAUCACAUCCUCGGCCGCCACCGCA
Dre-1-1 AAGGGCCUCCAUGGCGGUUCGGCACACCAUCUUGUUGAAAAAUUUCCGGAUCAAGACAAGCAUUCAGUGGUGUAUAAUAC
Dre-1-2 CGUGUUGAAUACUUUCCGGAUCAAAACAGGCCUUCAGUAAAAUAUACGAAGAAAGUACCACCAGAAAACCAAAGGGAGGG
Gur-1-24 UUGCAUCCGGAGAUACUAACGGCCAGCAGACAUUAAACCAGAGCUUCCAGCCUGGAACAGCAUUGGGGCCGGAUGAGAUG
Pca-1-7 AAAUGCUGAAAACUUUGACAGACGACAUAUUGAAGCACUUCAAACGGCGCGCCUGAAACGAUUGUUAAAACAUACUUUAA
Dae-1-2 UUGUUCACGGACGAGCACAAGGAGCGGCUCUCCCGGCUCGGCGUGGACCACCUUUACGUGCGCGCCGAGGACUACCGCCG
Dac-2-1 CUUCGGAUACCGCUGGGACGGCGGCGCUUACGAAUCAGAUAUGCUCAACGCCUUGAACGAUGCCGGCAUCCUGGCGGUCA
Dac-2-2 GAACACCCAGUUUGGCGUCGGUGGAGAUUUCGAAGGAUUCCGGUAUGCCACUGUGGCCGAAGCCGAGGGUUUGUGCGUGG
Dac-2-3 CAUUAUAGUCGGUCUUCAGUCUACCCCUACUUACGCUGCCGAGGCGUUUCGUUGGACGGCUUCGAGCGGCUUUGCGAAGG
Dac-2-4 CGAAUUUUCCGGAAAGGAGGUGAAGCUACAGAGUGAUCCCCGGUGGGUCGCCGAGCGGACCCCGGGAAGGGUGUGAAUCA
Dol-1-1 CAGAGGGUGAAAAUUUUUACGGCCAGGAUGCACAAUACACCAUCAACCCACCAUCCUAUAUCAAACUGAAUGCAAGCGGG
Gur-1-25 CUCCUACGCCAACGGCUCCAUCCUCGGCGGCGGCAUCGACGCCACAACCCUCGCCCAGUUCGGCGGCAGCUCUUACUCCG
Gme-1-16 AAGACAUCAUCGCAGCCGCUAAGAAUGGUCCAGUAACUCUUGGCGCCGGUGCCGACUCCUACCUCGGGGGCGCACUGGCC
env-1 UGUAGAGAAAUUGCCCUGUUUCCAGAGGAAAAUCCUUUUCCGGUCAUGCGUGUGAGCAAGCAAGGAAAAUUGCUUUAUGC
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10 DeltaG20A

10.1 Taxa

The taxonomy of each organism containing a putative DeltaG20A is listed,
with abbreviations identifying each hit (e.g., “Eco-1-1” and “Eco-1-2” might hy-

pothetically represent two distinct RNAs in E. coli). The abbreviations will be
used to identify each individual DeltaG20A in Sections 10.2 and 10.4.

abbrev. of hits taxonomy of species
Dpo-1-1 Bacteria Proteobacteria Deltaproteobacteria Desulfobacterales Desulfobacteraceae Desulfobacter postgatei 2ac9
Gbe-1-1 to Gbe-1-11 Bacteria Proteobacteria Deltaproteobacteria Desulfuromonadales Geobacteraceae Geobacter bemidjiensis Bem
Glo-1-1 to Glo-1-3 Bacteria Proteobacteria Deltaproteobacteria Desulfuromonadales Geobacteraceae Geobacter lovleyi SZ
Gme-1-1 to Gme-1-13 Bacteria Proteobacteria Deltaproteobacteria Desulfuromonadales Geobacteraceae Geobacter metallireducens GS-15
Gsp-1-1 to Gsp-1-7 Bacteria Proteobacteria Deltaproteobacteria Desulfuromonadales Geobacteraceae Geobacter sp. FRC-32
Gsp-2-1 to Gsp-2-9 Bacteria Proteobacteria Deltaproteobacteria Desulfuromonadales Geobacteraceae Geobacter sp. M18
Gsp-3-1 to Gsp-3-11 Bacteria Proteobacteria Deltaproteobacteria Desulfuromonadales Geobacteraceae Geobacter sp. M21
Gsu-1-1 to Gsu-1-11 Bacteria Proteobacteria Deltaproteobacteria Desulfuromonadales Geobacteraceae Geobacter sulfurreducens KN400
Gsu-2-1 to Gsu-2-12 Bacteria Proteobacteria Deltaproteobacteria Desulfuromonadales Geobacteraceae Geobacter sulfurreducens PCA
Gur-1-1 to Gur-1-14 Bacteria Proteobacteria Deltaproteobacteria Desulfuromonadales Geobacteraceae Geobacter uraniireducens Rf4
Pca-1-1 to Pca-1-3 Bacteria Proteobacteria Deltaproteobacteria Desulfuromonadales Pelobacteraceae Pelobacter carbinolicus DSM 2380
Ppr-1-1 to Ppr-1-4 Bacteria Proteobacteria Deltaproteobacteria Desulfuromonadales Pelobacteraceae Pelobacter propionicus DSM 2379
Dac-1-1 Bacteria Proteobacteria Deltaproteobacteria Syntrophobacterales Syntrophaceae Desulfobacca acetoxidans DSM 11109

10.2 Gene contexts

Each DeltaG20A (indicated by “RNA→”) is listed. For each hit, the genes
located within 6 Kb of the hit are given, except that genes are not listed for
eukaryotes, because these organisms were not used in the statistics of genetic el-
ements associated with c-di-GMP riboswitches.. Some environmental sequences

and some RefSeq entries lack gene annotations, and so no genes are available for
such sequences. The direction of each gene is indicated with an arrow (→), and
each conserved domain in the gene is colored. Conserved domains associated with
more than one DeltaG20A are assigned a color; other domains are gray. Informa-
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tion about these conserved domains is given in Section 10.3. The accession number
of the sequence containing each DeltaG20A is given. Accessions beginning with
“NC ”, “NS ”, “NW ” or “NZ ” are contained in RefSeq. Other accession refer
to environmental samples, whose sources are cited in Methods. Nucleotide coordi-

nates are given for the 5′ and 3′ boundaries of each DeltaG20A. If the 5′ coordinate
is greater than the 3′ coordinate, the RNA is present on the reverse-complement
strand of the containing genomic DNA sequence. Each hit is denoted by an ab-
breviation (like “Eco-1-1”) that refers to a taxonomy given in Section 10.1.

abbrev. Seq. accession 5′ at 3′ at genes

Bacteria Proteobacteria Deltaproteobacteria

Glo-1-1 NC 010814.1 - 213223 213112 RNA→ FGE-sulfatase (pfam03781)→ hypo→
Pca-1-1 NC 007498.2 - 2400116 2400000 RNA→ sigma-fimbria adhesin→ sigma-fimbria adhesin→
Pca-1-2 NC 007498.2 - 668531 668421 RNA→ CheW (cd00732)→
Pca-1-3 NC 007498.2 + 1987026 1987140 RNA→ PaaK (COG1541)→
Dac-1-1 NC 015388.1 + 907000 907110 RNA→ EppA BapA family protein→ hypo→ hypo→ hypo→
Dpo-1-1 NZ CM001488.1 - 1528338 1528221 RNA→ hypo→
Gbe-1-1 NC 011146.1 + 2076747 2076854 RNA→ fn3 (pfam00041)→
Gme-1-1 NC 007517.1 + 1079455 1079563 RNA→ HTH XRE (cd00093)→ PilM (COG4972)→ PilN (COG3166)→ PilO (pfam04350)→ PilP (pfam04351)→

AMIN (pfam11741)IV pilus PilQ (TIGR02515)→ Chorismate synthase (cd07304)→ SK (cd00464)→
SK (cd00464)→ DHQS (cd08195)→ TPR (cd00189)→ TPR (cd00189)→ COG2018 (COG2018)→

Gbe-1-2 NC 011146.1 + 2079940 2080048 RNA→ DUF3607 (pfam12245)→
Gur-1-1 NC 009483.1 - 458201 458098 RNA→ hypo→
Glo-1-2 NC 010814.1 - 1534192 1534082 RNA→ A2M N (pfam01835)Cytochrome cB (pfam11783)→
Gur-1-2 NC 009483.1 - 626400 626297 RNA→ hypo→
Gme-1-2 NC 007517.1 - 1212239 1212131 RNA→ cytochrome c→
Gsp-1-1 NC 011979.1 - 3014678 3014567 RNA→ NLPC P60 (pfam00877)→
Gur-1-3 NC 009483.1 - 2694582 2694470 RNA→ FN3 (cd00063)→
Ppr-1-1 NC 008609.1 + 2787020 2787126 RNA→ hypo→ hypo→ ErfK (COG1376)→
Gsp-2-1 NC 014973.1 - 5044353 5044242 RNA→ COG2373 (COG2373)Cytochrome cB (pfam11783)→
Gsu-2-1 NC 002939.5 + 2773373 2773484 RNA→ cytochrome c, 1 heme-binding site→
Gur-1-4 NC 009483.1 - 2885794 2885690 RNA→ hypo→
Gsp-1-2 NC 011979.1 - 3607991 3607879 RNA→ hypo→
Gbe-1-3 NC 011146.1 - 1256056 1255952 RNA→ hypo→
Gsp-3-1 NC 012918.1 + 3691123 3691236 RNA→ FN3 (cd00063)→
Gsp-2-2 NC 014973.1 + 2018586 2018697 RNA→ FN3 (cd00063)→ hypo→
Gsu-2-2 NC 002939.5 - 3168969 3168857 RNA→ PLN02919 (PLN02919)→ decahem SO (TIGR03508)→ DnaJ (COG0484)decahem SO (TIGR03508)→
Gsu-1-1 NC 017454.1 - 3063306 3063194 RNA→ PLN02919 (PLN02919)→ decahem SO (TIGR03508)→ DnaJ (COG0484)decahem SO (TIGR03508)→
Gsp-2-3 NC 014973.1 + 2017149 2017261 RNA→ FN3 (cd00063)→
Gsp-3-2 NC 012918.1 - 2863585 2863475 RNA→ FN3 (cd00063)DUF3607 (pfam12245)→
Gsu-2-3 NC 002939.5 + 1348984 1349093 RNA→ hypo→
Gsu-1-2 NC 017454.1 + 1319867 1319976 RNA→ hypo→
Gme-1-3 NC 007517.1 - 265074 264969 RNA→ hypo→
Glo-1-3 NC 010814.1 + 645053 645162 RNA→ FN3 (cd00063)fn3 (pfam00041)→
Gsp-2-4 NC 014973.1 + 4032440 4032552 RNA→ SMC prok B (TIGR02168)→
Gur-1-5 NC 009483.1 - 2692047 2691942 RNA→ FN3 (cd00063)→
Gsu-2-4 NC 002939.5 + 1081530 1081642 RNA→ hypo→
Gsu-1-3 NC 017454.1 + 1052320 1052432 RNA→ hypo→
Gsp-1-3 NC 011979.1 - 3356689 3356576 RNA→ HTH XRE (cd00093)→ PilM (COG4972)→ PilN (COG3166)→ PilO (pfam04350)→ PilP (pfam04351)→

IV pilus PilQ (TIGR02515)→ hypo→ Ig family protein→
Ppr-1-2 NC 008609.1 + 2712830 2712932 RNA→ putative lipoprotein→
Gsp-3-3 NC 012918.1 + 2404308 2404420 RNA→ DUF500 (pfam04366)→
Gbe-1-4 NC 011146.1 - 2499153 2499041 RNA→ COG2930 (COG2930)→
Gme-1-4 NC 007517.1 + 1977782 1977888 RNA→ hypo→
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Gsp-3-4 NC 012918.1 + 1448410 1448516 RNA→ hypo→
Gsu-2-5 NC 002939.5 - 2133703 2133591 RNA→ repeat-containing protein→
Gsu-1-4 NC 017454.1 - 2105035 2104923 RNA→ repeat-containing protein→
Gur-1-6 NC 009483.1 + 2697401 2697507 RNA→ hypo→ hypo→
Gsp-2-5 NC 014973.1 - 1214191 1214079 RNA→ fibronectin type III domain-containing protein→
Gsu-2-6 NC 002939.5 + 1922639 1922750 RNA→ lipoprotein cytochrome c→
Gsu-1-5 NC 017454.1 + 1889811 1889922 RNA→ lipoprotein cytochrome c, 3 heme-binding sites→
Gme-1-5 NC 007517.1 + 2447610 2447714 RNA→ Integrins alpha chain→
Ppr-1-3 NC 008609.1 + 3117918 3118022 RNA→ fn3 (pfam00041)→
Gsp-1-4 NC 011979.1 + 3538279 3538384 RNA→ SCP bacterial (cd05379)→
Gsu-2-7 NC 002939.5 - 2136385 2136273 RNA→ hypo→ hypo→
Gsu-1-6 NC 017454.1 - 2107723 2107611 RNA→ hypo→ hypo→
Gbe-1-5 NC 011146.1 - 2179199 2179092 RNA→ lipoprotein cytochrome c→
Gsp-3-5 NC 012918.1 + 2709720 2709830 RNA→ cytochrome C family protein→
Gur-1-7 NC 009483.1 + 323112 323217 RNA→ DUF1653 (pfam07866)→
Gsp-3-6 NC 012918.1 + 359876 359985 RNA→ OmpW (COG3047)→
Gbe-1-6 NC 011146.1 + 382528 382637 RNA→ OmpW (COG3047)→
Gur-1-8 NC 009483.1 - 2005288 2005187 RNA→ hypo→
Gsp-2-6 NC 014973.1 + 3146392 3146504 RNA→ hypo→ hypo→ hemeryth dom (TIGR02481)→
Gsu-2-8 NC 002939.5 - 1147048 1146934 RNA→ hypo→
Gsu-1-7 NC 017454.1 - 1117941 1117827 RNA→ hypo→
Gur-1-9 NC 009483.1 - 2035515 2035412 RNA→ hypo→
Gsp-1-5 NC 011979.1 - 1962108 1961998 RNA→ hypo→
Gme-1-6 NC 007517.1 + 2280681 2280787 RNA→ exosort acyl (TIGR03694)→
Gme-1-7 NC 007517.1 + 1911263 1911367 RNA→ decahem SO (TIGR03508)→
Gbe-1-7 NC 011146.1 - 649739 649636 RNA→ hypo→ HATPase c (cd00075)PAS (cd00130)REC (cd00156)HisKA (cd00082)→
Gme-1-8 NC 007517.1 + 325746 325849 RNA→ cytochrome c→
Gur-1-10 NC 009483.1 + 838435 838538 RNA→ ccoP (TIGR00782)Cytochrom C (pfam00034)→
Gme-1-9 NC 007517.1 - 1324489 1324383 RNA→ cytochrome c→
Gme-1-10 NC 007517.1 + 3913261 3913367 RNA→ SPOR (pfam05036)YkuD (pfam03734)→ SPOR (pfam05036)YkuD (pfam03734)→ putative lipoprotein→
Gsp-1-6 NC 011979.1 - 158348 158236 RNA→ ErfK (COG1376)SPOR (pfam05036)→ lipoprotein→ TPR (cd00189)COG3034 (COG3034)→
Gur-1-11 NC 009483.1 - 2519093 2518990 RNA→ ErfK (COG1376)SPOR (pfam05036)→
Ppr-1-4 NC 008609.1 - 609699 609594 RNA→ LysM (cd00118)SPOR (pfam05036)→
Gur-1-12 NC 009483.1 + 2356828 2356932 RNA→ FN3 (cd00063)fn3 (pfam00041)→
Gur-1-13 NC 009483.1 - 2790596 2790494 RNA→ OmpW (pfam03922)→
Gsu-2-9 NC 002939.5 - 197883 197771 RNA→ LysM (cd00118)SPOR (pfam05036)→ lipoprotein→
Gsu-1-8 NC 017454.1 - 166147 166035 RNA→ LysM (cd00118)SPOR (pfam05036)→ lipoprotein→
Gur-1-14 NC 009483.1 + 2097360 2097462 RNA→ HTH XRE (cd00093)→ PilM (COG4972)→ PilN (COG3166)→ PilO (pfam04350)→ PilP (pfam04351)→

AMIN (pfam11741)IV pilus PilQ (TIGR02515)→ hypo→ DUF1573 (pfam07610)→
Gsp-3-7 NC 012918.1 - 675301 675189 RNA→ HATPase c (cd00075)PAS (cd00130)REC (cd00156)→
Gbe-1-8 NC 011146.1 + 4525099 4525202 RNA→ ErfK (COG1376)SPOR (pfam05036)→ ErfK (COG1376)SPOR (pfam05036)→ lipoprotein→
Gsp-3-8 NC 012918.1 + 4660628 4660731 RNA→ LysM (cd00118)SPOR (pfam05036)→ lipoprotein→
Gme-1-11 NC 007517.1 - 271505 271395 RNA→ lipoprotein→ COG3357 (COG3357)→
Gsu-2-10 NC 002939.5 - 1711443 1711329 RNA→ lipoprotein→
Gsu-1-9 NC 017454.1 - 1681092 1680978 RNA→ lipoprotein→
Gsp-2-7 NC 014973.1 - 3835294 3835182 RNA→ PAS (cd00130)EAL (cd01948)GGDEF (cd01949)→ hypo→ Adenine glyco (pfam03352)→
Gbe-1-9 NC 011146.1 + 1375443 1375545 RNA→ hypo→
Gsp-3-9 NC 012918.1 - 3585656 3585544 RNA→ hypo→
Gsu-2-11 NC 002939.5 - 2226001 2225892 RNA→ HTH XRE (cd00093)→ PilM (COG4972)→ PilN (COG3166)→ PilO (pfam04350)→ PilP (pfam04351)→

AMIN (pfam11741)IV pilus PilQ (TIGR02515)→ Chorismate synthase (cd07304)→ SK (cd00464)→
DHQS (cd08195)→ TPR (cd00189)→ COG2018 (COG2018)→
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Gsu-1-10 NC 017454.1 - 2195985 2195876 RNA→ HTH XRE (cd00093)→ PilM (COG4972)→ PilN (COG3166)→ PilO (pfam04350)→ PilP (pfam04351)→
AMIN (pfam11741)IV pilus PilQ (TIGR02515)→ Chorismate synthase (cd07304)→ SK (cd00464)→
DHQS (cd08195)→ TPR (cd00189)→ COG2018 (COG2018)→

Gsp-3-10 NC 012918.1 - 1725772 1725660 RNA→ hypo→ hypo→ hemeryth dom (TIGR02481)→
Gbe-1-10 NC 011146.1 + 3197817 3197929 RNA→ hypo→ lipoprotein→ hemeryth dom (TIGR02481)→
Gbe-1-11 NC 011146.1 - 3434389 3434284 RNA→ lipoprotein→
Gsp-2-8 NC 014973.1 - 4501787 4501674 RNA→ hypo→
Gsp-1-7 NC 011979.1 + 2319935 2320047 RNA→ hypo→
Gme-1-12 NC 007517.1 + 1334230 1334333 RNA→ Peptidases S8 Subtilisin like (cd07473)→
Gsp-3-11 NC 012918.1 + 378580 378692 RNA→ hypo→ PRK01265 (PRK01265)→ pseudogene→
Gsp-2-9 NC 014973.1 - 1576731 1576619 RNA→ hypo→
Gme-1-13 NC 007517.1 + 158159 158267 RNA→ hypo→
Gsu-2-12 NC 002939.5 - 2760066 2759953 RNA→ cytochrome c→
Gsu-1-11 NC 017454.1 - 2659780 2659667 RNA→ cytochrome c, 6 heme-binding sites→

10.3 Conserved domains

Conserved domains found in protein-coding genes listed in Section 10.2 are
shown below, with the first sentence in their description from the Conserved
Domain Database (if any). Conserved domains associated with more than one
DeltaG20A are assigned a color, while others are shown in gray. The symbols
‘d’ and ‘u’ (if any) to the left of the colored domain name indicate whether the
domain occurs upstream or downstream of the RNA motif. Domains marked with
lower-case ‘d’ occur (at least once) present downstream of some DeltaG20A in the

opposite orientation. Domains marked with capital ‘D’ occur downstream and
in the same orientation (i.e., a potential cis-regulatory arrangement). Domains
marked with a ‘u’ occur upstream of the RNA in either orientation. If the ‘d’/‘u’
symbols are missing, then the domain is downstream and in the same strand. (This
mode is used for motifs predicted as cis-regulatory. The number in parentheses
after the colored domain name is the number of occurrences in Section 10.2.

cd00063 (8) Fibronectin type 3 domain; One of three types of internal repeats found in the

plasma protein fibronectin.

cd00075 (2) Histidine kinase-like ATPases; This family includes several ATP-binding pro-

teins for example: histidine kinase, DNA gyrase B, topoisomerases, heat shock protein HSP90,

phytochrome-like ATPases and DNA mismatch repair proteins

cd00082 (1) Histidine Kinase A (dimerization/phosphoacceptor) domain; Histidine Kinase A

dimers are formed through parallel association of 2 domains creating 4-helix bundles; usually

these domains contain a conserved His residue and are activated via trans-autophosphorylation

by the catalytic domain of the histidine kinase.
cd00093 (5) Helix-turn-helix XRE-family like proteins.
cd00118 (4) Lysin domain, found in a variety of enzymes involved in bacterial cell wall degra-

dation.
cd00130 (3) PAS domain; PAS motifs appear in archaea, eubacteria and eukarya.

cd00156 (2) Signal receiver domain; originally thought to be unique to bacteria (CheY, OmpR,

NtrC, and PhoB), now recently identified in eukaroytes ETR1 Arabidopsis thaliana; this domain

receives the signal from the sensor partner in a two-component systems; contains a phosphoac-

ceptor site that is phosphorylated by histidine kinase homologs; usually found N-terminal to a

DNA binding effector domain; forms homodimers

cd00189 (5) Tetratricopeptide repeat domain; typically contains 34 amino acids [WLF]-X(2)-

[LIM]-[GAS]-X(2)-[YLF]-X(8)-[ASE]-X(3)-[FYL]-X(2)-[ASL]-X(4)-[PKE]
cd00464 (4) Shikimate kinase (SK) is the fifth enzyme in the shikimate pathway, a seven-step

biosynthetic pathway which converts erythrose-4-phosphate to chorismic acid, found in bacteria,

fungi and plants.

cd00732 (1) CheW, a small regulator protein, unique to the chemotaxis signalling in prokaryotes

and archea.
cd01948 (1) EAL domain.
cd01949 (1) Diguanylate-cyclase (DGC) or GGDEF domain.

cd05379 (1) SCP bacterial: SCP-like extracellular protein domain, as found in bacteria and

archaea.
cd07304 (3) Chorismase synthase, the enzyme catalyzing the final step of the shikimate pathway.

cd07473 (1) Peptidase S8 family domain in Subtilisin-like proteins.

cd08195 (3) Dehydroquinate synthase (DHQS) catalyzes the conversion of DAHP to DHQ in

shikimate pathway for aromatic compounds synthesis.
COG0484 (2) DnaJ-class molecular chaperone with C-terminal Zn finger domain [Posttransla-

tional modification, protein turnover, chaperones]
COG1376 (5) Uncharacterized protein conserved in bacteria [Function unknown]
COG1541 (1) Coenzyme F390 synthetase [Coenzyme metabolism]

COG2018 (3) Uncharacterized distant relative of homeotic protein bithoraxoid [General function

prediction only]
COG2373 (1) Large extracellular alpha-helical protein [General function prediction only]

COG2930 (1) Uncharacterized conserved protein [Function unknown]

COG3034 (1) Uncharacterized protein conserved in bacteria [Function unknown]
COG3047 (2) Outer membrane protein W [Cell envelope biogenesis, outer membrane]

COG3166 (5) Tfp pilus assembly protein PilN [Cell motility and secretion / Intracellular traf-
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ficking and secretion]

COG3357 (1) Predicted transcriptional regulator containing an HTH domain fused to a Zn-

ribbon [Transcription]
COG4972 (5) Tfp pilus assembly protein, ATPase PilM [Cell motility and secretion / Intracel-

lular trafficking and secretion]

pfam00034 (1) Cytochrome c.
pfam00041 (4) Fibronectin type III domain.

pfam00877 (1) NlpC/P60 family.

pfam01835 (1) MG2 domain.
pfam03352 (1) Methyladenine glycosylase.

pfam03734 (2) L,D-transpeptidase catalytic domain.

pfam03781 (1) Formylglycine-generating sulfatase enzyme.
pfam03922 (1) OmpW family.

pfam04350 (5) Pilus assembly protein, PilO.
pfam04351 (5) Pilus assembly protein, PilP.

pfam04366 (1) Family of unknown function (DUF500).

pfam05036 (10) Sporulation related domain.

pfam07610 (1) Protein of unknown function (DUF1573).
pfam07866 (1) Protein of unknown function (DUF1653).

pfam11741 (4) Localisation of periplasmic protein complexes.
pfam11783 (2) Cytochrome c bacterial.
pfam12245 (2) Protein of unknown function (DUF3607).

PLN02919 (2) haloacid dehalogenase-like hydrolase family protein
PRK01265 (1) heat shock protein HtpX; Provisional
TIGR00782 (1) cytochrome c oxidase, cbb3-type, subunit III.

TIGR02168 (1) chromosome segregation protein SMC, common bacterial type.
TIGR02481 (3) hemerythrin-like metal-binding domain.

TIGR02515 (5) type IV pilus secretin (or competence protein) PilQ.

TIGR03508 (5) decaheme c-type cytochrome, DmsE family.
TIGR03694 (1) putative PEP-CTERM/exosortase system-associated acyltransferase.

10.4 Multiple-sequence alignment

Each DeltaG20A is denoted by an abbreviation (like “Eco-1-1”) that refers to
a taxonomy given in Section 10.1. Nucleotides proposed to basepair as part of
the consensus structure are shaded in color when they comprise Watson-Crick or
G-U pairs. Otherwise they are shaded gray. Conserved stems are also indicated at
the bottom of the alignment by angle brackets, where matching < and > denote
base-paired columns. Below these angle brackets, the symbol “2” denotes base
pairs exhibiting covariation, “1” denotes base pairs exhibiting compatible muta-
tions, “0” denotes base pairs that are not observed to mutate and “?” denotes base

pairs that have a significant frequency of non-canonical nucleotides for Watson-
Crick or G-U pairs (> 5%). Below these base pair annotation is the consensus
sequence: “R” = “A” or “G”, “Y” = “C” or “U”, red nucleotides: nucleotide
identity conserved more than 97% of the time, black nucleotides: 90%, gray nu-
cleotides: 75%, red circle (qa): nucleotide is present 97% of the time, black circle (qa):
90%, gray circle (qa): 75%, white circle (qa): 50%. All percentages of sequences just
described (e.g. 97% conserved) assume that sequences have been weighted by the
GSC algorithm implemented by the Infernal software package.

Duplicate sequences: the following putative homologs are not shown in the alignment because their sequences are identical to a homolog already shown: Gsu-1-1,
Gsu-1-10, Gsu-1-2, Gsu-1-3, Gsu-1-5, Gsu-1-8, Gsu-1-9

alignment positions 1 · · · 132

Glo-1-1 UGUAGCUUGACAUCGCAAAAACAGUCAUUUUUGGCAAUAUUUAAUUUACUUGACGUAAAUGUUUUUAAAAUGUAGUUCUG.AAAUAAAUAACCACCCUUUAAAGAGCAAAAUCA.GGGUGACCUGAUGGCGC
Pca-1-1 GUCACGGUUUUGGCAUAUCUUUCGCUUAAGUUAAUAAUCUCUCAAUCGAACCUGUUCUCAGGAUUGAGAUGUAGAUAGCA.AAAAGCAGUACU.CUCCGAUAAGAGCACAGCCA.GAUUCUUCUGGUGUCGC
Pca-1-2 UGUCGGCCCUGUUUUUUUAUUUUGUUUUAUUGACCUUGCCGGCCGAUAUAUGGCACAAAGGAGAAGAUCUUAUACGGAUC...ACAUAAAGUU.UUCCGAAAAUAGCAAACUCG.GGGUAACUCGGGGACGC
Pca-1-3 UUCAUCAAAUAAGCACCUUUCAGAUUCGGCAGGCCCCCUCAUUGACUCCGACAGCAUUGGUGGUAUGAGUAAAAGUAAAG.GCACUCAAAAG..UCCCGAUAAAACCAAACCUG.UCGCAAGACAGGGACGG
Dac-1-1 UUUUUUAUGGGACAAUCCUAAGCCGGGAGUAUUCGGUGGAGAAGUUUAAAAUGAUUUAAAAAAGGCAUUACACAGUACAA..AAAUGUUUAAG.CCGUGAAAAAACCACACCUC.GGGCGACCGGGGGCCGG
Dpo-1-1 GUUGAAAUAAUAAGCUUUUUCAGCCCGACUUUAUUUGUUUGAUAUUUGUUUAUUAAAUUCGGUAUGAAGAUUGCUUAUUU..UCUCGAAAAAA.AAUAGAAAAUACCAAACCUG.UUGUGAAGCAGGGACGG
Gbe-1-1 UGGGCAAUACUCCCCCUGUCGAAGCCACUCACCCAACGGACGCAGACCGAGUGGCCGGGACAACGGAUCCCUCACAGCCG...AAUAAA.GCAACAACGACAAUACUAAACCAC.CUGCGAAGGUGGGACGG
Gme-1-1 UUUUCCCCUCAAGAAACGAACGUACAGGCCGAUUAGUUAAUCCAGAGGACAUAUACGCGAGUGUUCCUGGAAAAAACAGA.AUAGCUCCGAU...AUCGACAAUACUAAACCAU.CCGCGAGGGUGGGACGG
Gbe-1-2 CUAAAGGUAAUGACUGUGUACAGGAUGGAGGUUGCGAUGAGCAACAAGCACGGAAGCGGUUAGUAGAGAUCAGUUAAAAC..UAAAUAGCAACA..ACGACAAUACUAAACCAU.CCGUGAGGAUGGGACGG
Gur-1-1 GAAUUCAACCCCUUAAUUAAUUAGCCGCACCUGGCACGGUAUCUGCUCAUACGAGAGUAUAAAAGUUGGAUCGAACUUCG...CUUCGAGAUA..CGCGAUACUACUAAACCAC.CCGCGAGGGUGGGGCGG
Glo-1-2 UGCACAUGCAACUUUUUCUUGACAAGUUUGAUACGCGUAUCUUAGUGUAAAGAUAAGAUUGUCAGUAAACAGACCACAAC.UGAAUAGAUGAU..AUCGAUACUACUAAACUAU.CCGUGAGGAUAGGACGG
Gur-1-2 AGGGAGCUGCGACACGAAGAUCACGCAAAGGAGGUGCACAAAGGCAGUAUUGCGUUAGGGUAACGAUCAGCAACACAUGG....AAACAGGGA.AAACGAUAAUACUAAACCAU.CCGUGAGGAUGGGACGG
Gme-1-2 AGUUCACGACAAGUUUCACAUAAGAGUUGACACACACAAACAAAUCGGUUACACAAUAGCAACACUUUCAUCAGCGAAUC...UGGCUGAAGA.UAGCGAUACUACUAAACCAU.CCGCGAGGAUGGGGCGG
Gsp-1-1 UGACAGGAAAAAAAUUAAGUAAUCUCAGUAAAUUAUCUGUAAUUCGAAAAAGAGGGAAUUCAUCUUGCACAUAGAUUAAA.AAUUUUCACGAU.AGACGACAAUACUAAACCAU.UCGCGAGAAUGGGGCGG
Gur-1-3 UUUUCUAAUAUUGUUUAGUGAUUUCUGUCACAUAUAAGGUAACGGUCUUCAGCUAUAACGUUAAUCAAUAAUAUAUCAAC..ACAAUAAGUGU.AGACGAUAAUACUAAACCAU.UCGCGAGAAUGGGACGG
Ppr-1-1 UUUAAUAGCCAAUACUUCACCAGCAGCGAAUCAGGGGCCAUCACAAGCCGCUGAAGCAGUCCACAAAGCAACAGACAUAU..ACAAUUCCGGU.AAUCGAUACUACUAAACCAU.CCGCGAGGAUGGGACGG
Gsp-2-1 CCGAUUCCCAAGGCCGGAAAGGAGGGCGACCGCCAGGAAGUAGCCGGCAGCGGCCGGGACAAGCACGGGAAAACCGUGGC.ACAAAGAUCGAU..AACGAUACUACUAAACCAU.CCGCGAGGAUGGGGCGG
Gsu-2-1 UUAUUUUGCACUCCGAACGCUUUUGUUUUUGACACAGAGUUUCUAAUCUGAUACAAAAGUGUAUCAAUUAACCAGAGCAG.UAAGCUGGCGAU..AGCGAUACUACUAAACCAU.CCGCGAGGAUGGGGCGG
Gur-1-4 AACCUUGGCGUCCUGGAUAAUUAGCUUGACUUCCCAUGCGUUUAUGGGAUAAAAAAAUUACAUAUUUCAACAAAUUCGAA....UCAGCUGAU.AGACGAUAAUACUAAACCAC.CUGUGAAGGUGGGGCGG
Gsp-1-2 UCACCUUUUGGGCAGGCGACAACCUGAAGAGAAAUAUCUUGACUCAUUAGCCCGUGAUGGGAUAGAUUUUUCAACACCAA.UUUGAUUCAGAU.AGACGAUAAUACUAAACCAC.CUGCGAAGGUGGGGCGG
Gbe-1-3 UGCACGCGGUAACCUCCGCUACUGUGACGGACGUCACAAAGCUUUCGCAACCGCUGUGUUACCGUCUCCCAGACAGAACG....AAUAGCGAU.ACACGACAAUACUAAAACUU.UCGCGAGAAAGUGACGG
Gsp-3-1 UAUCCUGCCGGGGGAACGUCCGGUACGGUGACGGGCGUCACAAAGCUUUCCCAAUCGGUGUGUUACCGUCUCCCAGACAAAACGAAUAGCGAU..AACGACAAUACUAAAACUU.UCGCGAGGAAGUGACGG
Gsp-2-2 AUUGAAGAAAGAAGUUGCUUUUCUUUUAUAGAUCAAAUAGUAUGCCCACCUAGUGAUGGGAGCCCCCGUUCACAAACAAA..UGAAUACAGGU.ACACGACAAUACUAAACCAU.UCGCGAGGGUGGGACGG

...................................................................................<<<<<<<<<<..<<<<......<<...<<<<.<<....>>>>>>...>>

...................................................................................???????22?..??20......22...2222.22....222222...22qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa-- qa qa qa qa qa qa qa qaGRU-A qaACGAYAAUACUAAACCAU-YCGCGAGGRUGGGRCGG
5′



209

Gsu-2-2 GCUCCCGGCUUUUUAUUUUUUCUGUGCCAUUUCUGCUGGUUGGCUUGUUUGUUGCAUAAAUAAAACGCAAAAGUAACAAAAUAAAUACUGGAU.ACACGAUAAGACUAAACCGU.CCGCGAGGGCGGGGCGG
Gsp-2-3 ACAGCCCGAAACACCCUUAACUGUAGAUAAUGUGAUUCAGAUCACUUAUGACGCUGGAUGUUUCUGCUAAAAAGGGAGGC.ACAAUCAGGGGU.AGACGAUAAUACUAAACCAU.CCGCGAGGGUGGGACGG
Gsp-3-2 GCAAGAGGUUAAGAUGCCCGCAGUCAGAGAUGCCGUAGCUAUGUUUAGACGCAGCAACGGAUUUCGUUCUUUGAAGGUAG..AUAGGUUAAGC.AGACGAUAAUACUAAACCAU.UCGCGAGAAUGGGGCGG
Gsu-2-3 GCGUCUGAGCGUGCCGGAUGUGGAUGCGGAGACACGACGCUUGACGGGAGCGCACCUUCUGGUGCAUAGAAGAUAGAUAA.AAGCAGUUCGAU.AGACGAUAAGACUAAACCAC.CCGCGAGGGUGGGGCGG
Gme-1-3 AGGGGGAAAAGUUUGCUCCUGUCAGGUUGACAUGCCGAGUGGGAGGGGGUAAAAAGGAUAGCUCAACGAAUCAAAUCAGG....UUUCAGAAU.AGACGACAAUACUAAACCAU.CCGCGAGGAUGGGGCGG
Glo-1-3 GACGGUUUAAAUCUCAAUUAGAAAAAAACUUGACAUCCGUUCUAAUUUUAUAUUUACUAUAAACAUAGUAAACAAUUGAA..UAUCUGUUGAU.AUACGAAAAUACUCAACUAC.CCGCGAGGGUAGGGCGG
Gsp-2-4 CCAGUUGCUUUCCCGCGAUAAAAUAGUGUAAUGUAUUCAACGCCCUACAUAGCGCUCGACUCAUUCCGGCGCGUCCGACA.UAGCAGAUCGAU.ACACGAUAAUACUAAACCAU.CCGCGAGGAUGGGGCGG
Gur-1-5 UUUUGCAAUCAAGACUAUUCCUUUAGUGAUUUCUGUCACAUGUCGAUCUGCGGCUUUCGGCUAUAACGGUAUUCAACAAU....UAACGCGGU.AGACGAAAAUACUAAACCAU.UCGCGAGAAUGGGACGG
Gsu-2-4 UCGCUUGAAUAGGGGGUUUCAAAAGGGGAACAAUACUGUUACUUGAAUGGUAUGCGGUUUGCAUGACACAUGCAAACCGC..AUAUCGUUGAU.ACACGACAAUACUAAACCAU.CCGCGAGGGUGGGACGG
Gsp-1-3 AUCCUAGGAUAUGGCGUUAUUCUUAAGGUGAAUGGGCCCUUUGGCACACUGUCUGCAAAUGGUGUAGAUAAGGUAUAGAUUUGACAUAACGAU..AACGAUAAUACUAAACCAU.UCGCGAGAAUGGGGCGG
Ppr-1-2 CAUGUUCCACGUUUCCGUCCAGCCUCACCCCCUUGACAUUUCCCGGCUUAGCCCGUAUUGUUCCUCCAAAAUACGAUAAG....AUCACGGAU.ACACGACACUACUCAACCAU.CCGCGAGGAUGGGGCGG
Gsp-3-3 GCCCAUGGCGAAUCCGUAAAGAAAGGCUACAUACAGUGCCACAAGUUGACAUGACUCCUGUUGGUGUGAUAAUACGGGUC.UCCAUACCUGAU.ACACGAUAAUACUCAACCAC.UCGCGAGGGUGGGGCGG
Gbe-1-4 CGAACAGUGGGGGAUGAAAGCAGGCAACCUUGAUGUGCCUCAGGUUGACAGGUCUCUAGUUGGUGUGAUAAUACGGGUCU.CCAAUACCUGAU.ACACGAUAAUACUCAACCAC.UCGCGAGGGUGGGGCGG
Gme-1-4 AUCACAUAACGGCCUGUUAUCACAGAAGAAUAGGGGUAUAUUCUUGACUUGUCGCCGCUAUUGGGUUAGUGCUGUAGAAA..AAUGCAUUGAU.AGACGAUAAUACUCAACCAU.UCGCGAGAAUGGGGCGG
Gsp-3-4 GGGCUCAGGGAAAAAUCUUUUUUACAAGGCCUUCACAGAUCCGGGCUCGAUGACGAUCCCCGCCUGUUGAAGGUACAAAA..UUUAUCCUGAU.ACACGACAAUACUAAACCACUCCGCAAGGGUGGGACGG
Gsu-2-5 CUGUUGAAUUCUUUAGCGCCCCCCAAGGUUAAAAAGGUUGACAGGGGGGACAAAGGGGUGUAUCAACAGCAGCUGAAAAU.UGAAUAGGCGGU.ACACGAUAAUACUCAACCAU.CCGCGAGGAUGGGGCGG
Gsu-1-4 GCUGUUGAAUUCUUUAGUGCCCCCAAGGUUAAAAAGGUUGACAGGGGGGACAAAGGGGUGUAUCAACAGCAGCUGAAAAU.UGAAUAGGCGGU.ACACGAUAAUACUCAACCAU.CCGCGAGGAUGGGGCGG
Gur-1-6 UGAAACUAAUUAAUAGUUUAAAUGUGACUUGAAUCACAAAGGGCAACUAUGGAUUAUGCUAUACAUGACACCAGGUCAAC...AUAAUCAGGU.AGACGAUAAUACUAAACCAU.CCGCAAGGAUGGGGCGG
Gsp-2-5 UUUUUGUGCGCGUUCGGGAGAAUACCCUUGAGGUAACGCCUACGCAGACCAAAUAUCAGCAUCGCGCUUUUGCGGAAUCA.GCUGAUCCAGAU.ACACGAUAAUACUAAACCAC.UCGCGAGGGUGGGACGG
Gsu-2-6 CAAAAUGGUAACACCCGUAAAACAUUUUGUGUUGACAUUCAGAUACAAGGUUUGUUAGUUCUAUAGUCAGCAAUUCACCA.AACAAAUCAGAU.ACACGACAAUACUAAACCAU.CCGCGAGGAUGGGGCGG
Gme-1-5 CAAUGUGAAAUCAGUAUUAAAAAUAUUUUUUUUGACUUUAUUCCCCCCACUAAGGCACAAAUAGAUAACAAAUUCACAAC....AGACUCGAU.ACACGACAAUACUCAACCAU.CCGCGAGGAUGGGGCGG
Ppr-1-3 CGACCCAAAACGAACAUAUCCCCGAUUAUAAGGGGGCAGGAGUCAAGCCGGCAGAAGAAAAUUCAGUGCGUAAAAACAAU....ACAAUUGAU.AGACGACAAUACUAAACCAU.UCGCGAGAAUGGGACGG
Gsp-1-4 CCCAUGGAAAGUCUUUCAAGUUCUGCACGCAACCCUUGACUUGUAAAUCUUAUCUGCGGUAUUUUUGUUCUGCAAAAACG....AAGCAGGAU.AGACGACAAUACUAAACCAU.UCGCAAGGGUGGGACGG
Gsu-2-7 CAGCUUAAUAAUCUAUUAAAAUUAUUACAAUGAAAUUGUUAUGUGUUGACUUGAACCGUCAACUCAUGUACUAAAAGCAC.AAAGCAGGCGGU.AGACGAUAAUACUAAACCAU.UCGCGAGAAUGGGGCGG
Gsu-1-6 CCGCUUAAUAAUCUAUUAAAAUUAUUACAAUGAAAUUGUUAUGUGUUGACUUGAACCGUCAACUCAUGUACUAAAAGCAC.AAAGCAGGCGGU.AGACGAUAAUACUAAACCAU.UCGCGAGAAUGGGGCGG
Gbe-1-5 AUCAGCUUCGGCUGACAGUGAAAAUAUUUUUUGUUGACUAGAUUUGUAAGAGUCUGAUAGCCUCGGCACAUCUAAAAAGC..AAUAUAUUGGU.AGACGACAAUACUAAACCAU.CCGCGAGGGUGGGACGG
Gsp-3-5 AUCAGCUUCGGCUGACAGUGAAAAUAUUUUUUGUUGACUAGCUUUGUCAGAAUCUGGUAGCCUCGGCACAUCUGAAAAGC..AAUAUAUUGGU.AGACGAAAAUACUAAACCAU.CCGCGAGGGUGGGACGG
Gur-1-7 AGGGAACAAACUACUUCUCGCGAAAAUCGCGGGGGACCCGACUUGACUUUCCCCGACGGCUACAGUAUGAUGUUCGAAAA..AUCAAGCAGAU.AGACGAUACUACUAAACCAU.CCGCGAGGAUGGGACGG
Gsp-3-6 CUACCGCAUGAAUCAUGGCCGUCCGCCAUUGCCCCCUUGACAAGAUUUCUUCAUUGGGUUAUCUAUAUCGCCGCUUCUGA..CUGCAACAGAU.AUACGACAAUACUAAACCUU.CCGCGAGGAUGGGACGG
Gbe-1-6 GGGAGGGGGACUUGUAUAUUGAGCGGUCAUUGCCCCUUGACAAGAUUUCCUCAUUGGGGUAUUUAUAUCGCCGCUUGUGA..CUGCAACAGAU.AUACGACAAUACUAAACCUU.CCGCGAGGAUGGGACGG
Gur-1-8 UUGUAACAUCCUAAUGAGUCGCCGGACUUGACUUUUGCCGGUAUCUGCAUUAUGGUUUGAGCAACUUACAGAGCAGGUCG......GAUAGAU.AAACGAUAAUACCAAACCAU.CCGCGAGGAUGGGACGG
Gsp-2-6 GAGGAAAAUAGUGUGACGGGAGCAAAAGCGCCCUUGACAGGGUUUCAGCCUUGCGCUAUCGUUCCUGCAAAUUUUACAGC.UCGCAUAAAGAU.AGACGAUAAUACUAAACCAU.CCGCGAGGAUGGGACGG
Gsu-2-8 GAUUCAAAUCAAUAACAUUUGAAACUUGACUUUUCGAAUUGAAAUGCGCUAAGGUCAGCUCACUUCAGACAUAGCGUCAACACUGCCGCAGAU.ACACGACAAUACUAAACCAU.CCGCGAGGAUGGGACGG
Gsu-1-7 GAUUCAAAUCAAUAACAUUUGAAACUUGACUUUUCGAAUUGAAAUGCGCUAAGGUCAGCUCACUUCAGACAUAGCGUCAACACUGCCGCAGAU.ACACGACAAUACUAAACCAU.CCGCGAGGAUGGGGCGG
Gur-1-9 AUUAAUAAGAGGUGAGCAACCUUUCCAAUCGAAAGCUUGACAUUUCCCCCGAUUCGGGCAAUAUAGCCACAUUAUAUACC....CCAGGUGAU.AGCCGAUAAUACUCAACCAU.CCGCGAGGAUGGGGCGG
Gsp-1-5 GCUACCGUCUGCAAUAACCCCCGUUUUCCGAAUGCCUUGACUUUCACUGGACGCCAUGCAUAAUGUCGACAACAUUAAUA..CCCCUGGUGGU.AGACGAUAAUACUCAACCAU.CCGCGAGGAUGGGGCGG
Gme-1-6 AGCUAUCCGGACAGAACAAAUUUUCCUCAGGGAUAUUUUCGUUGAUUGAAUCGAACAGAAUGUGGUAUAUAAUAAAAUCG..AAUACAUAGAU.AGACGACAAUACUCAACCAU.CCGUGAGGAUGGGGCGG
Gme-1-7 AUAUCAUUAUAUCCAUAAACAACUUGAUUCCGUUACCGAUGUUUGCUACCUUCCGCCCACCGAAAAAAAACUCACGAUGC....AUUUGUGAU.AGACGACAAUACUAAACCAU.CCGCGAGGAUGGGGCGG
Gbe-1-7 GACAACUCGGUUCCAUGUCUUAGCAAAAGCAUUGACAUAUUUUUUGUAGCUGUGCAUAAUCUGAACAAAAUAACAUCCCU....AUUUGGGAU.ACACGAUAAUACUCAACCAU.CCGCGAGGAUGGGGCGG
Gme-1-8 UUAGUAACCAUUGUGGAUUUUUUUCUUGACGGCGCUGAUAUUAAAUUGCUAGCUUGUGACCAAUUGAUUUAAGACAAAUU....CAAUUGGAU.AGACGAUAAUACUCAACCAU.CCGCGAGGAUGGGGCGG
Gur-1-10 GCCACCAACAAUGUACGAAUAAAUCUUGACAUUAGCAUCGGCUUUAGGGUAAAAGUUCCCAUCGCAUCAAUAAAGCAUUG....CUUGGCGGU.AGACGAUAAUACUAAACCAU.UCGCGAGAAUGGGGCGG
Gme-1-9 GGUCUUAUUGAGACAGCCGGGUUGCCGAAAUAUCAUUAUGAUAAUCGGCCCCGGCUGUUCUGUUUUCCCCGUCUCUAUCU..UCAAUAUCGAU.AGUCGAUAAUACUAAACCAU.UCGUGAGAAUGGGGCGG
Gme-1-10 ACCAUGACUGGAGGCCGAGCCGACAAGGAGUGCGUCUCUGACGUGGCGGUGCCUGUGGGCGCCGGAAAACUGCAACAAAA..UAGUUGGUGGU.AGACGAUAAUACUAAACCAU.UCGCGAGAAUGGGGCGG
Gsp-1-6 UUGCCGACGCACCGUCGCUGGCAGCAUAAAUUUAAAAAACAUUGACACCGGCGCACAGAAAUGGUAGCAAUGCCGGAAAU.UAUUCGAAAGAU.AGACGAUAAUACUCAACCAU.UUGCAAGAAUGGGGCGG
Gur-1-11 CCCGAAUCCGUUGGUCCCUCAACUGGACUUUAGAAAAAUGUUGACAAAUCUUUAUAGAAAUGUAAGAUGCAAAAAAAUGU....UUGAGAGAU.AGACGAUAAUACUUAACCAU.UCGCAAGAAUGGGGCGG
Ppr-1-4 CAGCACCGAAUUCCACCACAUCCAAUGGACACGACAAAAAUAUUGACACGCUCUCAUAGAGGUGCUAAAGAUGCCGAAAU..AUUUUUGAGAU.AGACGAUACUACUUAACCAU.UCGCAAGAAUGGGGCGG
Gur-1-12 AUAAAGCCGUAAGAUGUGACGCGCCUGCGAGGGCGUAAGGUUAUGUCGAGUUGUGAAUUACUGUUACUCGGUAAUAGUCC....UUUAGUGGU.ACACGAUAAUACUAAACCAU.CCGUGAGGGUGGGGCGG
Gur-1-13 GUAAUGUGUUUUUCAUUGACAUCCGGCGCGGUUCUUUGGUAAGAACAGUACCGCGUUACGAAAUACAGAUGAGCACGUGC......AGUUGGU.AGACGAUAAUACUAAACCAU.CCGUGAGGAUGGGGCGG
Gsu-2-9 GUUGCGCGAGUCAGUGAGAGGUGCGCCCGAACAGGCACCGGAUCGUGCCGGUUCCCAUCGACAACGAACACGGCACGACA.ACUGCUGGUGAU.AAACGAUAAUACUAAACCAU.CCGCGAGGAUGGGGCGG
Gur-1-14 AUUGAAUGUUGUUUCUGAUGUUUGGUUCACCUAUGAAUUGGUUCCAAAAUUGCAGGUUUUAAUUGCUUUAACAAAUUGCA....UCCAUAGAU..AACGAUAAUACUAAACCAU.CCGCGAGGAUGGGGCGG
Gsp-3-7 GAGGCACCUCGGCUUCAUGUCUCAGCAAAAGCAUUGACAUAUUUUUUCAAGCUGUGCAUACUCUGAACAAGAUACUCGUC.CCUAACAGGGAU.AGACGAUAAUACUCAACCAU.CCGCGAGGAUGGGGCGG
Gbe-1-8 GAAAAUUCGCCGGGCGGGGAAGAAAAUUUAGAAAAUUUUGUUGACAAUUCCUCAUCGACAGGUAUUAUCCCCGCAACUUA....AACCUAGAU.AGACGAUAAUACUCAACCAU.CCGCGAGGAUGGGGCGG
Gsp-3-8 GGAGUUUUCGCCGGGUGGGGAAGAUAAUGUGGAAAAUUUUGUUGACAAUUCCUCAUCGACAGGUAUUAUCCCCGCAACUU....AACCUCGAU.AGACGAUAAUACUCAACCAU.CCGCGAGGGUGGGGCGG
Gme-1-11 CAUCAUCGUAUCCUCCUCCCCCUAUAUCCCGCGAACGCAGCUUGACUUCACCCGGACGGCCGGUAUACUUUCCAUUACAA..AUCAACGUGAU.ACACGACAAUACUAAACCAU.CCGCGAGGAUGGGGCGG
Gsu-2-10 AAAUGCCAUCCCCUCCGGCUGCCACCGUCCAGUGAAGCCGCAGUUUGACAUCGAGAUAUCACUGGUUAGACUUUCUUCACAACUGAGCGUGAU.ACACGAUACUACUAAACCAU.CCGCGAGGAUGGGGCGG
Gsp-2-7 GGUGGCAAGGGCAGGACGGCUGCCGAGAGUGACUGGGGGGCGAUCGAGCCAGACCCCGAAGCGUGCCGAAGCGGAAGCAC.CGGAAAAUAGAU.AAACGAUAAUACUAAACCAU.CCGCGAGGAUGGGGCGG
Gbe-1-9 CUUCUGGUUAAAGGUCUAAUCGGCGGGAGGCACGCUUUUAUGUGCCGAGGCCAGAGCGGCGCGGACCGGAAGCGCUCCCC.....AGGACGAU.AAACGAUAAUACUAAACCAU.CCGCGAGGAUGGGGCGG
Gsp-3-9 GCGGCUUCUGGUUAAAGGUCUAGUCGGCCGCAGGCUCUUCGUGUUCCGGGGCCGGAGCGGCGCGGACCGGAAGCGCCGCC.CCUAAGGACGAU.AGACGAUAAUACUAAACCAU.CCGCGAGGAUGGGGCGG
Gsu-2-11 GCGUACGCCGUUAAGUAUCUUGUGCUAACGAAGCUGGCGUCAUUUUUGCUGCUAACUGCCAAGCAGCACGCCACAACCGA.AUACUGAUCGAU..AUCGAUAAUACUAAACCAU.CCGUGAGGAUGGGGCGG
Gsp-3-10 UGUGACAAAAGCCCCGGAACCGAUUGAUUGAAAAGCGGCCUUGACAUGCCUUAUACCUUGCGCUAUGUUUCCAGCACAUU.CUCAGCACAGAU.AGACGACAAUACUAAACCAU.CCGCGAGGAUGGGACGG
Gbe-1-10 CUCUGACAAAAGUCCCGGAACCAACUGAUUGAAAAGCAGCCUUGACAUGCCUCAGACCUUGCGCUAUGUUUCCAUCACAU.UCCAGCAUAGAU.AGACGACAAUACUAAACCAU.CCGCGAGGAUGGGACGG
Gbe-1-11 GCUCCGAUUCAGUUCCCUUAUCCUUUACUCUUGACGACGCCGACUGGUUUAGGCUAUCGUGCGCCACCAACAAAAACAGC..UAAAGUCAGAU..AACGACAAUACUAAACCAU.CCGCGAGGGUGGGACGG
Gsp-2-8 CGGGUUAGGCCGGCGCGGUACGCUUUGCCCUUGACGGGGAGGAUUAUUUUGAGCUAUCGUGCGCCAACAUCUUGCUCAGUCAAAAAACAAGAU..AACGAUAAUACUAAACCAU.CCGCGAGGGUGGGACGG
Gsp-1-7 GCUGUAAUUGAAAAGAAAAAUGACAUUUAGCCUUGACUUCCUGCUCUUAAAGAGUUAUCUAAGCACCUUCUUAAAAGCAU.AGGCAGGAAGAU.AGACGAUAAUACUAAACCAU.CCGCGAGGGUGGGACGG
Gme-1-12 UCUUGAUUUUGUUCUUGACGGCCGACCUCUUGACGGGCGAUUUUAGGGAAACUUGAAUUUUAGACACGACCAGUUUUGCA....CCAGUAGAU.AGACGACAAUACUAAACCAU.CCGCGAGGGUGGGACGG
Gsp-3-11 GGGUAGUGCAAAGACGUCGCUGGUGCCUAUUUUCCUUGACACAAAGGUCCGCAUUGCAAUAUGUUCCUGACAACAUUCCA.ACUGAAGUAGAU.ACACGACAAUACUAAACCAU.CCGUGAGGGUGGGACGG
Gsp-2-9 UGCAAAACAGGGUGGGCCACAACCACAUUAGAUACUUCUUGACAUUAAUGAGGCACAGAGCUAUUCUUUCAGCAAAUUUU.ACUGUCAUAGAU.AAACGACAAUACUAAACCAU.CCGCGAGGAUGGGACGG
Gme-1-13 CAGAAGCAACGGCACGUUAUUACCUUUGGUCGUGUGUUGGCACGCUCUCUGCUCUUUCCAGGGCAAGACCAACAACCGCA..UAGCCACCGAU.AGACGAUAAUACUAAACCAU.CCGCGAGGGUGGGACGG
Gsu-2-12 GGGACCACAAAACGCUGGGGAUGCACUGAAGACCAUUUUGUAUUGCAUUGCAGGCACAACACUCACGAGCCGAAAGGCGA..AACCAAAUUUC.CUCCGAAAAGAGUAAACCCA.UCGCAAGGUGGGGACAC
Gsu-1-11 GGGACCACAAAACGCUGGGGAUGCACUGAAGACCAUUUUGUAUUGCAUUGCAGGCACAACACUCACGAGCCGAAAGGCGA..AACCAAAUUUC.CUCCGAAAAGAGUAAACCCA.UCGCAAGGUGGGGACAC
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Glo-1-1 AAAAUCA..C..GGGUCCCAUGAA......AG..GAUAGCCGGAUUACU.GAUGAGAGUGAAAUUAUUCCUUCUU....CUUUAUCCUGACAUCAGGACUAAUUUCGCCCGUUUUCCGCAUAUGGAAAUGGGCGUUUUUUGUAUGUAUGGGGAGUUUUCUAAUAGGAGUGUAUGCUGACU
Pca-1-1 AAAGUCA..C..GGGUUCGCUUUUAAAGAGCG..GAUGGCCGGUCUGCC.GAAGAGAGUGUGAUUGUCAGCUGUU....UCUGUAUUUGUCUGACGAUUAACGCCCGCUUUCGGUUGAAGGCGGGCGUUUCUAUAUUGUGAAACGGAUCAUUUUUUUCGGUUUUUUUUAAAGCCAGGGAG
Pca-1-2 AAAGCCA..U..GGACCCGUUGCAGG....CG..GGCCGCCAGGCUACC.GAAG.AAAUCGAUGCCUUUCAGACAC...GACACCGCCUUGCGGCCGGUUUCAUGUCUCCAUCCGCCUUCGGUUUGCAAGGUGGAUUUUUUUAUUUCAAUCGACAUAUGCAUUCUGAGGAUUCGAGCCCC
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Pca-1-3 AAAGCAA..C..GGAUCUUCGAACCAG...AA..GAUGGCCGAGCUGCC.GAAG.GAUAAUUCAUUUCGGUAUGCUCG.GUCUUUUUGUUUGCUUUAUAAAACCAGGUCAUUUGUGGAUGUGGGAUUUCUCCCCUCAAUGAGUCUGAGACAAGGAUAAUAGGGUAGAAAUUGUGUUUAAG
Dac-1-1 AAAGCCG..C..GGGUCUCAAAG.......GA..GAUGGCCGGGUUGCCAGAAG.GCAGCCCGGCCUUUUUAAUCUG..UUGAACGGAUAAUCACGGGAAGGGUGAAGAAUAUGCGGAAGUUCCUCGUACUAUUAUUUUUUUUGAUGCUUAGCGUCACCGCUCAAGCCGACCCGUACUAU
Dpo-1-1 AAAGCCA..C..GGGUCUUAAAGUUGCAUCAAUAGAAAGCCGGGUUGCC.U....UUUGAAGGGUGACUCGGUUUUUGUUUUUAUGGAGGGCAAAGGAAAACCGUCUGUUUUUUUAAAUGGGGAAUCAAGGAAAGCGAAAUAAAAAUAAACGAGGAAAACUCGGCCAGGGUGUAUUUAUU
Gbe-1-1 AAAGCCCA.C..GGGUCUCCCU........GA..GACAGCCGGGUCGCC.GA...UUCUACGCGAUGGAACCCCCAUC.GUAGACCGGCGACCCGGCUUUUUUUUGUAUCGGGGAUCAAAGGAGAGUUAAAUGAAGAAGUUGAAGGCAAUAACGGCAACAGCGUUAGGAGUCCUGAUGUA
Gme-1-1 AAAGCCUA.CA.GGGUCUCUCU........GA..GACAGCCGGGAUGCC.GAA..AUAUCACAAUUCGUGAUGCUCG..GUCCCGGCAUUUCUUUUUUGGACCCAGAAAUACAGGUUGUCAAAAUAUCGGCAAGGAGUGGACGGAAAUUGUCAGUCAUUUGCUUCAAUUCAUGGAGUUUC
Gbe-1-2 AAAGCCCA.C..GGGUCUCCCU........GA..GACAGCCGGGUCGCC.GAA..UCUAACAGAUGGUUUUUUUACAU.CAUAGAGAAGCGACCCGGUUUUUUUGUGUCAGGGAAUAAAGGAGAUAGAAAUGAAGAAGCGUAACGCAAUACUCACCGCAACCUUAGGAAUCCUCUUGUAC
Gur-1-1 AAAGCCCA.CA.GGGUCUUUAA........AA..GACAGCCGGGUUGCC.GAA..CUAUCUCAGGAUAUUCUG......CCCCGGCUUUUUUGCGUCCCCGUUCAUCGGGAAACCCUGUGUCAAAGAAAGGAGAAGCGUAUGCGAAGCAUUCUUGUAAGCAUGGUAGUUGCGGCAGUCGC
Glo-1-2 AAAGCCUA.CA.GGGUCUCACC........GA..GACAGCCAGGUCGCC.GAAA.UGUCAAGCAAUUGAUACGGGUG..AUCUGGUUUUUUUGUGCCUGUUCACUGCCACUACCAAAAGAAAGGAGGAAAAGAGGAGUCUUGCUUCAGCACAUAUGAAGCACCACAAUCUGGCCUGGUUU
Gur-1-2 AAAGCCUA.UA.GGGUCUCAUG........AA..GACAGCCGGGUCGCC.GAAUAUCACCUGAUAUCGGCG........ACCCGGCUUUUUUUGUGCCCAGGGAGCUGCGACACGAAGAUCACUCAAAGGAGGUACACAAGCAGAUGGAAUCGGCAGGAUUGCAUUGAUAUCCGGUCUCG
Gme-1-2 AAAGCCUA.CA.GGGUCUCAUC........GA..GACAGCCGGGUUGCC.GAA..CUAUCACAAUAGAUAGGCGGCG..ACCCGGCUUUUUUGUUUUUCCCGGAUUGCCUUGAAAAUUUCCGUGGACGCAGACUUGUGCCGCGGCAAUAGCUUCAGGCGAUAGCGAUACUACUAAACCAU
Gsp-1-1 AAAACCCA.U..GGGUCUCCUG........UA..GACAGCCGGGCUGCC.GAAA.UAUCACAUUUCCGGCACCCGGCU.UUCUUUUUUACAGCGGAUUGAAAAGCGGGCAAGGAGGUGAUUAAAGAGUUCUGGCCGCUGGAAUAACAAAUGGAGGUGUUGCACCAUGUCGAUUCGUCAUC
Gur-1-3 AAAGCCU..AAAGGGUCUCACC........GA..GACAGCCAGGUCGCC.GAAA.UGCUUAGAUGGCCCGGCCUUCUUUUUUUAUUCAUAAAAUAUCGCAAGCCGGGUUGUUGAGAAAAUCACAACGCGGCUUUUUAUUGCCAAGAGAAGGAGAGAGAAAGAUGAGUAUUGGAAAAGCAA
Ppr-1-1 AAAGCCCA.CA.GGGUCUCCA.........GA.AGACAGCCGGGUCGCC.GAAA.UACCUGUUGCAGGGAGUC......GGCCCCGGCUUGUUUUUUGGAGGGGGUAUCGCUCCAUCCGCCGAACCCGCUUCAGGUUGUAUCCGUACCUUCGGGCGGUGUCACCCACAGGACGGAGGUUU
Gsp-2-1 AAAGCCCAUC..GGGUCUCACG........CA..GACAGCCGGGUUGCC.GAA..UUAUCAGGACGGACAUGAUAUGCGGCCCCGGUUUUUUCGUGUCCGCGGCAUGCCUGUCGACGCAUCAGGCAUAUGAAAAGGGGGCCGCACGCCGGAAGGCGCCCAGCGGCACGAAGAAAUGAUAG
Gsu-2-1 AAAGCCCA.CA.GGGUCUCACG........AA..GACAGCCGGGUUGCC.GAA..CUAUCACACCACGAUAGGGCGGCGGCCCGGCUUUUUUUGUGCCGUGGCCGCGCCGGCCGGUGACGGAAGGGAGGUGACCACUAACCGAUAGAGACCGGCCAUGAUCUACACACGACACGGAUUCA
Gur-1-4 AAAGCCUAUU..GGGUCUCCAG........GA..GACAGCCGGGUUGCC.GAAA.UAUCUCUAAAAAAGAUAU......CCGGUCCCGGCUUUUUUUUAUUUAACCAACCGGGCGGAAAUGAAAGGAGAAGAUUGAAUGAAAAAAGUGUUUUUAGUGACGGUUCUGACCAUGCUUGUUGG
Gsp-1-2 AAAGCCUAAU..GGGUCUCAAG........GA..GACAGCCGGGUUGCC.GAAA.UAUCAAUUAUAGAUAUCCGGUCC.CGGCUGUUUCUAUUUUCAGGUCCGGCAAAUUGAAAGGAGAUAUGGUAUGAAAAAACUGCUUUUAGUGCCGAUGAUGGCAGCAAUUUUGUCUGCACAGCCUG
Gbe-1-3 AAAGCCUAUU..GGGUCUCACG........AA..GACAGCCGGGUCGCC.GAAA.UAUCGAAACCAACGAUAU......CGGACCCGGCUUUUUUGCGUCCUGCCGGGAUGAGCGCAUGGCUAGGCACGCUCCUGAAAGCGUUGAAGGCUUUGGGAGCAGAACAAACCAAGAAGGCGUCG
Gsp-3-1 AAAGCCUAUU..GGGUCUCACG........CA..GACAGCCGGGUCGCC.GAAA.UAUCGAAACCAACGAUAUCGGACCCGGCUUUUUUGCGUCCUGCCGGGAUGAGCGCAGGCUAGGCACGCUCCUGAAAGCGCUUACGGCUUUGGGAGCAGAACAAACCAAGAAGGCGCCGGCAAGAA
Gsp-2-2 AAAGCCUA.CA.GGGUCUCUCU........GA..GACAGCCGGGUCGCC.GAAA.UGCCAAGUACUGGUGCUGCGGUC.CCGGCUUUUUUCUUAUCCCCCAUUCCCCUUUCCCAAGAAAAGGCAAGGCCUCAGGCCAAUUCUUGGGAGUCAACAUGAAUGUAUUUGGAAAAGCAACACAC
Gsu-2-2 AAAGCCU..A..GGGUCUCCUA........GA..GACAGCCGGGAUGCC.GAAU.UAUCCGAAGGAUAAGUGGCCCCGGCUUUUCUGCGCCCGCUGGACGGCGGGAAGCGGCAGACGCGGGGCGCCGGGAGGCUCGGGUGAUGGUUGGUACGGUCCGGAAGCUGUUGGCGGCGGUAGUUG
Gsp-2-3 AAAGCCUA.CA.GGGUCUCACU........GA..GACAGCCGGGUCGCC.GAAA.UGCCUGCACCAGGUCGGCACCCG.GCUUUUUUGCGUCCAAAAUCCGGGCUCCCGCCUCUCGUGGAGGUGACAAUUGAAAGUGAAGCAUGUUCUGCGGGCUGUUAUGUUGUUGCUGUCCCUUCCUU
Gsp-3-2 AAAGCCUA.UA.GGGUCUCAAC........GA..GACAGCCGGGUUGCC.GAAA.UGUCACUUUUUCGGCCUCCCGG..CUUUUUUUUGCCCGGAAUCGGCCUAAAAAGGUCGCGUAUCCCAGAUGACCCUGGAGCCUGUGCAGGCGAUGAUCAAUUGUUCAACAGGACCUACCGAACCU
Gsu-2-3 AAAGCCCA.C..GGGUCUCUCU........GA..GACAGCCGGGAUGCC.GAAA.UGUCGAUACGAUGUUUCCGUC...CCGUUUUUUUGUGCCUGCGUGCUGCCGGUCGGGACGGCAAGACCCCUCUGUUCCGAAAGGAGAUCGUCAUGAAGAGAGCAGUCCUCGCGUUGUCCCUGGCC
Gme-1-3 AAAGCCCA.UA.GGGUCUCACC........GA..GACAGCCGGGUUGCC.GAAA.UAUUUUUUCGGCGACCCGG.....CUUUUUCGUUUUCUGGAACCACGCAGGAGGUACAAAUCAUGAACAAGAAAAUCCACAACAUGGCGGUAUUUAUCGAAUUCCUCGUCGGGUCCGGCUUGGCG
Glo-1-3 AAAACCCA.C..GGGUCUCUCU........GA..GACAGCCGGGCUACC.GAAA.UAUCGAUUUAUCGAUAGGCAGG..UACCCGGCUUUUUUGCGUCUUGUGCCGCAGAGAAACGGGGGGAUCUACACAAUCAAGCAAAGGAGAAGACAACCAAAGAUGGGAAUAGCAUUCAGUAACGC
Gsp-2-4 AAAGCCCAUU..GGGUCUCAAG........GA..GACAGCCGGGUUGCC.GAAA.UAUUAAUUUAGGCGACCCGGUUU.UUUUGUCAUCCAGCUGCACCGGGUACUGGAGGUAACAUGCUGGUACUGGAUAGCACCAUCGGCUGUAUCGAAGCGUCGGAGUCCGAGGUUCUGGACCUUUA
Gur-1-5 AAAGCCU..AAAGGGUCUCACC........GA..GACAGCCGGGUCGCC.GAAA.UACCAACCAGGUAUAAAUG.....GCCCGGCAGACUUUAUUAUUCAUGAUGAAGCGCACGCCGGGUUGUGGGGAAAUCACAACACGGCUUUUUAUUGCCAGUAAGAUGGGAGAUAAAGAUGAAUA
Gsu-2-4 AAAGCCCA.CA.GGGUCUCUCU........GA..GACAGCCGGGAUGCC.GAAA.UGUCAGCACGACGACGUUCGGCCCCGGCUUGCUCUUUAUCCGGUGCCGGAAGGAGACGAGCCAUGGGAGUUUCUCGGGAGUGUUGUCGCAGAUGGGGCAAGGCCGUUGUUGCGCAGGUUGUACUG
Gsp-1-3 AAAGCCUA.UA.GGGUCUCAAG........CA..GACAGCCGGGUUGCC.GAAA.UAUCAUGAAUAGGCGAUCCGGUUUUUUUGCGUCAAAAGUAGUCAAAUGACAUAAUUAUAUAUAAUUGUAUUUAUUUUUAUAGAAAAGAGAUUAAUUUCUUGACUCUACUUUCUUUUGUGUUAUUU
Ppr-1-2 AAAGCCU..CA.GGAUCUCCA.........GA.AGACAGCCGGGUUGCC.GAAU.UAUCUCAGGAUAGGCAA.......CCCGGCUUUUAUUUUUCCUUUUACAGACCAACCGCGAACAUUCAGGCAUGAACUGCUACGACAGGGGGUAAAUGUCCAUGCUGUCCAGAAUAACCAUCAUC
Gsp-3-3 AAAGCCUA.CA.GGGUCUCCUU........GA..GACAGCCGGGUUGCC.GAAA.UAUCAACGCGAUAUUCAGCCCCG.GCUUUUUUGCGUCUGCAUUAUAAUCAAUAACGUGGACCUGCAUUCACAAGGAGGAUGUUUUAUGAGACAGAGAAAAAUCAUAUUUGCAGUGAUGGCCUUGG
Gbe-1-4 AAAGCCUA.CA.GGGUCUCCUU........GA..GACAGCCGGGUUGCC.GAAA.UAUCAACGCGAUAUUCAGCCCCG.GCUUUUUUGCGUCUGCAUUAUAAUCAAUAACGUGGAUCUGCAUUCACAAGGAGGAGGAUUUAUGAGACAGAGAAAAAUCAUAUUUGCAGUGUUGGCCUUGG
Gme-1-4 AAAGCCUA.UA.GGGUCUCAUG........CA..GACAGCCGGGUUGCC.GAAA.UAUCAUUUUAGAAUGAUG......CGGCCCCGGCUUUUUUGCGUCCAGCCACCUUGGGUGCUAUAGUGGUCAAGGUAAUCUUAUCGAGAAAGGAAAUUCUUUAUGAAAAAAUUUCUUACGGUCCU
Gsp-3-4 AAAGCCUA.A..GGGUCUCACC........GA..GACAGUCGGGUCGCC.GAAA.UAUCUCACGAUGUUUUUG......CCCCGGCUUUUUUGUAUCCGGAAACAGCAGCAGAAGGCCGGCCUCCACCCGCACCGAACCAUUAACCCACAAGAAAAGGAGCUCACGAUGAACCAAAAGAA
Gsu-2-5 AAAGCCUA.CA.GGGUCUCACA........GA..GACAGCCGGGUUGCC.GAAA.UGCCUGAAAUGGUAUACGGCCCC.GGCUUUUUUUUGUUUUUUUUCGGGAAGCCAACCGCAACGAAAAUAGACGGUAAAUCAUGUGGUUGAAUCUUUUUUGCGACAUGGCCGGUUUUGGUGAUACG
Gsu-1-4 AAAGCCUA.CA.GGGUCUCACC........GA..GACAGCCGGGUUGCC.GAAA.UGCCUGAAAUGGUAUACGGCCCC.GGCUUUUUUUUGUUCUUUUUCCGGGGAGUCAACUGCAGCGAAAAUUGACGGUAAAUCAUGUGGUUGAAUCUUUUUUGCGACAUGGCCGGUUUUGGUGAUAC
Gur-1-6 AAAGCCU..AAAGGGUCUCACU........GA..GACAGCCGGGUUGCC.GAAA.UGCCAGAUUGGUUUCGGCC.....CCGGCUAUUUUUGUUUUGGCGAUUCGAAUCACAUAAAACCAUCAUCACAUCAGCCUCUUCAUCUUUUUGAAGCGUUGGACGCAGCACCAUGCCAUCAAUGG
Gsp-2-5 AAAGCCUA.CA.GGGUCUCAAC........GA..GACAGCCGGGUCGCC.GAAA.UAUCUUAACGAUGUUCGGGGCCC.GGCUUUUUUUGUACCUGAACAUCCAUGCCAGCGAUCGAUGUCGCAGUCCUUACCGUUGCGUCCGGCCCAAGCCUGCCAGCCUCUACUUCACCUACCUCUUC
Gsu-2-6 AAAGCCU..AA.GGGUCUCCCU........GA..GACAGCCGGGUCGCC.GAAA.UAUCUGAACGAUAUCAGGCCCCG.GCUUUUUUGUGCCCGGGCUGCCGGAUCGUUCUGAUCCGGUACACUACCACGCGCUCAGGGAGGAAACUUAAUGACCGCACGUAAAGGGCUAAUUUCGCUCC
Gme-1-5 AAAGCCUA.CA.GGGUCUCCAG........CA..GACAGCCGGGUUGCC.GAAA.UAUCACUCGAUGAUAGCG......GUCCCGGCUUUUUUGUGCGCAAAAAUCCGGGCAACAACCAGCACAGGGGAGGAAUUAUUUCAAAAGAUGUCACAACGAGGAGAGCAGUUGUUUUCGGACGA
Ppr-1-3 AAAGCCUA.CA.GGGUCUCACC........GA..GACAGCCGGGUCGCC.GAAA.UAUCCAACUCAGAUAUUC......GGCCCCGGCUUUUUUAUUGCCUGCGACACAAUGUCGCGGCUCUUAUGACAACAGCAUACAGGAGGGUAUGAUGACGGGAAUAUGCUCAAUAGAAUCAAGUA
Gsp-1-4 AAAGCCUA.CA.GGGUCUUACU........GA..GACAGCCGGGACGCC.GAAA.UAUCUCUCUGGAUAUUGAA.....GCCCCGGCUUUUUUUAUGCCAUGGGCCAACAUGAAUCAAGGAGAAGGAGAAAGCUUAUGAGAUUGGUGGCAUGGUUUACGGCGAUGGUACUGGUAGGUACU
Gsu-2-7 AAAGCCUA.UA.GGGUCUCCAC........GA..GACAGCCGGGUUGCC.GAAA.UACCAGUUCAUGGGUAGCGGCUC.CCGGCAUUUUUUUUGUCUGAUAGGUCAAAUGGGGCUUUGGUGACACGAAUCACAUUUAAUUUUUAGCAGGUGGACGAAAGUAUAAACAAAUAAAAAAAUAU
Gsu-1-6 AAAGCCUA.UA.GGGUCUCCAC........GA..GACAGCCGGGUUGCC.GAAA.UACCAGUUCAUGGGUAGCGGCUC.CCGGCAUUUUUUUUGUCUGAUAGGUCAAAUGGGGCUUUGGUGACACGAAUCACAUUUAAUUUUUAGCAGGUGGACGAAAGUAUAAACAAAUAAAAAAAUAU
Gbe-1-5 AAAGCCUA.CA.GGGUCUCCAC........GA..GACAGCCGGGUCGCC.GAAA.UAUCAACUACGAUAUUCCU.....GCCCCGGCUUUUUUGCGUCCAGGGGCAGGCAAAGGGGAAGGAAACAGGCAGGAACAACUGCCGCAAAAGCGCGCGGCCACAUCGACUGGUAGACGACAAAU
Gsp-3-5 AAAGCCUA.AA.GGGUCUCCAC........GA..GACAGCCGGGUCGCC.GAAA.UAUCAACCACGAUAUUCCUGCC..CCGGCUUUUUUGCGUCCAGGGGCAGGCAAUGGGGAAAGGAAACCGGCAAGGAAAGCAACUGCCGCAAAAGCGCGCGGCCACAUCGACUGGUAGACGACAAA
Gur-1-7 AAAGCCA..CA.GGAUCUCCA.........GA.AGACAGCCGGGUCGCC.GAAA.UAUCUCUCCUGAUAUUCG......GUCCCGGCUUUUUUCGUUUGUUGACACGCUAAACAGAGAAAGAUUAAAAACAAGAGGUGACAGUAUGAAUAUAUUUAAAGUAUUGAGCUCCCAGAAAGUUU
Gsp-3-6 AAAGCCUA.UA.GGGUCUCACU........GA..GACAGCCGGGUCGCC.GAAAAUAUCUUUUCCGAUAUUAAAG....GUGGCCCGGCUUUUUUUGUUCCAUGCCUCAGGCCACAGGGUGUUUCUGUGCGCUCUGAGCUAAUUCAAGGGAGGAAGUACGAUGAAAAAAAUUAUAGUUCU
Gbe-1-6 AAAGCCUA.UA.GGGUCUCACU........GA..GACAGCCGGGUCGCC.GAAAAUAUCUUUUUCGAUAUUAAAG....GUGGCCCGGCCUUUUUUUGUUCCAUGCCUCAGGCCACAGGUUGUUUCUGUGCGCUCUGAGCUAAUCAAAGGAGGAAGUACGAUGAAAAAAAUUAUAGUUCU
Gur-1-8 AAAGCCUA.CA.GGGUCUCAAG........AA..GACAGCCGGGUCGCC.GAAA.UAUCUAGAUGGAUAUUC.......GGAGACCCGGCUUUUUUGCGUUCGAAAAAACUUGUAAAGUUAUUGGAGGAUUCUCAAACAUGAAUAAAAAGAUCAACAAUAUCGCAGUAUUAAUCGAAUUU
Gsp-2-6 AAAGCCUA.CA.GGGUCUCAAC........GA..GACAGCCGGGUCGCC.GAAA.UAUCACUUUUGAUAUUGAGGUCC.CGGCUUUUUUAUUGCCCGAAAUCUUGACACGGACUGCAGCUCUGGUGAAGCGCCGAUGUCAGGUGAAGGGAGAAGUAAAUCCAAUCCGGCUCACAAAAAGG
Gsu-2-8 AAAGCCCA.CA.GGGUCUCACC........GA..GACAGCCGGGUCGCC.GAAU.UAUCGAGAUCGAUAUUCAGGCGACCCGGCUUUUUUUGUGGCGACGAUUAAGGAGGAAACACCAUGAAUAUGGGAAAAAAGAUACAGGAAAUGGCCGUGUGGCUCGAAUUUCUCGUGGGAUCGGGA
Gsu-1-7 AAAGCCCA.CA.GGGUCUCACC........GA..GACAGCCGGGUCGCC.GAAU.UAUCGAGAUCGAUAUUCAGGCGACCCGGCUUUUUUUGUGGCGACGAUUAAGGAGGAAACACCAUGAAUAUGGGAAAAAAGAUACAGGAAAUGGCCGUGUGGCUCGAAUUUCUCGUGGGAUCGGGA
Gur-1-9 AAAGCCUA.CU.GGGUCUCACC........GA..GACAGCCGGGUUGCC.GAAA.UAUCAAUCGUAUUUCUG.......CCCCGGUUUUUUUGUGUCCGCAACACCGGGCAGAGGUGGGGAACUUUCACCAGGAGGUAGUAGAUAUGAAAAGAAGGAUGCAGAAUGUAUUCGCCCUGGCA
Gsp-1-5 AAAGCCUAA.A.GGGUCUCUCU........GA..GACAGCCGGGUUGCC.GAAA.UGUCAUCGAUAUUUCUGCCCCG..GCUUUUCUUUUUCCGAAAGGCCGGGAACAAGGGGAAAUUCGCUGCUAGGAGGUUGUCAUGCUGAAGAAGGUAAGAAGUUUAUGGGGAUUGACAUUGGCGGU
Gme-1-6 AAAGCCUAUU..GGGUCUCACC........GA..GACAGCCGGGUUGCC.GAAA.UAUCUGACCAAAGAUAUA......GGCCCCGGCUUUUUUUUGUCCAUUUUGGGGGCCGCACAAAUUCAAGGAAGAACCGUCAAGGAGGACACCAAUAAUGACAGGAAGACUUUCAAGGCUCUCUC
Gme-1-7 AAAACCCA.CA.GGGUCUCCCU........GA..GACAGCCGGGUUGCC.GAAA.UAUCAAUUGAUAUAUAUG......GCAACCCGGCUGUUUUAUUACCAUCAGGGAGGUAGAAGUAUGCAAAAGAAAAAGAUUUUGGUUGUAAGUCUCGUGGUCUGCGCAGUUGUAACUCUUGUAUU
Gbe-1-7 AAAGCCUA.UA.GGGUCUCCCU........GA..GACAGCCGGGUUGCC.GAAA.UAUCCUUAGAUAUUCUG.......CGCCCGGCUUUUUUGCGUUCUGGAUCAGCAGGCUGUUGUGAGCUGGAUCAGGAAGAGGAGGCAUAGUCCAUGUGCUGCCAUAUACAGAGGCCAAUCGGAAU
Gme-1-8 AAAGCCUA.CA.GGGUCUCUUC........GA..GACAGCCGGGUUGCC.GAAA.UAUCUCACAGAUAUGCG.......GCCCCGGCUUUUUUGUGUCCAAAAUCCUGGGUCGGAACCACAACCGGGAUAAAAGGAGAUCAUGCGCCAGAAAAGAAAAAUUCCCAGUACCGAUCGAUUGA
Gur-1-10 AAAGCCUAAU..GGGUCUCGAA........GA..GACAGCCGGGUUGCC.GAAA.UAUCCCUCAGAUAUUCG.......GCCCCGGCUUUUUUUAUUGCAAAAAUCACAGGGAGGUCAUAGACGCAGCAGGUGCGGUAAAGCUCACUGGAGCUGACAAUGAAUACCGGUUCGCAUCAUGA
Gme-1-9 AAAGCCUA.CA.GGGUCUUACU........GA..GACAGCCGGGUUGCC.GAAA.UAUCACCAGAUAUUCGCA......ACCCGGCUUUUUUGUUGACUGCAGCCUCAAAAGAGCCGGGAUGCGAAGAACCAGGAAAGGGGGAACCUUCUGUCACCAUGCUUCUGAUACUUAUAACCAUG
Gme-1-10 AAAGCCUA.UA.GGGUCUCCCU........GA..GACAGCCGGGUUGCC.GAAA.UAUCACGCGAUAUUUGGU......CCCGGCUUUUUUGUGUCUUGACGCGGAACUUACCCAUUCUCGAGAAAGGUACCGAACUCAAUCCAUGUACCGAAUCGCUGACCUGCCCCUCUCUACCGCCU
Gsp-1-6 AAAGCCUA.UA.GGGUCUUACUG........A..GACAGCCGGGUUGCC.GAAA.UAUCACAAGAUAUUAGGUCCCGG.CUUUUUUGUGGUCUAAACAUUGUUGAAAGGUGCCUCAUUUAACCCAUGUGCCUAACCGUUGACCUGUCAUUUUCAUCCAAUUUCCCGCUUCGCCUGAUGGC
Gur-1-11 AAAGCCUA.C..GGGUCUUACU........GA..GACAGCCGGGUUGCC.GAAA.UAUCACACGAUAUUCGGU......CCCGGCUUUUUUGUUGUCAAAACAUAAAAGGAGGUCGAGUCAGCAAGAGGUGCGCCUUUAAAGGGCACCGUAUUAUGACGGUUAGUGAUAAACGAUAAUAC
Ppr-1-4 AAAGCCUA.A..GGGUCUUACU........GA..GACAGCCGGGUUGCC.GAAA.UAUCACUGGAUAUUCGGG......CCCGGCUUUUUUUGUUGUCAAGACACCAUGGGGUUCGAGGCAGGACGAAAAGCACCGUAACAGGCGCAUCGCACUAUGCCGUUUCUCGUCGAUGACGAUAA
Gur-1-12 AAAGCCUA.UA.GGGUCUCAAGU.......CA..GACAGCCGGGUUGCC.GAAA.UAUCACGAGAUAUUCGG.......CAACCCGGUUUUUAUUUGCCCAUUUACCGGAUGUGGCCGAAAAAAGUAACUCGUGAACAAGGUUCGGAUCACCCCAUGACGGGCAGUGGGAUUGAGCCGGA
Gur-1-13 AAAGCCU..AAAGGGUCUCAAGC.......CA..GACAGCCGGGUUGCC.GAAA.UAUCAGACGAUAUUCGG.......CAACCCGGCUUUUUUUUGUGGAAAAUCGGCAGAAGGGAGGUGGUGAAGCGGUACACGUACACGGUUACAUCUGUCUGCGGUGGAUGCAGGAAUCGCCGGUU
Gsu-2-9 AAAGCCUA.CA.GGGUCUCACC........GA..GACAGCCGGGUUGCC.GAAC.UAUCACAGAAUAUUCGGCCCCGG.CUUGUUUAUUUUCAUGAGACAGAAAGGUACCCGUGUAACCCAUGCGCAGAAUCGUUACGCUGCCAACCGUGGCCUACUGGCUUCGUUCCGCUGUCCUGGGC
Gur-1-14 AAAGCCUA.UA.GGGUCUCACG........CA..GACAGCCGGGUUGCC.GAAA.UAUCACAAUAUUUCCGG.......CGCCCGGUUUUUUUUAUUUUGUUAACUAAAAAUAUAAAAGACUAUAAUUUUAUAUAAUUUAACAUAAUUAGCGUUAUUUGCUUGACAAUUCUUUUAUUUAU
Gsp-3-7 AAAGCCUA.UA.GGGUCUCCCU........GA..GACAGCCGGGUUGCC.GAAA.UAUCCUAGAUAUUCUGCACCCGG.CUUUUUUGCGUUCUCGACUCAGCAAUCGGUUGUGAGUGCAGUCCAGCAGAGGAGGCAUCGUCCAUGUGCUGUCUCAUAUUCAAGUCGAUCAGGAUAACCCA
Gbe-1-8 AAAGCCUA.UA.GGGUCUCACC........GA..GACAGCCGGGUUGCC.GAAA.UAUCACAGAUAUUCGGU.......CCCGGCUUUUUUUGUGUCCAUUGAUCAAGUGGGGGGCAAGUCGCAGGAGGCGCCUUGAAGGGCGCGGGCAUGAUGUAAAAACGGUGGUGGUACACGAUAAU
Gsp-3-8 AAAGCCUA.UA.GGGUCUCACC........GA..GACAGCCGGGUUGCC.GAAA.UAUCACAGAUAUUCGGU.......CCCGGCUUUUUUUGUGUCCAAUUAUCAGGGGGGGCAAGCGGCAGGAGGCGCCUUGAAAGGCGCGGGUAUGAUGUAAAAACGGUGGUGGUAGACGAUAAUAC
Gme-1-11 AAAGCCCA.CA.GGGUCUCACC........GA..GACAGCCGGGUUGCC.GAAA.UGUCACCACAUUUUCGACAGCC..CGGUUUUUUUGUGCUAUGGCACUGAAAAAUCGGGGAAAGGAGAUUCAUGAUGGUACAGAUGAGAUCCGCUCUGAAAACAAUGGUGUUCUUUGCUGUCGCGA
Gsu-2-10 AAAGCCCA.CA.GGGUCUCACC........GA..GACAGCCGGGAUGCC.GAAC.UAUCACCACAAAUUCGGCAUCCCGUUUUUUUUUGCGUGGAUGUCCAGACGAAACGGGGAAAGGAGUGGACAAUGGUACGCGCGAAAAAGUCAGCUAUGGGAGUACUGGGGAUUCUUGCCGCCGCG
Gsp-2-7 AAAGCCUAUU..GGGUCUCCCU........GA..GACAGCCGGGUUGCC.GAAA.UAUCUCAACGAAGAUACCGGCAA.CCCGUUUUUUUUGCCCGCUUCUAAUGAUUUCCCCCCAAGGCUCCGGCCUCCUUUUCCCGUGCGACGCCGCGGUCAGGCGUACACGCCCUCUCCUUCACCUU
Gbe-1-9 AAAGCCUA.CA.GGGUCUCACA........GA..GACAGCCGGGUUGCC.GAAA.UAUCUCUGACCAGAUAG.......CCGGCAACCCGUUUUUUUUAGCCCAAAGACUACCUUGAAACAGGCAAUCCAAGAGAAAAGGAGAUCACACCCAUGUCCAGAAAAAGCAUUGCGCUGGCGCU
Gsp-3-9 AAAGCCUA.CA.GGGUCUCCCA........GA..GACAGCCGGGUUGCC.GAAA.UAUCUCUGACCAGAUAGCCGGCA.ACCCGUUUUUUUUGCCCGAAGAAAACACCUUCAAACAGGCGAAACAAGAGAAAAGGAGAUCACACCCAUGUCCAGAAAAAGCAUUGCGCUGGCGCUGUUGC
Gsu-2-11 AAAGCCUA.CA.GGGUCUCACC........GA..GACAGCCGGGUUGCC.GAAA.UAUCACCACCGUGAUAGUCGG...CCCCGGCUUUUCUUUUGCCCGGGUCCGAUGCCGGAGCGAGGCAGCGACGCAUGACCACCGUGAAAUUAUCCUCAAGUUUUCCUGUUGUUCCGCCGAUAGAU
Gsp-3-10 AAAGCCUA.CA.GGGUCUCCAA........GA..GACAGCCGGGUCGCC.GAAA.UAUCGAUCGAUAUUUUUGGCCCC.GGCUUUUUUGUUGCCUAAGUCCCGAAAAAGGACCCCGGGCGGCAACAAGCCGGGUGCCCCAUCACGGAGGAGAAAACAUGAAAAAAGCUCUGAUAACCCUG
Gbe-1-10 AAAGCCUA.CA.GGGUCUCCAA........GA..GACAGCCGGGUCGCC.GAAA.UAUCGAUCGAUAUUUUUGGCCCC.GGCUUUUUUGUUGCCGCAAUCCCGGAUAACGCCCGGCGCGGCGACACGCCGGGCGCCCUUAAAACGGAGGAGACAAAUGAAAAAAGUCGUUUUAACCCUGG
Gbe-1-11 AAAGCCUA.CU.GGGUCUCAUA........GA..GACAGCCGGGUCGCC.GAAA.UAUCUCAAGAUAUUCUGG......CCCCGGCUUUUUUUGUGCCCGUUUGAGAAUGAGUGAAUAAACAGUGAGGUGCCGAAUGAUGAAAACGAGCAAAAUCCUGGUCGCAGUCUUGGUAUUGGGUA
Gsp-2-8 AAAGCCUA.CU.GGGUCUCAUA........GA..GACAGCCGGGUCGCC.GAAA.UAUCUCAAGAUAUUCUGGCCCCGGCUUUUUUUAUGCCUGCGCCAUGAGAACUCAGGGAUGUUAAGGGAGCUGAAAUGAACUUGAUAAAGAAUCUCCUCGACAUGUUGAAGGGGAUGGGGAGUACC
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Gsp-1-7 AAAGCCCAUU..GGGUCUCAUC........GA..GAUAGCCGGGUCGCC.GAAA.UAUCACACCGAUAUUAUGGCGAA.CCGGCUUUUCUUUUGCCUUCGGAACUGGUGCCGGUUAUCGCAACGAAAGGAGGAUCAAUGAAAGAUUUAAGUAAAAAAAUGAGUGCAAAGCAAAGGCGCAC
Gme-1-12 AAAGCCUA.CA.GGGUCUCCCC........GA..GACAGCCGGGUCGCC.GAAA.UAUCGCAUCGAUAUUCC.......GACCCGGCUUUUUUUGUGCCGGACCGGACGAAAAAGCGGCUCCAGUAGCCGGGACACGUCGAAAGGGGAGGAUGGAUGAUGAAGAAAAGGUUGGAACGCUU
Gsp-3-11 AAAGCCUAUU..GGGUCUCACC........GA..GACAGCCGGGUCGCC.GAAA.UAUCAAAUCGAUAUUGAGGUCCC.GGUUUUUUUGUGUCUUGAAUUCUUUGUCAGGCAAGUUUCAUUGCUUGCCGAUAAAAAGGGACAGAAUUUUAUAAGUCGUACCGCGACAACCCAUUUGUCAA
Gsp-2-9 AAAACCUA.CA.GGGUCUCACA........GA..GACAGCCGGGUCGCC.GAAA.UAUCUAAUUGAUAUUGUGGCCCC.GGCUUUUUUGCGUUCAAGGUCAGAAUAGUAACCACUCCUGACAGGCUGCGACGUUCUCCAAUACUUUGGAACAGUAUGAGUACAUAGAGGCAAAGACCUUU
Gme-1-13 AAAGCCUA.CA.GGGUCUCCCC........GA..GACAGCCGGGUCGCC.AAAUAUCUCAACAGGAUAUGCCGG.....CCCCGGCUUUUUUCAUGACCGAAAGGGGCGUAACAUGAAAGGAGGAAACACCAUGACCAGCAAAAUUAUCGCAUCUAUCGCCUGUCUCGCCGCCCUGACAG
Gsu-2-12 AAAGCCGA.C..GGGUGCCGCUGGAGC...GG..GACGGCCGGGUUGCC.GGA..GAAACCAACCAAAAUGGAGGAA..AUGAUGAAAAAGGGGAUGAAAGUAAGUCUUUCCGUGGCAGCAGCAGCACUUCUCAUGAGCGCCCCCGCGGCGUUCGCUUUCCACUCCGGCGGCGUUGCCGA
Gsu-1-11 AAAGCCGA.C..GGGUGCCGCUGGAGC...GG..GACGGCCGGGUUGCC.GGA..GAAACCAACCAAAAUGGAGGAA..AUGAUGAAAAAGGGGAUGAAAGUAAGUCUUUCCGUGGCAGCAGCAGCACUUCUCAUGAGCGCCCCCGCGGCGUUCGCUUUCCACUCCGGCGGCGUUGCCGA
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alignment positions 313 · · · 492

Glo-1-1 UGGUGAGCUUGAAUAUACGGGCGACUUUUUCAAGCCUCACUUCGCCCCACUAAAGACAGUUCAUAUUAAUCUUGUUCAACAGGAGUCAACCAUGCCCAGAGUCAGUAUACCCUUAGCAAUUAUCAUUAGCAUACUUUUCAGCAUCAGCACAGCGUUUGCCGCCGACGCCCCGCCGGUCAA
Pca-1-1 GGCAAUGCGAACCAUCCAUAGUGUCAGGGCGGUAACCAUGGAUGGAUACAGAAGGUUUUUUAGAAGAUAAAUACAGACCUGAUUCCGAUAAGGGCAAAACUGGAGUAAUCCAGUGACGCAAAGCUGCGGGUGCGUGGGAAACCACGGAUAGCCGGGCUACCGAAGAGCUGAUGGAGGAGG
Pca-1-2 AAAGAUAUUGCUACACCAUCGCAUUUAUCCUGGAGGAGAAAACAGUGGAAGCCAUGCCUAACAGCCAAAGCACAGCCAAACAGAUGUCGCAAGCUUCGAUCAACAGUGGCCUUGAAACCGCCGUCGAGUCAGAAGAUACCAUGAAGGAUAAAUUCCUCACUUUCUGGAUUGCCGAUGAGG
Pca-1-3 GCGUCAUGAAGAAUGCGGGGGUAUCCAAAUUUUAAGAAGGGAGGAUAAACCUUGAAAAUUAUAAGGGAUAGCUAUUAUGGAUCAGCAAUCUAUCUUCUCUUUAAAUGGGCGGCUGUAAAAAAUGCUGAAAACUUUGACAGACGACAUAUUGAAGCACUUCAAACGGCGCGCCUGAAACGA
Dac-1-1 UUUAAUGGUGUCUGGGUGGAUGUUGAGGCUUGGUGUGGUACCGGGGCCAACGAAAGCAUCCUGGUGGUGGACUGGAACCGCCUCGACAACGGCGAGGCCACCAUCUCCGAGUCCCAUGCCUUCGGAUACCGCUGGGACGGCGGCGCUUACGAAUCAGAUAUGCUCAACGCCUUGAACGAU
Dpo-1-1 AUGCGGUUGAUCCAGAGGGCGUCAUUGGAAGAGAUCUGUUAAUUUCAGGGUGAUAAGGAGGAGCAGAAAUGAAGAUGUAUAAGCUUUUAUUGGUGGUCGUAGUAUCUUUUUUCGCAAUACCGCAAACCUCACCCCGAAAAGGGUUGAAUAAAGGAAGUUCUCAUGGCAAUAAAUGUUUUG
Gbe-1-1 CACGAGUGUCGCCUCCGCGGCAGUACUGUUCUCAGAGGAUUUCAACGCGCAACCAGACUGGAGCCCUUCACAGGGGACCUCCGGUGCUACCUGCAUUCCCGGGCAAAACUGCGCCACUCCCAUCCCGACCGGUUUUUACGACUACCGCCUGGCCGGCACGGAAGCUUGCAGCAACCUCGA
Gme-1-1 GUUGCCAGAACGAUCGAAAUGUUUACGGUAUCAAUCUUGCUUAAUUCGUUUCAACUUCAUUUAAUAUUAACUAAUUCCUUGACAUUGAUUUCAAUUUCAGUACAUUUCGCCGUAAACUACCUGGCUUUGCGGGAUUGGGCGAUGAAAUUCAAGAACAACGUCAGAAAGAUCAGAGAAGAA
Gbe-1-2 ACGAACGUCGCCUCUGCCGCAGUGUUGUUCUCCGACGAUUUCGAUUCCCGCAGCGAUUGGAGCCCGGCACAGGGGGCUUCCGGUGCUACCUGCAUCCCAGGGCAGAACUGCGCCACGCCGAUCCCGGAUGGCUACUACGAUUACCGCGUGGCGGGAACCGAGGCCUGCAGCAACACCGAC
Gur-1-1 GGCAGCAGGCCCUGCCCAGGCAGCAAACGUCGGUUUCAACGUCGGGAUCAACAUCGGCAAUCUGCCGCGGGUGUAUGCAUCUGCACCCACAGUCUAUGUCCCCGUCUCGGCACCCGUUUACGCCCCACCCCCUCCCCCCGUCUAUGCCCCGGCCCCGCCACCCGUGGUGAUCGAAGAGCG
Glo-1-2 UGACAACGAUCCUCCUGCACUGUGCAGUCAAAUACCGCCGAAAGCGAACCUGAACAACAAGGUAUUCGAUCUACGCGGAAGCACCGCAAAGGAGCACAUGUAUGAAGAAUCUGUCCGGCCUGGUCUGUUUUGUCGUGACCCUUGCCGUCACAUCAAUGGCCUCAGCAGCCAGCUACACCC
Gur-1-2 UGAAUUCACUUGGAGGGCAAACAGGCAGCAUAAACUGAUCACCAAGAUCACGAGCAAAGUAACAUCAGGAAGUACAUAGCAGCAACAAAGUUUCAAAGAUGACAAAACCAAAAAACAAGGAGUAACAAAAAUGACAAAAACGAUGAAAAUGGCGGUAUUAUUUCUGGCUCUGGCAUUCGC
Gme-1-2 CCGCGAGGAUGGGGCGGAAAGCCUACAGGGUCUCAUCGAGACAGCCGGGUUGCCGAACUAUCACACCACAGAUAGGCGGCGACCCGGCUUUUUAUUUUGACAGGCUGGCAGCGGAAGGAGGUGAUGACAUCUCACAGAGAUCAAACUUCAUGGCUAUCUCCCUUAACGACAAACAUUAAC
Gsp-1-1 GCUUGCUUCUGCUCUUCUCCCUGUUCAUGGUUUUUUCGUUUCUGGUUGUAGUGUCCAACAGUGAAGCUGCCCGCAUCAAGGAGAAAAAAGUAGCAGCCGCCAGCAAGAAAAAAGCUGUUGCUGUCAAAAUGAAGCAGCCAUCCAGAAAGAUUUCACACAAUGAUUCCCGUCAGCGUCCCU
Gur-1-3 CAAGAAAAGGGCAUCUCGUGUCCAAAUUAUUCCUGGUCACGAUAUUCCUGUCGGCUUUUUUUCUGGCCGGCCAAGCAACGUGCUUCGCGACCAAUGUGGCCCUCCAGUGGAAUCCGAACACUGAUGCCAACCUUGCGGGUUACAAGGUUUAUUACCAGGCGGAUUCAUCCACAACUCCUU
Ppr-1-1 CUCGCACGGCAGGAGCGGUCCUGUCGACAAUCACAAGGAGGAAGGAAUGAUGGCUGCCAGAAUGUAUGGAAUGGUGUGUGGCCUGCUGUUUGUCUGGGCAGGCACGGUAUGGGGCGCGGAUACGGCCAGGAUCACCCAGCUCGCAGGCACGGUUCACACGGACCUGCAUCGCCUGGUCAA
Gsp-2-1 ACGAUAAUACUAAACCGCCCGCGAGGGUGGGGCGGAAAGCCCAUAGGGUCUCACUGAGACAGCCGGGUUGCCGAAAUAUCACGCGAUAUUGGGCAAUCCGUUUUUUUUUGCGGCGAGCCCCAGCCGGGAGGACGACGAGGGAGGACGUCGCCCCUGCCUAUCCGCUCACAUUAUCGAUUU
Gsu-2-1 GGCAUCCUAUUCAGGGAGGAAACUAUGGCUAAAAGAAUUCAGACCGUUACGAGAGGGCACAUUACAGCCGCAGCGGCCCUGGUCAUCGGCGUGCUGGCGGCAUUCACCGCGGACGCCAAUACGGGCCGGACCGCCGACGGUUCGGUACCACGCACCCCGGCCAUCAUAGCCACACCCGGC
Gur-1-4 CUCCCAGCCGCUCCUGGCCGCAGAUGUCGGUUUUGAUAUGAAUAUCAACAUCGGCAAUGGCGGCGGACGGACUGUAGUUGCUGCGCCGCCUCCGCAGCAGAUCGUUAUCGAUGAGCCACCCGAGUUUAUCGUGCCUUCAACUCUAGGUUUCUAUGUUGCGGUAGGGGUGCCAUACGAUCU
Gsp-1-2 UUUUGGCAAAUGUCGGCUUCGACAUGAACAUCAACAUCGGAAAUGGCGGUGGCAGGCAGCCGGCAACAGUGGUCGUUCCUUCACCGGCACCCGUUCCCAUUUUCGUAGAAGAACCACCCGAGUUCAUCAUUCCGUCAGCUCUAGGUUUUUAUGUGGCAGUGGGUAUCCCCUACGACAUGU
Gbe-1-3 GCAAGAAGGCAAAACGCGGAAAGGACGCGUUAACCGGAAGCGGCAGCAGAUGGCGCCCAAAUCAAGGAGGCAGCAAAGCUUUAUGAAGAUAAGACCCUGUAGCAGCAUUUUUACCCGCAUCGCGCUCGGCGCGCUGCUCGUCAUGACCGUCAUGGCGUCGGCGCAGUUGGCACCGAGCGC
Gsp-3-1 GGCAAAAUGCUGAAACAAAGCGUUAACCGAAAGCCGCAGCAGAUGGCGCCCAAAUCAAGGAGGCAGCAAAGCUUUAUGAAGAGAAGACCCUGUAGCAGCAUUUUUACCCGCAUCGCGCUCGGCGCGCUGCUCGUCAUGACCGUCAUGGCGUCGGCGCAGUUGGCACCGAGCGUGGCCCAG
Gsp-2-2 UUUUCCGCCUCGUCGCUUCUCUUCUUUCUUCUUUUCAGCAGCCCCGCCACUUGCCUCGCCACCGACGUGACGCUGGCAUGGGACCCAAGUCCCGACGCCGACCUCGCCGGUUACCGGAUCUACUACCAGGCCAACUCCAGCGCGAUCCCCUUCCAGGGGAGCGGUGCAACCGAGGGGAAC
Gsu-2-2 UCAUUGUUGGUGCCCAAGCGGUCGGCAUUGCGGGCGGCCUGGCGGCAACCCCGCCGCAGGUGACACCAUUGCCGUCAGUGACGGACGGUCUCCGGUCUCCGGUCCGUCUCGCCACAGACUCUUCCGGCAACCUGUAUGUCACCGAUUCCCGGGGCGGCGGUAUCGUGCGCUUCACCUCCA
Gsp-2-3 GUGCUGCCUUCCCUGCCACGGUAACCCUUCAGUGGGACCCUUCCACCGACCCGGAUCUUGCGGGUUACCGGAUCUAUUACCAGGCCAACUCUUCCGCCCAGCCCUUCGUCGGCAGCGGCGCCGUCGAAGGAAGCACCCCCCUCGGCGUCUCCACCGGCACAACCGCUUCCAUAAGCGGCC
Gsp-3-2 UAGGUGGGCGAAAUUACAGGGUGAUUAUCUCUCAAUACUCAGAACCUGUGCAUCGUUUACACACACUCCUUUCAGCCAGGCUCUGUUGGUGAGGUAGUGAAAAGCUGAAGAAUAACGAGUGGUUAAUCGCUGUAACUUUCAGGUCGAAAAGCUGGCAUUGGUGUUGCGAUAGGAAGCGUG
Gsu-2-3 UUGACGGCCGUACCCUGCUUCGCCGCAUCCGAUGUCGGUUUCGACGUCAACAUCAAUGUCGGCAACCGACCCCAGGUGGUGGUCCCGGCCCCGCCGCCGGUGGUCGUUCCCGGCCCGCCCGUGGCCAUCGCCGAGCCGCCGGUCUUUCUCGUGCCCCGCUCCCUCGGGUUUUACGUGGCC
Gme-1-3 AUCUUUUUCCACUGGGUACUCCGCCACGAGGAGGUCGCCUACGUCACCUUUGCCGUGGGCGUGCUCCUCUCCCUCGCCACCUGGCUGCUGCGGGAAGAUGUGGAGAAAUCACGGGACGCCCUCAUCGAGCAGUACCGGGAGGCCCACGAGAUCCCUGCGGCCAUCGCCCGGAUUUGCGAU
Glo-1-3 AUUCAACAAUUCCGGAGCAAUGGGAAAGGAGCAGGGUAUGAAACCUCUGAUGACAAAGCUGGGCACUAUGAUAGGGGGGCUGAUUCUCGCAUUUUCGGCACUUGUACUUGCCGGAUGUGGCGGCGGGGGUAACAGUCCCGGGGUCUCUUCGCAGGUGGUAACGGGAACUGCGGCUGUCGG
Gsp-2-4 CCGCUCCGCCGCGGUCUCAAAAACAUCCUCCGCCAACGCAAAGACUGAAACACUGGAAGCCUACAUCUGCGCCAUCAGGAAAAAGGCCCAGGUGAAAGUCUAUCUUGCCUUUGUGGCAAAUGACCGGCGCAUUUAUGUCUACACCAGCCCCGGUAAAGGCGCCAGCGAAGCAGAAUACCA
Gur-1-5 UUGGAAACGGAUCAAGAGGGCAACUUAUUACAACCAAAUCAUUCUGUGCCAUGAUAUUCGCAUUGGUCAUUUUCUUUGCCGGUCAGGCCACGUGCCUUGCAACCAAUGUGACCCUACAGUGGGAUCCUGAAACGGACCCGAGCGUUACCGGUUAUAAGGUAUAUUACCAGGCGGAUUCAU
Gsu-2-4 UUCGUCGUUGCCGUUGUGGCGAUACCGGCGCUGGCGGACUCAAUCCCCGCUUACCUCGCAUCGGCCACCAGCCAUGAUUCUCCGGCUAUAGUUUCUCCUCCUCCCGCUUCACCCGCCUCCCAAUCGGAAAAUGCCACCUUUUUCAGCAUAUCAGCCAGCCCAACCGGCGAUGUGACGCUC
Gsp-1-3 UUUGUUUAAAAUUCACCGGAAGUAGGAAAAAGGAAUGCGAGUAAAGAACUGUGUCAGGAAAAUACGUGAACAGCGAUUGAUGAGCAAAGCUGAGCUAGCGAGAUUGGCCGGCGUUUCUCCUGUUACCAUAGAUCGUAUAGAGCGUGGGGAAGAAUGUCGUAUGGAAACCAAGAGAAAAAU
Ppr-1-2 CUGCUCUGUUCCUUAUUGCUGACAUCUCCCGUUUCCGCGGACAACCAGUUCAAGGAGGGGGGCAGGGAGAUAGGCCAGGGGUUCAAAACAUUGGGACAGGCUACCGGAGAAGCCUUCAAGAAGACCGGUCAGGCCGUGGGCAGGGCCUUCAAACGCUGGGGCCAGGCCACGGGCGCGGCC
Gsp-3-3 UGACGGCGCUUUCUACCACAGCGGCCUUUGCGGAAAGUGGCGCAACCAAGAUCGAGGACUGCAUCGAGGUUGUCAAAGCCAUCAAGGCCAUCCCGGAACAGGGUGUCCCUCCGAUGCUUCUGAAGGAUGCCCAGGCUAUAGCGAUUAUUCCAGGUGUCAUCAAGGUCGGCUUCGUCAUCG
Gbe-1-4 UGAUGGCCCUUUCUACCACAGCGGCCUUUGCAGAAAGUGGUGCCACCAAAAUCGAGGACUGCAUCGAGGUUGUCAAAGCCAUCAAGGCCAUCCCGGAACAGGGUGUUCCUCCGAUGCUUCUGAAGGACGCCCAGGCUAUAGCGGUUAUUCCAAGUGUCAUCAAGGUCGGCUUCGUCAUUG
Gme-1-4 ACCUUUGUUUUUUGCAACGGUGUCCCCGUCGUUUGCUGCUUCCGACGUUGGUUUUGACGUGAAUAUCAACGUCGGAAACCGCUCUGGUGUUGUGAUUCCGGCCCCCCCGGCGGUAGUGGUCCCGGCUCCGCGGGUUGUGAUUGAGGAACCCCCGCUUUUUAUUGCACCUCCUCGUCUCGG
Gsp-3-4 UGGCAGUAGAGUGCUUAUGAUGCUGUUUGUCUUUGCGAUGACCCUGGUGUCCUUUCAGUUUUGGCGCACCGAGGCGCAGGCGCAAUCCUCUUAUUUCACCAGCAGAGGUUGCGUAACUUGCCACGGCGCCCCCACGGUUACCACCUGUGCCGGGUGCCACUAUCACAGCGGCACCUUGUC
Gsu-2-5 AGUCACAACGGUUCUGCAAAACAGGGCCGAUAAUACCAACAAAAGGAAUAAUCAAGCAGUACUGUUUCCGAAGGGGUAAACCCAGGGUAACCUGGGGACACAAAGCUACGGGUCCUGAAAUGUCCUAGGGUUUUCAGGAUAGCCGGGUUGGCGAGAAACAGGUUCCUCAUUAGUCCAUCA
Gsu-1-4 GAGUCACAACGGUUCUGCAAAACAGGGCCGAUAAUACCAACAAAAGGAAUAAUCAAGCAGUACUGUUUCCGAAGGGGUAAACCCAGGGUAACCUGGGGACACAAAGCUACGGGUCCUGAAAUGUCCUAGGGUUUUCAGGAUAGCCGGGUUGGCGAGAAACAGGUUCCUCAUUAGUCCAUC
Gur-1-6 UGAAAAGGAGUACAUAUGAAGAAACGUUUAGGCCCAUUUUUUGUGAUUUUUUCAGCAGUUUAUUUUUUCUGGGUCAACCCGGGUGUUGCCGGCACAACUCUCUUCCAGGAAAGUUUUGAAGAUGGGAAUUUCAGCACGAGAGGCUGGUACGAUAAUACCAGCCCGAAACUGUCCAGUGUG
Gsp-2-5 GCAGGCAAUCAAAAAAGAGAAAGGAGGGAAACAUACUCGGGAAACGCCCCAAGCAGUUGGCUGGUUAUUAGACAGCCACCAAUUCACGAAAACAGUUAAACAAAGGAGAUCGCAUGACUCAAAAGAAUUGCGGAAGAUUAUUGAUGUUGUUUGUCUUUGCCCUGACCCUGCUGUCCUUCC
Gsu-2-6 AGACACAACAGGGCACGCUGCCCCGUAAAACCUUCACCAGCCUGAUCAUGCUUAUGAUCACGGCACUUAUGACAUUGGCCGGCUGUGGCGGUGGAGGCGGUGGUUCUACGGCUGCAACUUCAACGGGCACGCCGACUACCGCGGCAGUAUCAGGGGUGGCAGCCACCGGAGCCCCCCUUG
Gme-1-5 AGAAACGUAUCUUCCAAGGAAUGGAAAAGGAGUCUGCAUGCGAAUCAUCAGUAAGACAUCGGUAUUUUUCGCCUUUGCCAUGGCACUGGCGACAUUUCAGCUCUGGCGCGGCGAGGCACAGGCAUACCCCGCAUACUUCACGGCCAACUGCGCCGGCUGCCACGCCUCACCGGUAGUGGC
Ppr-1-3 CUAAGAAUAUAUCGCGUGAUUCGGGAGGUGGUGGGAGAGCAGAAAGCAAUAUCAGUUGUACGCCUGAAAAAGGCAAACCAUUCGAAAGGAUGGGGCGCAAAACCACUGGUCUAAAUCCCGGAAAUUCGGGACAUGACAGCAGGGCUGCCGGGCUUAAGCAGUACCUCCUUGUGAGGUGCG
Gsp-1-4 CUGAACGGUUGCGGAAGCGGCAGUGGCGAUAGUGGAACAAACAUCGCCGCCCAGACCGGCAACGGAGGCUCAUUCGCAAGUGAAAACGGAUCAACGGUAACAACCGGCCCCGGCACCGCCAGUCCGGCCAAUACGCAAGAAGGAACUGCCACGGCUACACCGACAACAAAUACCCCCUCC
Gsu-2-7 UCGCUCUGUUUCCGAAGAGGUAAAACCAGGGUAACCUGGUGACACAAAGCCACGGGUCCUGAAAUCGUCCUAGGUAUUUCAGGAUGGCCGGGUUGGCGAAGAAACAGCCCAUCUGUCGACAAGUCGUACCAUUGCCGCGGGGGGCUGUUUUUUGUUGGGAAAAGUCUCGGUGUACGCCGG
Gsu-1-6 UCGCUCUGUUUCCGAAGAGGUAAAACCAGGGUAACCUGGUGACACAAAGCCACGGGUCCUGAAAUCGUCCUAGGUAUUUCAGGAUGGCCGGGUUGGCGAAGAAACAGCCCAUCUGUCGACAAGUCGUACCAUUGCCGCGGGGGGCUGUUUUUUGUUGGGAAAAGGACCGGUAUAUGCCGG
Gbe-1-5 GCUAAACCAUCCGCGAGGAUGGGGCGGAAAGCCCAAGGGUCUCACCGAGACAGCCGGGUUGCCGAAAUAUCACGUGAGUUAGAUAUGACGCAGCGCGGUUUUUUUGUCCCUGAAGUCCACGGCGCCAAGCAGCACAACCCCCAAAAGGAGAUCGAAUGAAGCAACUGAUAAGGACCAAAC
Gsp-3-5 UGCUAAACCAUCCGCGAGGAUGGGGCGGAAAGCCCAAGGGUCUCACCGAGACAGCCGGGUUGCCGAAAUAUCAAGCAGGUUGGAUAUGACGCAGCGCGGUUUUUUUGUCCCCGAGGUCCACGGCGCCAAGCGGCACAACCCAAAAGGAGAUCCAAUGAAGCAUCUGAUAACGACCAAACU
Gur-1-7 GUCGUACCCGCAUGAUCAGUCAGGAAUUUUUCGAGUGCAAGGUGAAAAAGCCCAACCCCAGAUUCUGCGAGUAUUCCCUCUGCAUGGGGGACAGUUUUAUCUGCAACCAUCCCGACCGCGUGGGAUUCUCCAACCAGAAAUAGUGGGCGGCUCUUCCCAACAAUAUUGUCCAAGUUCUAU
Gsp-3-6 UGCAGGUUUGUUGGCUCUGGUAUCCCUGGUCCCCGGCGUUGCGUCGGCAGACAGCAUCAAGGGGAGGUUUGGCGUGACGGGGAAGGUCGGGUUCAUCAUCCCGUCCGACAACGACGCUGAAUUCGGCUUCAGGACGAACGACACCGAUGCAGGUUUGGCCGUGGGCGGCGGUCUUCUUUA
Gbe-1-6 UGCAGUUUUGUUGGCUUUGGUUUCCCUCGUUCCCGGCGCUGCAAUGGCGGACAGCAUCAAGGGGAGGUUGGGCGUGACUGGUAAGGUCGGGUUUAUCGUCCCGUCCGACAACGAAGCUGAAUUCGGCUUCGGAACGAACCACACCGACACCGGUUUAGUCGUGGGCGGCGGUCUUCUUUA
Gur-1-8 AUCGCAGGCUCAGGGCUUGCCAUCUUUUUUCAUUGGGUGCUCCAUUAUCCGGAAGCCGCCUACACCAUCUUCGGCAUAGGCAUACUCCUGUCGCUCGUCACCUACCUUGUGCGGGAGGAGAUAGAAAAGACCCGUGAAGGGCUGCUCGACCAGUAUCAUCAUGCCCACGAGGUCACCUUC
Gsp-2-6 AACCCGACAUGAAACUAUCGUUUACCACCAUGGCAACCGGAGCAGCCAUCGCCCUGCUCGGCUUUGCAGCACCGGACACCGGCCAUGCCGGCCCGGUUGAUGUCAGCAUACAGUUGAGCGGCUACCUGCCGGCCCCGGCGGGAGUUCACAUCUACUACGACGCGGGUCGCCCCUACUACA
Gsu-2-8 CUGGCGAUCUUCUUCCACCUGGUGCUCCACUACGAGCAGGCCGCCUACGUGAUCUUCGGCAUCGGCAUCCUGCUGGCCCUGGGCACCUACCUGAUCCGCGAAGAGAUCGAAAAAAACCGCUCACACUUAGUGGAACAGUACCAGCAGGCCCACGAAAUCCCCUUUGCCAUGGCCGGGAUC
Gsu-1-7 CUGGCGAUCUUCUUCCACCUGGUGCUCCACUACGAGCAGGCCGCCUACGUGAUCUUCGGCAUCGGCAUCCUGCUGGCCCUGGGCACCUACCUGAUCCGCGAAGAGAUCGAAAAAAACCGCUCACACUUAGUGGAACAGUACCAGCAGGCCCACGAAAUCCCCUUUGCCAUGGCCGGGAUC
Gur-1-9 GCCCUCGUACUGCUGGGUGCCCUCGGCGUGGCGCAACUGCCGGGGUGCGGUGGUGGCGGCACGGGGACGGCCCCGGUCGGCACGCUCAAGGUCGGUCUCACGGACAAGCCGAGCGACGCCUACCAACAGGUGGUCGUGACGAUUCGCGAAGUGCGGGUCGUGCCGGCGGGGAUGGAGAAU
Gsp-1-5 UUUGCUGGCACUGGCGGUUUCGCAGUUGCCAGGUUGUGGCGGUGGCGGCAGUUCCACCCCCACCGGCACACUCAAGGUCGGGCUGACCGAUGCCCAGAGCGAUGCUUUUGCCAACGUGUUCAUCACAAUCAAGGAAGUCCGCGUCGUACCGGCAGGCCUUGAAAAUGCCAAGGACGACGA
Gme-1-6 CCGAACCGGGGCUCGUCGAUUACUUCAACCUUCUCUAUUCAGUCAUACCAGCUGAAACCGAUGAACUCGUGAAGGAAACAUUUCGUCUCAGGUAUCAGGUUUACUGCAUCGAAAACGAGUUUGAACCUCCUUCCGAAACUUCACAGCAAAUGGAAACCGACGAAUUCGAUAAGAACUCGG
Gme-1-7 CUUGUCGCUACCUAAAAAAGGUGUGACCGCCACAAACACCGGCUGGAAAGUAAUGGUCAGCAAUGAUCUCGGUAUUCAUUGCACCUGUCCGGAUUCAUCUCUCAUCUCAAUACUUCCACCAGCCAACACACUUCGGGCACAGGUUUUCAACGGUUCAGAAAUAGUUACUGAUCCUGCCAA
Gbe-1-7 AAUCCACCCUUUGACAGUCGUGCGCCGCAGCACGAGCGCUGUAAUGACAGUUGCCUCAGACAAGACAAGCCUUGCCGCGCUGGACGCAGGCGUUCACCUGCACUGUUUGCCGCAGGAACUCUUUUUCUCCCCCAGGCACCCCGCAGCAGCCACCCGGGUGCUCGCAUGGUGACCGACGAA
Gme-1-8 GCGAAAGCAGAACGAGAACAUUUUUUGAGAUCAGGGGAUGAAAGGAGUCAAAAUGAAGAUUGUCAGUAAGACGUCAGCGCAGUUCCUUUUUGUCGCGGCUCUGGGAGCAGGCGCUCUGACAGCGUUUCAGCUGAAGGGGACGGAGGCGCUGGCCUAUCCCGCGUACUUCACGACCAAUUG
Gur-1-10 UGCCGUUGAAUCGGUACGAACAGUCAGGCGGUAGACGAUAAUACUAAACCAUUCGUGAGAAUGGGGCGGAAAGCCUAUAGGGUCUCGAAGAGACAGCCGGGUUGCCGAAAUAUCCCUCAGAUAUCCGGCCCCGGCUUUUUUGUAUUCAAAGCGGUACGAAUUCCGGGGCAGUAAAGGGGG
Gme-1-9 GGACAGACACAGUUAAUGACGAGCAGGACAUCUGCAACUAGUCAUUGCUGAACGUAAUCACGGAUGAAAAAAAAGAUGAAAGGGAUUUCAACGAUGAUCAAAAACACAAUGCAAGGAGUUUCAAACAUGUCUAAAACUUUGAAGAUGGCAGUACUCUUUCUGGCACUGACAAUCGGACAA
Gme-1-10 GUUUUCGCCUGAUCGCUCUAGGGGUAUGUAUCCUAUCCCUUCAAGGAUGCGCUGUACUCAGGGGUGCCCAGGAGCAAUCAUCGCUUGCGCCAGGCCAUCUUGCCGCGGAGAUCGAACGAAAUGACUUUCCCGUUGCCAAUGGCGACGACGUCAUUGGCCGGCUUGCCGUCCUCAGACUUG
Gsp-1-6 CCUGUGCAUGGUCAUCCUAUCUCUCAAUGGAUGCGUUGCCAUGCAAAGGGCCCAGGAGGGGCCAUCCACCUUUCCGGGUCAAUUUGCAAAGGAGGUGGAAAAGAACAGGUUUCGCGUUGUCCUGGGCGACGACGUCAUUGGCCGGUUGGGUGUCAUGGAGCUUGACGAGGGGGAUACCCU
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Gur-1-11 UCAACCAUCCGCGAGGGUGGGGCGGAAAGCCUACAGGGUCUCACUGAGACAGCCGGGUUGCCGAAAUAUCACACGAUAUUCGGUCCCGGCUUUUUUGUUGUCAAAACAUAAAAAGGAGGUCGAGUCAGCAAGAGCUGCGCUUUUAAAGACGCAUAGAGCUGAGGGGGGGCCAUUUGUCCC
Ppr-1-4 ACGGCCCGACAAUUGUUGGUGGUACACGAUAAUACUCAACCAUCCGCGAGGAUGGGGCGGAAAGCCUACAGGGUCUCACCGAGACAGCCGGGUUGCCGAAAUGUCACCUUUUCUUCGGCCCCGGCUUUUUUGUGUCCGCCGCCCGUUUCAUUUUCGAUAGUAAAGAAAGGUACCGUUUUU
Gur-1-12 AGGACAACAAAAAUUGCUGUGCCGUCUGGCGCAGCAAGGAGCAAAGGAGAAACAAUGAGAGAACAGAUUAAAAGAACGUUCGCCGGCAUCACCGUACUCUGUCUUGUUGCCGUCGGUCUUAUGCUGACCGGCUGCGGCAGCAGCGGCGGAGGUCUUUCAUCCCAGGUCGUGAGUGGCGUU
Gur-1-13 UUCGCGGCAGACGGACAGGGUGAACUUCCGCGCAAAGUGCGCGGAAAAAACAGAAAAUAAUAUAAACAAUGUCAAUGACAGGAGGAAAGAUAUGAAAAGAUUGUGCGUUAUGAUCAGUUGCGUUGCGGCUGUGGCCCUUAUGGCAGGAACCGCCUGUGCGGAGAACAUCGCGGGAAAAGU
Gsu-2-9 AUCUGCGUCAUUGCCCUCACGGGCUGUGCCGCCACCCGGCAAGCCUGGUUCUCACCGGUCCACCCUGAAAGCGAACUUGAACGGAACCGGUUCCAGGUUGCGCCGGGAACUGACGUCAUCGGCCGACUGGGGCUGGUCAAACUCGAAGAGGGGGAUACGCUGCCGGAUGUGGCGCGGCAC
Gur-1-14 UGUAAUUUCAACAAAAAAUAAGUAAAAGCAGGUAAAAGAAUGACAGCAAAUAACAAUGUCAGAAACAUUCGUGAAGAGCGAUUGAUGAGUAAGGCUGAACUCGCGCGGUUAGCUGGUGUCUCGCCAGUUACGAUUGAUCGCAUAGAGCGUGGCGAAGAGUGCCGCAUGGAAACUAAAAGG
Gsp-3-7 CCCUUUGACACUUGUGCGCCAAAGCCCCGAUGAUGUAAUGACAGUUGCCGCUGACAUGACGAGCUUUGCUGUGCUGGAUGCAGGCGUUCACCUGCACCGUUUGCCACAGGAACUCUUUUUCUCCCCGCGACGCCCCGCAGCAUCCCCCCGGGUGCUCGCAUGGUGACCGACGACACCAUC
Gbe-1-8 ACUCAACCAUCCGCGAGGAUGGGGCGGAAAGCCUAUUGGGUCUCUCUGAGACAGCCGGGUUGCCGAAAUAUCACACGAUAUCGGCUCCCGGCUUUUUUUGUGCCCCGAAUCCCGGAACGUUCAACGGGGAAUCAGGAGAAAUUCCGGGAGCGUCGCUCUCGGUCCCCCCCCUUCAGUUCC
Gsp-3-8 UCAACCAUUCGCGAGGAUGGGGCGGAAAGCCUAUUGGGUCUCUCUGAGAUAGCCGGGUUGCCGAAAUAUCACAUGAUAUCGGCACCCGGUUUUUUUGUGCCCGAAAUCCGGCAGGCGCACAAGAGGGGUCGCAGUCACAGAGGCAAUAUUACGGGAAAGGGCAGUUCCAGCAUGCAUCGA
Gme-1-11 CGCUGGCUCUGGUCCAGUUCCAGGGGUGCAGUGGCGGGGGAGGCGGAGGAGGGACAGCCUCAACCGGUACACUGAAGGUUGCCUUGACCGACAAACUGAGUGACGAUUUUGCUGAAGUGAGGAUAAAAAUCAAAGCUGUCAAAAUCGUACCGGUCGAAUAUGACCAGAAUGCAUCCGACG
Gsu-2-10 CUUGCGGCACUGAUGCUGAUGCACGGAUGCGGCGGCGGAGGGGAUGGCGGAUCGGCAAGCACUGCGGCGUCAACGGGAACCCUGAAACUUUCCAUUACCGACAAACAGAGCGAUUCGUUCGACAAGGUCAUCAUCAGCAUCAGGGAAAUACGUGUCGUGCCGGCGGGCAGGGAGAAUGCG
Gsp-2-7 CCGGGUGCCAUCAAUCCCAAUUUCAUGCCGUGGCGCCGGUGCCGGCGCGGCGGCAGGAGCAAACCCACAUGCAUGAUACGGCGAGCGCCGAAUUAAGGAGUUUGCAGCUGGGCCCUUCCUCCGAGCAGCGACUGACCGAGCUGCAGCAGGACGGGGAGCGCCUGGCGAUGCUGCAGGAAG
Gbe-1-9 GUUGCUGCAGGUCGCGGCGCUCCCGGUUUUGUCGGCACAGGAGCUUUACGCCUCCUCCAACGUCGGGGUCGACGUCAACAUCCAUCUCGGCAACCCGCCGCGCCCGGUGGUAGUGGCCCCGCCCCCCGCGGUGGUGGUGGCCCCGCCUCCUGCCGUGGUGACCCAGACCCCUUACUAUGA
Gsp-3-9 UGCAGGUAGCGGCGCUGCCGGUCUUGUCGGCACAGGAGCUUUACGCCUCCUCCAACGUCGGGGUCGACGUCAACAUCCAUCUUGGCAACCAGCCGCGCCCUGUGGUGGUGGCACCGCCCCCUGCCGUGGUGACGCAGACCCCCUACUACGACGAGAUCGAGGAGGAGGUCGAGUUCAUCU
Gsu-2-11 ACACUAUUGAUGUCAAUUUCGCAUAAAAGAUUUCAAUUUGUUUCAAGUGUAACUAAUUACUUGACUUUAGAUUCAAUUCCGGUAGAUUUCGCGUUGAAUCAUACAAUUUUUCGGGACAAUGCAAUGAAAUACCGAAACAACGUGAAGAAGAUCAGGGAAGAACGGCUCAUGAGCAAGGCC
Gsp-3-10 GCAGUUGCAGCAGCCGCCACAUUCGCGGUCACCACGACGGAGAAAGCCCAAGCCGGCUCGGUGGACCUGAACAUCCAACUGGGCGCCUACAUCCCAGCCCCUCCGGGGGUGAGGAUCUACGUCGAAGCCGGGCGCCCCUACUACGUGGAAAACCACAGACGCGUAUACAUGAAAAAGAAG
Gbe-1-10 CAGUUGUAGCCGCUGCCGCCUUCGCCGUCGCUAGACCGGGAGCGGCCCAAGCCAGCUCGGUGGACCUGAACAUCCAACUGGGCGCUUACAUCCCGGCCCCUCCGGGGGUGAGGAUCUACGUCGAAGCCGGGCGCCCCUAUUACGUGGAGAACCACAGGCGCGUCUACAUGAAAAAAAGGC
Gbe-1-11 GCAUAGUCGCCGGUGUUUGUGGCUGCCGAAAAGAGGGGCCCGCGGAGCGUGCGGGUAAGGAGAUCGACAAGUCCGUCGAAAAAGCCGGCAAGGAAAUCGAAAGAGCCGGAGCUAAGCUUAACGACGCCAUUAAGCAAAUGAAAAAAUGAUGCUCCGUGCAACCCUCUCUUCUCUGAGAUU
Gsp-2-8 CCCAGGGUUUGUAGAACACGGAUGAUCAACGAUCGCUUUUUUGAAUGCAGAGUGAAGAGGCCAAAUCCCAACUACUGCGAGCACUCACUCUGCUCGGGUGGCGGGUUCAUCUGCAAUCACGAAAACAGGGAAAUGUUCGCGCAGAAAGGUACCUAGUACCCAGUCCAACUUACGACGGGA
Gsp-1-7 GAACUCAUUGCCGCCACCAUGAAGAGUCUUGCCACCCUGCAGCAAGGUUUCAUUACCCUUGAGGAACUGGAAUUCUAUCUGGAGGGGGCCAGGCUUUCAGAUCAGGCCAGCCAGUGCAUCAAGGCAGUAGACCCUUUGACCACCGGCUGGCUCAGCCGCGGGGCGCUGCUGAACUUUUAC
Gme-1-12 CGUUUGCUCGCUGUUUAUGGUCGUGCUCAUGGCGGGAUAUGGCAAUGCCGGGAUGAUGACAGCUUCGGCCGCUGGGACUGCUCCCUAUAAGGAGGGGGAGUUGAUCGUGAAGUACCGGGAGGGAGUUUCCGAGGAAGGGAAGGCGGAGGGGCACCGCAGGCACGGCUCGGAGAGGAAGAA
Gsp-3-11 AAACCAGAUAACGACAAUACUAAACCAUCCGCGAGGGUGGGACGGAAAUGGGGAUGGUCCAAGGAGUGAAAGAUGAACCUGUUAAAGGAUUUUUUCGACCUGUUAGAAGGGAAGGGUAAUAGUGACCGAGUUUGUAAAACGCGAAUGGUUGAUGACAGUUUUUUUGAGUGCAAGGUGAAG
Gsp-2-9 UCACUGUUUCCAGUUCUUCCUCGCCAGCUAAUUACUUACUUGGUGGUUUAUUCAUUACAACUAUUAUUUAAACUUAAACAUUAAAUACUAGGGAAUGGGUUACUAUGAAGACAAUUAUCGACAUUUUGAUCUUAGGCCCGGAAGAAUUAAACAUAAUCAAGGAUAAAUAUCCUAAAUGCC
Gme-1-13 GAACGGCCCACGCCGGAAACGUCGACUUCAGCAUCGGGAUCAACCUGGGGAACAGGCCCGUGGCGGUGUACGAACCGGUCUACGCCCCCGCCCCGCCGCCUGUCUAUGCUCCCGCCCCGCCAGUCCGCUAUGAGCCGGUUUACGCAUCUGCUCCUCGGCCUGUCUACGUGCCGGCCCCAC
Gsu-2-12 GUGCGAAGGGUGCCACACGAUGCACAACUCGCUGGGCGGCGCAGUCAUGAACAGCGCCACUGCCCAGUUCACCACCGGCCCCAUGCUGCUCCAGGGCGCCACCCAGAGCUCGUCCUGUCUGAACUGCCACCAGCACGCCGGUGACACCGGUCCUUCCAGCUACCACAUCUCCACCGCUGA
Gsu-1-11 GUGCGAAGGGUGCCACACGAUGCACAACUCGCUGGGCGGCGCAGUCAUGAACAGCGCCACUGCUCAGUUCACCACCGGCCCCAUGCUGCUCCAGGGCGCCACCCAGAGCUCGUCCUGUCUGAACUGCCACCAGCACGCUGGUGACACCGGUCCUUCCAGCUACCACAUCUCCACCGCUGA
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Glo-1-1 GCUGAAGCUGAGAGAACCU
Pca-1-1 GGCAACUCGAAUAUUUUCG
Pca-1-2 AAUACGGUAUGGGUAUCGA
Pca-1-3 UUGUUAAAACAUACUUUAA
Dac-1-1 GCCGGCAUCCUGGCGGUCA
Dpo-1-1 CCAAAAACAAAGACGCCCA
Gbe-1-1 CGGCAAGCACAACACCCUG
Gme-1-1 CGGCUCAUGAGCAAGGCUG
Gbe-1-2 GGCAACCACAAUACCCUGA
Gur-1-1 GCCGGAAUUCGUCCGGCUC
Glo-1-2 UGAGCAUCAGCACCGACAA
Gur-1-2 ACAAGCAACGGUAAUCCCU
Gme-1-2 UGAAUUCACGGAAACAACG
Gsp-1-1 UGCAUUUGGAAGAACAAUA
Gur-1-3 UUAACGGUACCGGGUCGCC
Ppr-1-1 GGAACGGAAGAUGAAGAUA
Gsp-2-1 GGUCACCGGGGAUCCCCAU
Gsu-2-1 GAACGGACAAUUCAAGCCG
Gur-1-4 GUUCUAUGUUUCCAACAGU
Gsp-1-2 UCUAUAUCUCCAAUACUUA
Gbe-1-3 GGCCCAGGCAGCCCAGGCG
Gsp-3-1 GCAGCCCAGGCGACUCUGA
Gsp-2-2 GCCCCCAUCGACAAGGGGA
Gsu-2-2 CCGGCCGUUUCGACCGGUU
Gsp-2-3 UCGACCCCGGCAACUCCUA
Gsp-3-2 UGGUUUAGAAAACUACUUA
Gsu-2-3 GUGGGUGUUCCCUAUGAUC
Gme-1-3 GCCGAAUGCCAUGCCCGGG
Glo-1-3 UACGCAGCUGUCCGGCCAA
Gsp-2-4 GGAAGAUCUCCAGAAGGCG
Gur-1-5 CCACCCAACCCUUUAGCGG
Gsu-2-4 AACUGCGGCGGUGUUCCCG
Gsp-1-3 AAUAUUGGCACUCGGAUUU
Ppr-1-2 UUCAGGGAGGCGGGAAAAA
Gsp-3-3 GCGGCAGGUACGGCACCGG
Gbe-1-4 GCGGCAGGUACGGCACCGG
Gme-1-4 UUUCUAUGUUGGUGUCGAU
Gsp-3-4 CGCCACCACCAACAAGACG
Gsu-2-5 AAAGACUAAGGCGGGCUGU
Gsu-1-4 AAAAGACUAAGGCGGGCUG
Gur-1-6 GAACAUGUGGCCAACAGCG
Gsp-2-5 AACUCGGGCGCAACGAGGC
Gsu-2-6 UGGGCACGAUCCGGCUCAA
Gme-1-5 CACCUGCAACGGUUGCCAU
Ppr-1-3 GUUUGCUCAGGCACAGACA
Gsp-1-4 AGUGAUACAUCGGCACCAA
Gsu-2-7 GAAAACGAGUAAACUAUUG
Gsu-1-6 UAAAACGAGUAAACUAAGA
Gbe-1-5 UUGCAGUCUUGUACCUGUU
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Gsp-3-5 UGCAGUUUUGUACCUGUUC
Gur-1-7 GAUGACGUCUAUCGGUGGU
Gsp-3-6 CGGCAUCGACGAUCACUUC
Gbe-1-6 CGGCAUCGACGAUCACUUC
Gur-1-8 GCCAUUGCCCGGAUCAGCG
Gsp-2-6 UGGAAAACCACAAGCGGGU
Gsu-2-8 GCCGACCCCGAAUGCCUGG
Gsu-1-7 GCCGACCCCGAAUGCCUGG
Gur-1-9 GCGGCGGACAACGACCCCG
Gsp-1-5 UGCCCGACUCCCCGUCGUC
Gme-1-6 UGCACUCCAUCAUUAAAUA
Gme-1-7 GAUCAGGGUCGAGUAUUCG
Gbe-1-7 AACACCAUCGCCAUCCCGC
Gme-1-8 UGCCGGCUGCCAUGCGGCA
Gur-1-10 UGAUAAGGAAAUAAUAAAG
Gme-1-9 ACAGCGGUAAUUCCCUCAG
Gme-1-10 AACAGGGGGAUACGCUCCC
Gsp-1-6 GCCGGAUGUGGCACGGCAC
Gur-1-11 GUGUCAAGGGCUGACUCUU
Ppr-1-4 CGCCCAUGCGCCGAACUGU
Gur-1-12 GCUGCGGUCGGCGCUCCAC
Gur-1-13 GGGCGUUACCGGGCGGAUC
Gsu-2-9 UUCAGCGUGGGCAUCAAUG
Gur-1-14 AAAAUCAUUCUGGCUCUUG
Gsp-3-7 GCCAUCCCCCAGCUCCUUU
Gbe-1-8 AUAUGUUGCAGCUUCACCC
Gsp-3-8 AUCUUAUGUCCGUCAAUCA
Gme-1-11 ACGACCCCCUGCUAAUCAC
Gsu-2-10 CCCGACAACGACCCCGGCC
Gsp-2-7 CCAUCGACUCUCUGCCGAU
Gbe-1-9 CGACGACGAGGAGGAGGUC
Gsp-3-9 AUCCGGAGCCGCUGGGGUU
Gsu-2-11 GAACUGGCACGGCUCGCGG
Gsp-3-10 CACCACGAAGAUCGCGGCA
Gbe-1-10 ACCACGAAGACCACGGCAG
Gbe-1-11 CGUGCAAUGGGAAUACCGG
Gsp-2-8 GAUGUUGUCCUAGAAGUCA
Gsp-1-7 CAGGCUAAUCUCCGUGCCC
Gme-1-12 GGAAUUCCGUGACCUCAAC
Gsp-3-11 AGGCCAAAUCCGAUUUAUU
Gsp-2-9 GUAUACUCCAACUGACCAA
Gme-1-13 CACCGGUGGUAAUCGCCGA
Gsu-2-12 AGCUGAUAUGCCUGCCGGU
Gsu-1-11 AAGCGACAUGCCUGCCGGU

...................

...................qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa
11 DeltaG20G

11.1 Taxa

The taxonomy of each organism containing a putative DeltaG20G is listed,
with abbreviations identifying each hit (e.g., “Eco-1-1” and “Eco-1-2” might hy-

pothetically represent two distinct RNAs in E. coli). The abbreviations will be
used to identify each individual DeltaG20G in Sections 11.2 and 11.4.

abbrev. of hits taxonomy of species
Bba-1-1 Bacteria Proteobacteria Deltaproteobacteria Bdellovibrionales Bdellovibrionaceae Bdellovibrio bacteriovorus HD100
dpr-1-1 to dpr-1-5 Bacteria Proteobacteria Deltaproteobacteria delta proteobacterium NaphS2
Dba-1-1 Bacteria Proteobacteria Deltaproteobacteria Desulfarculales Desulfarculaceae Desulfarculus baarsii DSM 2075
Dal-1-1 to Dal-1-3 Bacteria Proteobacteria Deltaproteobacteria Desulfobacterales Desulfobacteraceae Desulfatibacillum alkenivorans AK-01
Dpo-1-1 to Dpo-1-3 Bacteria Proteobacteria Deltaproteobacteria Desulfobacterales Desulfobacteraceae Desulfobacter postgatei 2ac9
Dau-1-1 Bacteria Proteobacteria Deltaproteobacteria Desulfobacterales Desulfobacteraceae Desulfobacterium autotrophicum HRM2
Dol-1-1 Bacteria Proteobacteria Deltaproteobacteria Desulfobacterales Desulfobacteraceae Desulfococcus oleovorans Hxd3
Dal-2-1 to Dal-2-2 Bacteria Proteobacteria Deltaproteobacteria Desulfobacterales Desulfobulbaceae Desulfurivibrio alkaliphilus AHT2
Dre-1-1 to Dre-1-2 Bacteria Proteobacteria Deltaproteobacteria Desulfovibrionales Desulfohalobiaceae Desulfohalobium retbaense DSM 5692
Dth-1-1 to Dth-1-2 Bacteria Proteobacteria Deltaproteobacteria Desulfovibrionales Desulfohalobiaceae Desulfonatronospira thiodismutans ASO3-1
Dae-1-1 to Dae-1-2 Bacteria Proteobacteria Deltaproteobacteria Desulfovibrionales Desulfovibrionaceae Desulfovibrio aespoeensis Aspo-2
Daf-1-1 Bacteria Proteobacteria Deltaproteobacteria Desulfovibrionales Desulfovibrionaceae Desulfovibrio africanus str. Walvis Bay
Dde-1-1 to Dde-1-2 Bacteria Proteobacteria Deltaproteobacteria Desulfovibrionales Desulfovibrionaceae Desulfovibrio desulfuricans ND132
Dfr-1-1 Bacteria Proteobacteria Deltaproteobacteria Desulfovibrionales Desulfovibrionaceae Desulfovibrio fructosovorans JJ
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Dma-1-1 to Dma-1-2 Bacteria Proteobacteria Deltaproteobacteria Desulfovibrionales Desulfovibrionaceae Desulfovibrio magneticus RS-1
Dma-2-1 Bacteria Proteobacteria Deltaproteobacteria Desulfovibrionales Desulfovibrionaceae Desulfovibrio magneticus str. Maddingley MBC34
Dsp-1-1 to Dsp-1-2 Bacteria Proteobacteria Deltaproteobacteria Desulfovibrionales Desulfovibrionaceae Desulfovibrio sp. A2
Dsp-2-1 Bacteria Proteobacteria Deltaproteobacteria Desulfovibrionales Desulfovibrionaceae Desulfovibrio sp. U5L
Dvu-1-1 Bacteria Proteobacteria Deltaproteobacteria Desulfovibrionales Desulfovibrionaceae Desulfovibrio vulgaris str. ’Miyazaki F’
Dac-1-1 to Dac-1-2 Bacteria Proteobacteria Deltaproteobacteria Desulfuromonadales Desulfuromonadaceae Desulfuromonas acetoxidans DSM 684
Gbe-1-1 to Gbe-1-2 Bacteria Proteobacteria Deltaproteobacteria Desulfuromonadales Geobacteraceae Geobacter bemidjiensis Bem
Gme-1-1 to Gme-1-3 Bacteria Proteobacteria Deltaproteobacteria Desulfuromonadales Geobacteraceae Geobacter metallireducens GS-15
Gsp-1-1 to Gsp-1-3 Bacteria Proteobacteria Deltaproteobacteria Desulfuromonadales Geobacteraceae Geobacter sp. FRC-32
Gsp-2-1 to Gsp-2-4 Bacteria Proteobacteria Deltaproteobacteria Desulfuromonadales Geobacteraceae Geobacter sp. M18
Gsp-3-1 to Gsp-3-4 Bacteria Proteobacteria Deltaproteobacteria Desulfuromonadales Geobacteraceae Geobacter sp. M21
Gsu-1-1 to Gsu-1-3 Bacteria Proteobacteria Deltaproteobacteria Desulfuromonadales Geobacteraceae Geobacter sulfurreducens KN400
Gsu-2-1 to Gsu-2-3 Bacteria Proteobacteria Deltaproteobacteria Desulfuromonadales Geobacteraceae Geobacter sulfurreducens PCA
Gur-1-1 to Gur-1-11 Bacteria Proteobacteria Deltaproteobacteria Desulfuromonadales Geobacteraceae Geobacter uraniireducens Rf4
Pca-1-1 to Pca-1-5 Bacteria Proteobacteria Deltaproteobacteria Desulfuromonadales Pelobacteraceae Pelobacter carbinolicus DSM 2380
Ppr-1-1 to Ppr-1-10 Bacteria Proteobacteria Deltaproteobacteria Desulfuromonadales Pelobacteraceae Pelobacter propionicus DSM 2379
Mfu-1-1 Bacteria Proteobacteria Deltaproteobacteria Myxococcales Cystobacterineae Myxococcaceae Myxococcus fulvus HW-1
Dac-2-1 to Dac-2-3 Bacteria Proteobacteria Deltaproteobacteria Syntrophobacterales Syntrophaceae Desulfobacca acetoxidans DSM 11109
Sfu-1-1 to Sfu-1-7 Bacteria Proteobacteria Deltaproteobacteria Syntrophobacterales Syntrophobacteraceae Syntrophobacter fumaroxidans MPOB
env-1 environmental sample

11.2 Gene contexts

Each DeltaG20G (indicated by “RNA→”) is listed. For each hit, the genes
located within 6 Kb of the hit are given, except that genes are not listed for
eukaryotes, because these organisms were not used in the statistics of genetic el-
ements associated with c-di-GMP riboswitches.. Some environmental sequences
and some RefSeq entries lack gene annotations, and so no genes are available for
such sequences. The direction of each gene is indicated with an arrow (→), and
each conserved domain in the gene is colored. Conserved domains associated with
more than one DeltaG20G are assigned a color; other domains are gray. Informa-

tion about these conserved domains is given in Section 11.3. The accession number
of the sequence containing each DeltaG20G is given. Accessions beginning with
“NC ”, “NS ”, “NW ” or “NZ ” are contained in RefSeq. Other accession refer
to environmental samples, whose sources are cited in Methods. Nucleotide coordi-
nates are given for the 5′ and 3′ boundaries of each DeltaG20G. If the 5′ coordinate
is greater than the 3′ coordinate, the RNA is present on the reverse-complement
strand of the containing genomic DNA sequence. Each hit is denoted by an ab-
breviation (like “Eco-1-1”) that refers to a taxonomy given in Section 11.1.

abbrev. Seq. accession 5′ at 3′ at genes

Bacteria Proteobacteria Deltaproteobacteria

Mfu-1-1 NC 015711.1 - 7444148 7444036 RNA→ TolB (COG0823)→ hypo→ hypo→ Herpes TAF50 (pfam03326)→
Bba-1-1 NC 005363.1 - 1073963 1073846 RNA→ ←BCAT beta family (cd01557)
Dpo-1-1 NZ CM001488.1 - 300002 299896 RNA→ SERPIN (cd00172)→
Dpo-1-2 NZ CM001488.1 - 2970216 2970106 RNA→ PEP-CTERM putative exosortase interaction domain-containing protein→ COG4676 (COG4676)→
Dde-1-1 NC 016803.1 - 2880157 2880032 RNA→ hypo→
Dba-1-1 NC 014365.1 - 3203442 3203317 RNA→ COG1406 (COG1406)→
Dth-1-1 NZ ACJN02000001.1 - 84550 84428 RNA→ PRK10557 (PRK10557)→
Gur-1-1 NC 009483.1 - 2025195 2025002 RNA→ hypo→ hypo→
Ppr-1-1 NC 008609.1 + 3118173 3118298 RNA→ fn3 (pfam00041)→
Gsp-1-1 NC 011979.1 - 359847 359702 RNA→ PLN02580 (PLN02580)→
dpr-1-1 NZ ADZZ01000513.1 + 769 878 RNA→ hypo (cons)→
dpr-1-2 NZ ADZZ01000749.1 + 84346 84456 RNA→ hypo (cons)→
Daf-1-1 NC 016629.1 + 1006149 1006270 RNA→ FN3 (cd00063)→ hypo→
Dau-1-1 NC 012108.1 - 3010109 3009995 RNA→ DUF3607 (pfam12245)Peptidases S8 15 (cd07498)→
Gsp-1-2 NC 011979.1 - 1868605 1868487 RNA→ ←AAG (cd00540)

Gsp-2-1 NC 014973.1 + 1280774 1280897 RNA→ ←Cu-Zn Superoxide Dismutase (cd00305)
Pca-1-1 NC 007498.2 - 2648206 2648092 RNA→ LprI (COG4461)→
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Gme-1-1 NC 007517.1 - 1623899 1623668 RNA→ hypo→ ptsS 2 (TIGR02136)→ hypo→
Dal-2-1 NC 014216.1 - 2075235 2075109 RNA→ hypo→
Sfu-1-1 NC 008554.1 + 3150556 3150673 RNA→ GspH (pfam12019)→
Sfu-1-2 NC 008554.1 + 4137251 4137373 RNA→ HDOD (pfam08668)→
Dfr-1-1 NZ AECZ01000036.1 + 40487 40606 RNA→ hypo→
Sfu-1-3 NC 008554.1 - 4546407 4546284 RNA→ hypo→
Sfu-1-4 NC 008554.1 + 4310854 4310979 RNA→ hypo→
dpr-1-3 NZ ADZZ01000720.1 - 12261 12136 RNA→ hypo (cons)→
Gur-1-2 NC 009483.1 + 1555843 1555949 RNA→ hypo→
Dpo-1-3 NZ CM001488.1 - 2703965 2703852 RNA→ PEP-CTERM putative exosortase interaction domain-containing protein→
Dsp-2-1 NZ JH600068.1 - 4310468 4310350 RNA→ CitA (COG3290)MA (smart00283)→ hypo→ phageshock pspC (TIGR02978)→
Dma-1-1 NC 012796.1 - 4339635 4339518 RNA→ CitA (COG3290)NarQ (COG3850)MA (smart00283)→ hypo→ phageshock pspC (TIGR02978)→
Dma-2-1 NZ ALAO01000268.1 - 1696 1579 RNA→ CitA (COG3290)MA (smart00283)HAMP (pfam00672)→
Gur-1-3 NC 009483.1 + 2980375 2980487 RNA→ hypo→
Ppr-1-2 NC 008609.1 + 3445243 3445353 RNA→ COG3287 (COG3287)→ Robl LC7 (pfam03259)→ hypo→ hypo→ ParA (cd02042)→ hypo→
Dal-1-1 NC 011768.1 + 4141097 4141210 RNA→ hypo→
Ppr-1-3 NC 008609.1 + 306475 306584 RNA→ COG4748 (COG4748)→
Ppr-1-4 NC 008609.1 + 1047081 1047188 RNA→ DUF3427 (pfam11907)→
Ppr-1-5 NC 008609.1 + 2353251 2353362 RNA→ DUF898 (pfam05987)→ Peptidase M48 (pfam01435)→
Gur-1-4 NC 009483.1 + 247497 247612 RNA→ hypo→ AAA (cd00009)→ COG1721 (COG1721)→ Transglut core (pfam01841)→
Gsp-1-3 NC 011979.1 + 1198040 1198149 RNA→ DUF805 (pfam05656)→
Gsp-3-1 NC 012918.1 + 2163529 2163639 RNA→ hypo→
Gbe-1-1 NC 011146.1 - 2736247 2736137 RNA→ hypo→
Ppr-1-6 NC 008609.1 - 2576377 2576262 RNA→ ←hypo

Ppr-1-7 NC 008609.1 - 3251892 3251787 RNA→ hypo→
Ppr-1-8 NC 008609.1 - 315405 315299 RNA→ ←hypo

Gsp-2-2 NC 014973.1 + 1337415 1337526 RNA→ Transglut core (pfam01841)SMC prok A (TIGR02169)→ propeptide PepSY amd peptidase M4→
ISOPREN C2 like (cd00688)M14 CP N-E like (cd03858)A2M N (pfam01835)→

Gsp-2-3 NC 014973.1 - 315525 315415 RNA→ COG4719 (COG4719)→
Pca-1-2 NC 007498.2 - 2399826 2399714 RNA→ sigma-fimbria adhesin→ sigma-fimbria adhesin→
Pca-1-3 NC 007498.2 + 1774607 1774720 RNA→ ←hypo

Dac-1-1 NZ AAEW02000011.1 + 10488 10602 RNA→ HATPase c (cd00075)HisKA (cd00082)sensory box (TIGR00229)→ REC (cd00156)AAA (cd00009)→
Dac-1-2 NZ AAEW02000001.1 - 146777 146662 RNA→ PAS (cd00130)GGDEF (cd01949)→
Gme-1-2 NC 007517.1 - 824448 824330 RNA→ Peptidases S8 Thermitase like (cd07484)→
Gme-1-3 NC 007517.1 - 827303 827185 RNA→ Peptidases S8 Thermitase like (cd07484)→
Pca-1-4 NC 007498.2 + 1141613 1141723 RNA→ HAMP (cd06225)MA (smart00283)Cache 1 (pfam02743)→
Gur-1-5 NC 009483.1 - 3601382 3601271 RNA→ hypo→
Gsp-3-2 NC 012918.1 + 513965 514076 RNA→ B ant repeat (TIGR01451)→
Gur-1-6 NC 009483.1 - 3600599 3600486 RNA→ B ant repeat (TIGR01451)→
Gsp-3-3 NC 012918.1 + 512987 513098 RNA→ hypo→
Gsp-2-4 NC 014973.1 - 4751328 4751218 RNA→ hypo→
Gsu-2-1 NC 002939.5 - 1100151 1100036 RNA→ hypo→
Gsu-1-1 NC 017454.1 - 1070942 1070827 RNA→ hypo→
Gsu-2-2 NC 002939.5 - 2136173 2136048 RNA→ hypo→ hypo→
Gsu-1-2 NC 017454.1 - 2107511 2107386 RNA→ hypo→ hypo→
Gsu-2-3 NC 002939.5 - 2133435 2133312 RNA→ repeat-containing protein→
Gsu-1-3 NC 017454.1 - 2104766 2104643 RNA→ repeat-containing protein→
Ppr-1-9 NC 008609.1 - 2645565 2645443 RNA→ FN3 (cd00063)SO family Moco dimer (cd02110)→
Dal-2-2 NC 014216.1 - 469825 469713 RNA→ hypo→
Pca-1-5 NC 007498.2 + 2380535 2380647 RNA→ hypo→ PAS (cd00130)EAL (cd01948)GGDEF (cd01949)→
Sfu-1-5 NC 008554.1 - 4864965 4864855 RNA→ hypo→
Gur-1-7 NC 009483.1 + 3898429 3898532 RNA→ He PIG (pfam05345)CADG (smart00736)Peptidases S8 Subtilisin like (cd07473)→
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Gsp-3-4 NC 012918.1 + 2709911 2710021 RNA→ cytochrome C family protein→
Gbe-1-2 NC 011146.1 - 2179012 2178902 RNA→ lipoprotein cytochrome c→
Ppr-1-10 NC 008609.1 + 2368963 2369076 RNA→ hypo→ arch bact SO family Moco (cd02109)→
Gur-1-8 NC 009483.1 + 2785576 2785687 RNA→ DUF3309 (pfam11752)→
Gur-1-9 NC 009483.1 - 2843146 2843036 RNA→ ElaC (COG1234)→
Gur-1-10 NC 009483.1 - 463588 463477 RNA→ COG1331 (COG1331)→
Gur-1-11 NC 009483.1 + 3544145 3544255 RNA→ FkpA (COG0545)GT WecA like (cd06853)→ hypo→
Dma-1-2 NC 012796.1 - 3289066 3288955 RNA→ decahem SO (TIGR03508)→ PAS (cd00130)MA (smart00283)HAMP (pfam00672)→
Dac-2-1 NC 015388.1 + 900570 900678 RNA→ (big gap) COG5563 (COG5563)→
Dac-2-2 NC 015388.1 + 903555 903665 RNA→ hypo→
Dac-2-3 NC 015388.1 + 901323 901433 RNA→ (big gap) COG5563 (COG5563)→
Dol-1-1 NC 009943.1 + 2080967 2081079 RNA→ DUF1566 (pfam07603)→ tRNA-Phe→
Dsp-1-1 NZ AGFG01000038.1 + 17545 17653 RNA→ ←hypo

Dal-1-2 NC 011768.1 - 5865673 5865565 RNA→ LipA (COG1075)→
Dae-1-1 NC 014844.1 - 3315268 3315106 RNA→ HDc (cd00077)→
dpr-1-4 NZ ADZZ01000720.1 - 9726 9613 RNA→ hypo (cons)→
dpr-1-5 NZ ADZZ01000720.1 - 9118 9004 RNA→ hypo (cons)→
Dae-1-2 NC 014844.1 - 2774869 2774761 RNA→ FhaC (COG2831)→ FhaB (COG3210)Haemagg act (pfam05860)→ COG3464 (COG3464)→
Dre-1-1 NC 013223.1 + 1118058 1118166 RNA→ hypo→
Dre-1-2 NC 013223.1 - 427635 427528 RNA→ COG4564 (COG4564)MA (smart00283)→
Sfu-1-6 NC 008554.1 + 4434353 4434459 RNA→ hypo→
Dde-1-2 NC 016803.1 - 2073368 2073260 RNA→ HDc (cd00077)→
Sfu-1-7 NC 008554.1 - 611284 611171 RNA→ (big gap) ROS MUCR (pfam05443)→
Dsp-1-2 NZ AGFG01000042.1 - 88266 88162 RNA→ hypo→
Dvu-1-1 NC 011769.1 - 2307934 2307830 RNA→ pseudogene→
Dth-1-2 NZ ACJN02000003.1 + 250960 251084 RNA→ PilM (COG4972)→ hypo→ hypo→
Dal-1-3 NC 011768.1 + 3523911 3524016 RNA→ hypo→

environmental

env-1 M750CN 1002149 - 23368 23253 RNA→ PAS (cd00130)GGDEF (cd01949)→

11.3 Conserved domains

Conserved domains found in protein-coding genes listed in Section 11.2 are
shown below, with the first sentence in their description from the Conserved
Domain Database (if any). Conserved domains associated with more than one
DeltaG20G are assigned a color, while others are shown in gray. The symbols
‘d’ and ‘u’ (if any) to the left of the colored domain name indicate whether the
domain occurs upstream or downstream of the RNA motif. Domains marked with
lower-case ‘d’ occur (at least once) present downstream of some DeltaG20G in

the opposite orientation. Domains marked with capital ‘D’ occur downstream and
in the same orientation (i.e., a potential cis-regulatory arrangement). Domains
marked with a ‘u’ occur upstream of the RNA in either orientation. If the ‘d’/‘u’
symbols are missing, then the domain is downstream and in the same strand. (This
mode is used for motifs predicted as cis-regulatory. The number in parentheses
after the colored domain name is the number of occurrences in Section 11.2.

cd00009 (2) The AAA+ (ATPases Associated with a wide variety of cellular Activities) super-

family represents an ancient group of ATPases belonging to the ASCE (for additional strand,

catalytic E) division of the P-loop NTPase fold.
cd00063 (2) Fibronectin type 3 domain; One of three types of internal repeats found in the

plasma protein fibronectin.

cd00075 (1) Histidine kinase-like ATPases; This family includes several ATP-binding pro-

teins for example: histidine kinase, DNA gyrase B, topoisomerases, heat shock protein HSP90,

phytochrome-like ATPases and DNA mismatch repair proteins

cd00077 (2) Metal dependent phosphohydrolases with conserved ’HD’ motif
cd00082 (1) Histidine Kinase A (dimerization/phosphoacceptor) domain; Histidine Kinase A

dimers are formed through parallel association of 2 domains creating 4-helix bundles; usually

these domains contain a conserved His residue and are activated via trans-autophosphorylation

by the catalytic domain of the histidine kinase.
cd00130 (4) PAS domain; PAS motifs appear in archaea, eubacteria and eukarya.
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cd00156 (1) Signal receiver domain; originally thought to be unique to bacteria (CheY, OmpR,

NtrC, and PhoB), now recently identified in eukaroytes ETR1 Arabidopsis thaliana; this domain

receives the signal from the sensor partner in a two-component systems; contains a phosphoac-

ceptor site that is phosphorylated by histidine kinase homologs; usually found N-terminal to a

DNA binding effector domain; forms homodimers
cd00172 (1) SERine Proteinase INhibitors (serpins) exhibit conformational polymorphism shift-

ing from native to cleaved, latent, delta, or polymorphic forms.

cd00305 (1) Copper/zinc superoxide dismutase (SOD). [PMID:.8176730]
cd00540 (1) Alkyladenine DNA glycosylase (AAG), also known as 3-methyladenine DNA gly-

cosylase, catalyzes the first step in base excision repair (BER) by cleaving damaged DNA bases

within double-stranded DNA to produce an abasic site.
cd00688 (1) This group contains class II terpene cyclases, protein prenyltransferases beta

subunit, two broadly specific proteinase inhibitors alpha2-macroglobulin (alpha (2)-M) and preg-

nancy zone protein (PZP) and, the C3 C4 and C5 components of vertebrate complement.

cd01557 (1) BCAT beta family: Branched-chain aminotransferase catalyses the transamination

of the branched-chain amino acids leusine, isoleucine and valine to their respective alpha-keto

acids, alpha-ketoisocaproate, alpha-keto-beta-methylvalerate and alpha-ketoisovalerate.

cd01948 (1) EAL domain.

cd01949 (3) Diguanylate-cyclase (DGC) or GGDEF domain.
cd02042 (1) ParA and ParB of Caulobacter crescentus belong to a conserved family of bacterial

proteins implicated in chromosome segregation.
cd02109 (1) bacterial and archael members of the sulfite oxidase (SO) family of molybdopterin

binding domains.

cd02110 (1) Subgroup of sulfite oxidase (SO) family molybdopterin binding domains that con-

tains conserved dimerization domain.

cd03858 (1) Carboxypeptidase (CP) N/E-like subfamily of the M14 family of metallocar-

boxypeptidases (MCPs).

cd06225 (1) Histidine kinase, Adenylyl cyclase, Methyl-accepting protein, and Phosphatase

(HAMP) domain.
cd06853 (1) This subfamily contains Escherichia coli WecA, Bacillus subtilis TagO and related

proteins.
cd07473 (1) Peptidase S8 family domain in Subtilisin-like proteins.
cd07484 (2) Peptidase S8 family domain in Thermitase-like proteins.

cd07498 (1) Peptidase S8 family domain, uncharacterized subfamily 15.
COG0545 (1) FKBP-type peptidyl-prolyl cis-trans isomerases 1 [Posttranslational modification,

protein turnover, chaperones]

COG0823 (1) Periplasmic component of the Tol biopolymer transport system [Intracellular

trafficking and secretion]
COG1075 (1) Predicted acetyltransferases and hydrolases with the alpha/beta hydrolase fold

[General function prediction only]

COG1234 (1) Metal-dependent hydrolases of the beta-lactamase superfamily III [General func-

tion prediction only]
COG1331 (1) Highly conserved protein containing a thioredoxin domain [Posttranslational

modification, protein turnover, chaperones]
COG1406 (1) Predicted inhibitor of MCP methylation, homolog of CheC [Cell motility and

secretion]
COG1721 (1) Uncharacterized conserved protein (some members contain a von Willebrand

factor type A (vWA) domain) [General function prediction only]

COG2831 (1) Hemolysin activation/secretion protein [Intracellular trafficking and secretion]

COG3210 (1) Large exoproteins involved in heme utilization or adhesion [Intracellular trafficking

and secretion]
COG3287 (1) Uncharacterized conserved protein [Function unknown]
COG3290 (3) Signal transduction histidine kinase regulating citrate/malate metabolism [Signal

transduction mechanisms]

COG3464 (1) Transposase and inactivated derivatives [DNA replication, recombination, and

repair]

COG3850 (1) Signal transduction histidine kinase, nitrate/nitrite-specific [Signal transduction

mechanisms]

COG4461 (1) Uncharacterized protein conserved in bacteria, putative lipoprotein [Function

unknown]
COG4564 (1) Signal transduction histidine kinase [Signal transduction mechanisms]

COG4676 (1) Uncharacterized protein conserved in bacteria [Function unknown]

COG4719 (1) Uncharacterized protein conserved in bacteria [Function unknown]
COG4748 (1) Uncharacterized conserved protein [Function unknown]

COG4972 (1) Tfp pilus assembly protein, ATPase PilM [Cell motility and secretion / Intracel-

lular trafficking and secretion]

COG5563 (2) Predicted integral membrane proteins containing uncharacterized repeats [Func-

tion unknown]

pfam00041 (1) Fibronectin type III domain.
pfam00672 (2) HAMP domain.
pfam01435 (1) Peptidase family M48.
pfam01835 (1) MG2 domain.

pfam01841 (2) Transglutaminase-like superfamily.
pfam02743 (1) Cache domain.
pfam03259 (1) Roadblock/LC7 domain.

pfam03326 (1) Herpesvirus transcription activation factor (transactivator).
pfam05345 (1) Putative Ig domain.
pfam05443 (1) ROS/MUCR transcriptional regulator protein.
pfam05656 (1) Protein of unknown function (DUF805).

pfam05860 (1) haemagglutination activity domain.
pfam05987 (1) Bacterial protein of unknown function (DUF898).
pfam07603 (1) Protein of unknown function (DUF1566).

pfam08668 (1) HDOD domain.
pfam11752 (1) Protein of unknown function (DUF3309).
pfam11907 (1) Domain of unknown function (DUF3427).
pfam12019 (1) Type II transport protein GspH.
pfam12245 (1) Protein of unknown function (DUF3607).
PLN02580 (1) trehalose-phosphatase
PRK10557 (1) hypothetical protein; Provisional
smart00283 (6) Methyl-accepting chemotaxis-like domains (chemotaxis sensory transducer).

smart00736 (1) Dystroglycan-type cadherin-like domains.
TIGR00229 (1) PAS domain S-box.

TIGR01451 (2) conserved repeat domain.
TIGR02136 (1) phosphate binding protein.
TIGR02169 (1) chromosome segregation protein SMC, primarily archaeal type.
TIGR02978 (2) phage shock protein C.
TIGR03508 (1) decaheme c-type cytochrome, DmsE family.
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11.4 Multiple-sequence alignment

Each DeltaG20G is denoted by an abbreviation (like “Eco-1-1”) that refers to
a taxonomy given in Section 11.1. Nucleotides proposed to basepair as part of
the consensus structure are shaded in color when they comprise Watson-Crick or
G-U pairs. Otherwise they are shaded gray. Conserved stems are also indicated at
the bottom of the alignment by angle brackets, where matching < and > denote
base-paired columns. Below these angle brackets, the symbol “2” denotes base
pairs exhibiting covariation, “1” denotes base pairs exhibiting compatible muta-
tions, “0” denotes base pairs that are not observed to mutate and “?” denotes base

pairs that have a significant frequency of non-canonical nucleotides for Watson-
Crick or G-U pairs (> 5%). Below these base pair annotation is the consensus
sequence: “R” = “A” or “G”, “Y” = “C” or “U”, red nucleotides: nucleotide
identity conserved more than 97% of the time, black nucleotides: 90%, gray nu-
cleotides: 75%, red circle (qa): nucleotide is present 97% of the time, black circle (qa):
90%, gray circle (qa): 75%, white circle (qa): 50%. All percentages of sequences just
described (e.g. 97% conserved) assume that sequences have been weighted by the
GSC algorithm implemented by the Infernal software package.

alignment positions 1 · · · 79

Mfu-1-1 GCCAGCACCCGCUCCGCGGCCGUGGAGGCGAGCGGGUGUUCGCCUUGACCCAUGGCGAGGGGGCUCCCUACACUCCCGG
Bba-1-1 UGCCUCUCUAAAGAAGAAUGGACUGGUUGGAUCUGAUGAAUAACUCAUAAGGAGGUUCCUAGGGUUAUACUCGUUAGGA
Dpo-1-1 AAAAAGUAAAAAUUUGACAUUUCUAAGGGUUUACCUGAUUGACAAACUCGUUUUUAGGCGAUAUUGGGUUACUUGUUCU
Dpo-1-2 UGUCUAAGUAGUUGUAUGUUGUAUUUGAUUUUUAAUGUUGAUGACAGUUCUUCGGAGGAUAUUUUGUAAAAGAGAGCAC
Dde-1-1 AAUAUUCAGCGGCAGGGUCUAUGCUAGUAGCGCCAAACCGCCAGGGUUGUCAAAAUGGGACCGAAUGCGUAUACUAUAU
Dba-1-1 CAGGCCUGAGCGACCACGGAACGCCGUGGCCGCGCGUCUUGCCGUAAAAUCGGGCAAUGGCCCACGGCUUGUGUUAAGA
Dth-1-1 UUUUUUAGCGAAUUUUUUUUGUAAUUUCCAAGCAUUAAUGCUUGACGGGCAAUUUUAUGGGGAGUAAGGUGAAGUUAAU
Gur-1-1 AGGCUGCAGAAUACGCGGGCGCUACCGACCUGCCGCCACGUGCCUGUUCCUGACCGGAAUCGCUGGUUGUAACUGGGAU
Ppr-1-1 AUGACGGGAAUAUGCUCAAUAGAAUCAAGUACUAAGAAUAUAUCGCGUGAUUCGGGAGGUGGUGGGAGAGCAGAAAGCA
Gsp-1-1 CAAGCAAAAUCAGGCGAUUGUAGCCAUGGACAAAUUUAUCAGGGUAGACAAUUGACACCCCACCAAUAUUAGCUAUAGU
dpr-1-1 AGCAAGAAUCGCGAAGCCGCAGGAAGGAAGAUCGGUGUUACAUUCCCUAAGGGCGAGCGACCCCGCAGCCCUUUAGAAA
dpr-1-2 GCUGUGCUAUUAGGUUAAAUAAAUAAUAAUGUCCGGUAAAGAAUCCGCUGAUUCCCUCGGAUUUUUCUUGACUGAAAAU
Daf-1-1 UAUUUCUUGUGAACAGGUCUUUGUAAAUCAGGAUUGAGUCGCGCAUAAGAGGAAAAAUAGACCUCUUAUAUGGAUGUCG
Dau-1-1 AGGAAAGGCAUAUCAACAAAAAUGGAGAAGACAUUUUUUAUUUUUUACAUAACGAUGGUAUAUCUUUUGCUUUAACACU
Gsp-1-2 CCUGGUGGGCAGAAGGAGGAGUAAUAUUAAAUUAAUUUCACAAAAAUAUCUUUACAUGACCCUAAGCUGCGUUAUAGUU
Gsp-2-1 CAUGCAAAGGAGCGUUGCUGACAUAGGGAAGGAAAAAAUACUCACUACCUUGACACUUUAUCUAGGCAGUGAUACAUUU
Pca-1-1 AUCUAAUUUUUGUAAUUAAGUAACUGUCUUUUGUGGAAGCCGAUUAAUCUAUAAUACGUUCUUCUGAAAGCGAAAAGAU
Gme-1-1 UGCCCGGCCCAAACUCAUGAAAGGAGGUGUUGAAAGGAAAAGACCGUAUACCGGACGGUAUUACACGAAGGCCCCGCGC
Dal-2-1 CGGUUAACGCGCCGUAAUAACGUAUAAAAUUUUAAUCAAAACGGGGUUGGUAUGCUAUUUGCAAUUACCAGUGAGCGCU
Sfu-1-1 AUUAAUUUUCUGCAAACCAAGUCUCAAACUGCUUUGAGAUGCAUGUUUUUGCUUGCUUUUCCUGUUUUGGCCACUUACG
Sfu-1-2 AAAGGAAUACCGGUGAUACAGAGUGCCUUCCGAGGGGAGCGGCGGUGACCGGUGAUCUUGACACGGUGAGAAAAGGCUG
Dfr-1-1 UCCCGGCGACCGCGCGGUCCUUGUCGGUAACCACUAGGCCCCGACAACACCGCGCUCCGCGACGGUUACGAUGUGCCGG
Sfu-1-3 GGACUUUUUCAUGGGGCGGCUAAAGCCCCUUGUCGGCUAUGCCGAAUCAUAUUAUUGUAAUGUUCGGAGGCUCUUGCGC
Sfu-1-4 GAACUGCAAAUUUUUCCCACAGCGCGCGUAGACUUUUUUCAUCCCUUCAUCGCCGUAUUGUGUAAUGAUGCGCUUGAGU
dpr-1-3 CUGACUGCUUCGCUGCCUCUUCUACCCUCCCCCUCUCGCUUGAAUCCUCAUUUUCCUUUGUUUGGCACCGAUAUUGCUU
Gur-1-2 GGUAACAGAUUGGAUACAAAAUUACUUGACCUACGAAGAUCAUGUAUAGUACGAUACAUAAGAAAUAAGCGGCAGAGCU
Dpo-1-3 GCAAGUUUUUCUUAUAUAUUUGAAUUUAUAACUUAAUUUCGCAAUUCUUCUUUUUCAUUAAAUUAUUGGAUCGAUUUUU
Dsp-2-1 ACAUGAUUCCGUGGCAAGGAGGUUGCUGGUGCAAAAUUACACAACGUAAAGGGCUCUUGCUUCUCACCUUCGGUGUUGC
Dma-1-1 UAUUGGCGUCGCAUGGCUCAUGUAACUGUGGAAAAAGUACACACAUAAAACGUCUCUUGCUUCGGUCCGCUGGCGUUGC
Dma-2-1 UAGCGAAGCCAGAUUCCAGCCGUAACUGUGUAAAAAUUACCUAUACGAAAGGAAACUUGCUUCCCCCCGCCGACGUUGC
Gur-1-3 AUCAGGCAGACGGGACUCAAGUAAAAGGGGGUGGAAACGGCAAACAAGCCUGAAACAUUGAGUCGGCAGGCCAGCGAUG
Ppr-1-2 GCACAAAAUACGGACCAAUUUUCAUGUACAGACUUUUAUACCCUUGACAGCGCAGAACAUACGGUUUAUGAAAGAACUC
Dal-1-1 GCACUAAACAUGGCAAUUGAGGAUCUUUGACAAAUCGCCCGGAUCAACGAACCGGGAGCGCUUUUUCCUGAGUAGCGCC
Ppr-1-3 CUCACCUGUAAACAUUAGAACGUUUGACAUCGCUGGAAUUGUCUGUCAUUAAAAUUCUUCGAAUGAGUUUAACUUUAGA
Ppr-1-4 AAAAGCCCUUGUUUGGAGAGAAUAAUUAAAAAGAUUGUUAUUGGUAUAAUUGCUUGCUAUUAAUAAUGUUUGUACUAAC
Ppr-1-5 UGCGUUAAUCGACCUAUUAUAGAUUCCGCAUCGACAUGCGGACGUUCCCUACAGGUCGUUAGCAACAACCCCAAAAAAA
Gur-1-4 CCGUGGGUGAAUAAAUUGUGUUUAUGAGACAUUUCUGUUGACAGUUGCUCGGCAGCGGUUGUAUCAAGUCAAAUCAAGA
Gsp-1-3 CCGCGGCUAUCUGCAGUGAAAACAGCUUUGAUAAUCCGAGAAGAAGUUUUGAUUGACAAUAGAUGAUGUUGACUGUAUU
Gsp-3-1 AAACCGAAGAGUAUCUGGCUUAAAUGGAAACAUUAACCUGAUUGACAAUCGCUGCCGAUUGUCGUAUCUGUAUUUCGCA
Gbe-1-1 AAACGAAGAGAGGCUGUCUUAAAAUGAAUCAAUAAUCUCAUUGACAAUCGCUGCCAGUUAUCGUAACAGUAUUUACGCA
Ppr-1-6 GUUUUUGGUAUUAAAUUAUUAAAAACAUUGACUGUAUUGAAUUAAGUGAUUUAUAAGAUGGCUCGCCAAGACAACCGAA
Ppr-1-7 AUUGCAAAAUGUGCCCUGUUUCGCUAUAAGUGCUGAGACUGGAUCGAUGCACUGGACUCUGUCUGAGUCCCCACAACUG
Ppr-1-8 GGCUGAUCUCGUAUUCCACAUUCACCAUUGACAUAUACCACCAAUCUACGCAUACUAAAUGCCCAACUAGCGAAAAUUG
Gsp-2-2 AAUUAUUGUGUUGACAAAAGAACUUAAAUGAAAUAUUCGUAACCGCAUUUAAGCUCUUCAGCUACUACACUACCGUUAC
Gsp-2-3 AAUAGGUUGGCGAACCGCCUUGAUAACCUCACGAAACCAUUGAAGUAAAAUUCACUAAGUCCAGGGAGCGCCUCUGUUU
Pca-1-2 CCAGGGAGGGCAAUGCGAACCAUCCAUAGUGUCAGGGCGGUAACCAUGGAUGGAUACAGAAGGUUUUUUAGAAGAUAAA
Pca-1-3 AAGGAUACGGUCGCGCGGAUAUCCGCUCGAUGUCGACGGGUUACAUUACCAACAUGAUUUGGGAGGGUAUGUCGAUGGU
Dac-1-1 UAAUCUUGCACCGUCUCCAUUGUUAAAUCGUAUUAUCUAUAUUGACAAAAAUUAACCGCCUCUAUAAUAUCCCCAUCUC
Dac-1-2 CGAGAUAAAAUUUGCCUUCGUAAGAUGUUGUGCUAGCAUGGUUAGCAGAUUCUUAUAGUUUCUAGACUGAACAUAACAU
Gme-1-2 UCAAUCCCCCGUUUUUGUGAUUCAAGUCACAUUUUUUCCCCUCAAGUUAUCCAUCCUGACGCCGAAAUGUAGUAACAGA
Gme-1-3 GAGCUAUUAAUAAUUUCUGUGACAACCGUCACGACUCCUUGAUUAACACACUAUUAUCUGGUAUUUUUUGCUCUGUUUU
Pca-1-4 AAAAUAUUGCCCAUUUCAUUUGCGCAAAAUAAUGUGUAUACCCUUUCGAAUUGUUGAGUUCUGGUCUUAAAAGUCGUAC
Gur-1-5 AAAUAUUCUGCUCAGCCAAAAAAAUUGUUGCUAUUCUUUGGGGCAUUUGAUAAAAGAAAAACCAUUCGAUUUAAGCAAU
Gsp-3-2 CCCUACGGGGCAAGUGAAACCCGCGCUAUCAGUCGAAGCAUCGGCUAUGGCGCGGGUUUUUUUGUUUGAUGAUCUUUUU
Gur-1-6 GGCAAGUGAAACCCGCGCUAUCAGUCGAAUCAUCGGCUAUGGCGCGGGUUUUUUCGUUUACGCAGUCAACAGUUCUAAG
Gsp-3-3 GUGAAAAAAAAUGAAGGAGGGCCAAAAAAAAUAGUUGCUAUUUGGUAACGUUUUUGUUAGAAGAUGAACCGUCGCUUAU
Gsp-2-4 UCUCAUCUUUGGCAGAUGUGAGCGCUCCUUUUUUUGUUGCUUGUCCGGUGCACAAAAGCGCAGGCGAAGUUCCUUAAAA
Gsu-2-1 GCAGCCCCUUGUUCUGUGACGCCGCUCACAGCAAAACUGUGCUGCCACGGGCUAGAAUUGCUCAAAAGGUCCGUAAUCC

...............................................................................
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Gsu-1-1 GCAGCCCCCUGUUCUGUGACGCCGCUCACAGCAAAAUCAUGCUGCUACGGGCUAGAAUUGCUCAAAAGGUCCGUAAUCC
Gsu-2-2 AUAGGUCAAAUGGGGCUUUGGUGACACGAAUCACAUUUAAUUUUUAGCAGGUGGACGAAAGUAUAAACAAAUAAAAAAA
Gsu-1-2 AUAGGUCAAAUGGGGCUUUGGUGACACGAAUCACAUUUAAUUUUUAGCAGGUGGACGAAAGUAUAAACAAAUAAAAAAA
Gsu-2-3 GCGACAUGGCCGGUUUUGGUGAUACGAGUCACAACGGUUCUGCAAAACAGGGCCGAUAAUACCAACAAAAGGAAUAAUC
Gsu-1-3 GCGACAUGGCCGGUUUUGGUGAUACGAGUCACAACGGUUCUGCAAAACAGGGCCGAUAAUACCAACAAAAGGAAUAAUC
Ppr-1-9 UUCGCUUUUAACAUGAGCUGUGGUGAUUCCGGUCACACAGGAACGGUCCCUUUUCGUGGAUGGUGGAGACCACAAAAAA
Dal-2-2 AAAAAUUUACAUUAAAUUUGGCACGCCGUUUGCUACUACACCCUGGGCAAGUUGUAAGGUCGCCGGCCACUGUGGCCGG
Pca-1-5 CAGAUAUCUGCCUUUCAGACACCUGCCGACAACCUUCUCAUUAUUUAGUGGACUUUUUUAUUUAAGACGCUAUCAUAAG
Sfu-1-5 UUUAUAGUUUGCAUCGCAAAUUACCUUAUGCUAUGGUUUGGCCAAGGGUGUCGUUCGGCGGGUUCAUGCGCCGAGAGCG
Gur-1-7 GAAAGCGUGCGGAGAACCUUGCCGACAACAUUGGUUGAAUUUAACCACAAGCCGGUUAUACUUGACUCAAACAUUUUUC
Gsp-3-4 CCGGCUUUUUUGCGUCCAGGGGCAGGCAAUGGGGAAAGGAAACCGGCAAGGAAAGCAACUGCCGCAAAAGCGCGCGGCC
Gbe-1-2 UGCCCCGGCUUUUUUGCGUCCAGGGGCAGGCAAAGGGGAAGGAAACAGGCAGGAACAACUGCCGCAAAAGCGCGCGGCC
Ppr-1-10 CAAAGGCCGGCGGGCUGGAACCAAGUUAAUGAAAUAAUUUGACACGACAAACAAGACACUGUUAUAUACCGUCAUACAC
Gur-1-8 ACGGGAAUGUCAAACACGGCCGUAUUUGUUCCCUUGACGGGAUUUAUAAUGGUGGUAAGCUUUUUGUGAUUAUUAUUUU
Gur-1-9 AAAUCCAGAUAAGUCGACAGCUAGUAUUGACGAGAACUAUCUUAGAGAUAUAAUGAUUUUUAAUGUUAUAUCUACGAUA
Gur-1-10 GCGCUCGUGCAUCUGCGCGGGAAAUGCAACCUUGACAGCGGGAGGGGCGGCGAUACAAUUGCCACUAUAUUGUAAUAUU
Gur-1-11 UUAUUGUAAAAUUUUUUAACAAUUUAUUAUUGCCCGUUCCUUGACAAGAGUGAAAGUUCGGCUUUAAUUCUAAACAACC
Dma-1-2 ACCCAGUGGCUUGAGAGGUUUUCAGUGCCAGUUCUGUGUGUAUUUGGUGGAAAAAGUUUGUCAAAGGUGAUAUGCAAGC
Dac-2-1 UUAGAGCGUUGUGGUUUCCAGGGGCCGGACUGCCGGGGUCUCAGGAGGUGCUGAUUGAGGCAAAAGCAGCGCUCAGUUU
Dac-2-2 GAAUCGGGUUUUUUUCGGUCAACUCUCAGCCGGAGUAAAGCAGCAUGGCAUGAUGUAAGCGAAGGCACCGCCUGAUCCA
Dac-2-3 GAAUCGGGUUUUUUUCGGUCAACUCUCAGCCGGAGUAAAGCAGCAUGGCAUGAUGUAAGCAAAGGCACCGCCUGAUCCA
Dol-1-1 AAAACAUGGCCUCUCCAUAAUAUAUUUUGUUUUGCGGGAAAAAUUGUGGUAUAAAAAUGUUAAACAACAUUUAAAAGCU
Dsp-1-1 UUUGCCAGGCUCGCCCCCUUUUCUGCGCAUCUGCAACAUUCCUGUUACAAUUUAAUUGACAGAAAAAUGGAUAUGCCGC
Dal-1-2 GAAGUUUUAAGUUAGAUUCCGUUCAACGCGGGUGAGAAAGUACGACCUUCAAAGCCUACGCUUCACCCGGGCGAAUUCC
Dae-1-1 AUAAACUGCUGCCUGUUUCGGGAUUUUUUCCCGGAUCAGGGGGAGACAUGUCCGAGGUUUACAGGGCGCUCGACCGGGC
dpr-1-4 CGCAUAGUCACAAAAAUCCUCCUUGUCAUUUGCUUAGAACUCCAUAAUAUUGUAUUCAACGUAAUAAAAAGCGUUGCAA
dpr-1-5 GUAUUUUGGGUUUAUUAGGCCUGAUUCGGAAGGUUAGAUACAAAUUUUAAUUGAAAAAAUUUAGAGAACUGUUUGUCAU
Dae-1-2 UUAUUUGCUCAUCUAUGCUUUGUUUGUUAUAGACUUCCAACUCAUCUGGCGGUGAUUCCUGGGGUGGAACUUCAACCAA
Dre-1-1 CCCAGAGCACCCUAUUGAACUUUGAUAUCUGGAGUGCUAUUUUACUUCUUGUUUCUAAGUAAGCUACUGGCAUAAAAGA
Dre-1-2 UGGUACACCUCUUGAGCUUUGAUGAUUGAAAUGCUAGGUUUACUGCUAAGAACCCAGGCUCCACACUGACAAAGCCUGA
Sfu-1-6 UGCCCGUUGGAUUUCCCUUGCGUGCGAAGCUUGGCGACAUUAAAAUGUACGAUGUAUGUGGUCUAUGUAUUAGCGGUAC
Dde-1-2 CGGCGGGGCGGCCCGCCGGAGAGUCCGUCACGGGCCGAAGUGUUCCCGGCUGGUCCUUUACAGCUCCGCCCGCAGGGCG
Sfu-1-7 CAGUAAGAGAUUAUAUCAUGGGGAAACUAAAAUUUUUGUUGACUGAUACUCCUUGAUGAUUGAUUAUCUUCUUACAUGU
Dsp-1-2 GCUGAAAUGACUUUACAAGAACGACCGCGAAUGAUUGCACGCUCAAUGCGGCGCAUUGACACAUUUUGCGUGCUGGUUC
Dvu-1-1 GCCGGAAUGAUUCUGUAAAAUCUCGGGGGCAACUUUGUGUGCUCGCAGUGGCACAUUGACACAUUCUCUGGGGUGCGUC
Dth-1-2 UGAACUUUAUUCUUGUCCAGGCAGAGCAGCAUUUAUAAAUGUCCAUUUGAUGUUCAGCCAUUCAUACUCACCAGCACUG
Dal-1-3 UUCAUAGAUCAGCGCAAAACGUUCUUUGACAAUAGGAAAUCACCACAGGGCGGUUCUUUUUUUGAACAGCGUCGUCAUG
env-1 CGAGAUAAAAUUUGCCUUCGUAAGAUGUUGUGCUAGCAUGGUUAGCAGAUUCUUAUAGUUUCUAGACUGAACAUAACAU

...............................................................................
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alignment positions 80 · · · 204

Mfu-1-1 G.....AGGAGUCAU.U.CC..U..G.UUCAAGGGCAAUCC..CGGGCGAAAGC.CC.GGGUGC....GCAAAGC.CG..C.GGGGC...CUGAAGUCC..........................
Bba-1-1 U....AUAGAUCCU..U.CCUUU..G.CCUCAAGGCAAACC..GU.CGGAAACG.G..CGGGAC....GCAAAGC.UA..AAGGGGU...GUCGGUGCAAAGCC.....................
Dpo-1-1 G....AUACAUCUACGA.GA..C..G..ACAAAGCCAAACC..UG.CCGAAAGA.C..AGGCAC....GGAAAGG.C..GC.GGUU....CCAUU..............................
Dpo-1-2 C....GAAUAUAGAC.A.AA.UA..G...AAAAGCCAAUUC..UG.CACAGAUG.C..AGAAAC....GGAAAGC.CA..UAGGGUC...UAUGAUU............................
Dde-1-1 U...UUGCUGAAG.A.U.UC..G..G...AUUUGCCAACUC..CC.ACGG..AC.G..GGAGAC....GGAAAAC.CA..C.GGGUC...CCUCUGGAUAGAGCGUGACAUGGGUCACA......
Dba-1-1 U..AAACGCCCAGUU...GGUGU..G...AAAGGGCAAACC..CGCGCGAAAGC.C..GGGGGC....GCAAAGU.CA..C.CGGCC...UACAGCCGCCCGGGCG...................
Dth-1-1 A...AAGAAUUGAAU.G.UC..U..G..ACAAAGGCAACAC..AGCCUGAAAAG.G..UGUGAC....GCAAAGC.CA..C.CGGCCUGGAUUUUUUUUUGGGAGU...................
Gur-1-1 U.....UAUUGCAGU.A.GA..CUUG...AAAUGCCAAACC..UU.GAGCAAUC.A..GGGGAC....GGAAAGC.CAA.C.GGGAC...UUGGGUUCCAAUGAAUUCCAAUGAAUUGACUCCGU
Ppr-1-1 A..UAUCAGUUGUAC.G.CC..U..G..AAAAAGGCAAACC..AU.UCGAAAGG.A..UGGGGC....GCAAAAC.CA..C.UGGUCUAAAUCCCGGAAAUUCGGGAC.................
Gsp-1-1 U...AACUUAACCUG.U.UUC.C..G...AAAAGGUAAGCUUCGA.GAGAAAUC.UCCUGGCGC....ACAAAGU.CA..C.GGGUU...UAUAAUCUUUGAUCAGAUCUCCGAUUUAAUC...U
dpr-1-1 A....UUUUUACAUA.U.CAG.A..G..AUAAAGCUAAACC..CG.UCGUGAGG.C..GGGGAC....AGAAAGU.UU..C.GGGUC...UCAAAGG............................
dpr-1-2 G....UAAGUAUCCA.A.C...A..G.AAAAAUGCCAAGCC..CA.UCGUGAAG.U..GGGUAC....GGAAAGC.CG..C.GAGCC...CCUUUUUUCAA........................
Daf-1-1 A...CUCAAUCAAAC.A.CU..C..G..CUAAAGGCAAACC..AC.UUUAAAGA.G..UGGGAC....GCAAAGU.CU..U.CUGCC...UACGUUCCCUUCGGGGAA.................
Dau-1-1 U...CGGCAGAAC.GUU.UC..C..G..ACAAAGGUAACCC..GU.GGGUAACC.A..CGGUUC....ACAAAGC.UUA.U.GGGUC...CGUCAUUGG..........................
Gsp-1-2 A...UAUCAGCCUGU.U.UC..C..G...AAAGGGUAAUCU..GG.AAGAAAUU.C..CAGUGAC...ACAAAGCAUA..C.GGAUC...UGUUAUUAACUAA......................
Gsp-2-1 U...ACUUAACCUGU.U.U.C.C..G...AAACGGUAAACU..UGGAAGAAAUU.CC.AAGGGC....ACAAAGC.UGA.C.GGACC...CGUUACCUAAAAAAUAA..................
Pca-1-1 U...AAAAGCACUAG.C.CGA.C..G...AAAAGGUAAACC..CC.GGGCAACC.G..GGGGGC....GCAAAGC.CG..C.UCAUC...CGGAUCUUC..........................
Gme-1-1 C...UUCGACGAUGC.A.CC..A..G..UAAAGGCCAAAAC..AC.GGGUAACC.G..UGUGAC....GGAAAGC.CUA.C.GGGUC...CACGAGACGGAUUCGAUUUUUGACGGAGACCAAGG
Dal-2-1 A...CAAGCAUUUUA.C.CA..C..G..AAAAAGGCAAACC..AUCGCGAAAGC.A..UGGGAC....GCAAAGC.CA..C.CGGCC...UUCUUCCUGUUAAGACAG.................
Sfu-1-1 A..UUGAGC.CAAUC.G.UU..U..G..GAAAAGGCAAACU..AU.UCGAAAGA.C..UGGGAC....GCAAAGC.UU..C.UGGCC...UAAGUCCAAAAGGA.....................
Sfu-1-2 A..UUAAAUGCUCAU.G.UU..C..G..AUAAUGGCAAACU..GG.UCGAAAGA.C..CGGGAC....GCAAAGC.CA..C.UGGCC...UAAGUCCCCUCUGAGGA..................
Dfr-1-1 A....CAACGAAACC.G.CAC.U..G..AAAAAGGCAAACC..CU.UCGAAAGA.A..GGGGAC....GCAAAGC.CA..C.GGGCC...UACGUCCCGCAAGGGA...................
Sfu-1-3 U...CCGAGCCGAUU.AACC..U..G..UAAAGGGCAAACC..AU.CCGAAAGG.G..UGGGAC....GCAAAGC.CG..C.UGGCC...UAAGUCCCCCGCGUGGGA.................
Sfu-1-4 U...GGACUAUGUAC.AACC..C..G..AAAAAGGCAAACC..AU.UCGAAAGG.G..UGGGAC....GCAAAGC.CA..C.UGGCC...UACGUCUUCCGAGGGAGGA................
dpr-1-3 U...CACUAUUCACC.G.UU..C..G..AAAAAGGCAAACC..AC.UCGAAAGG.G..UGGGAC....GCAAAGC.CA..G.CGGCC...UACGUCCUCAAAUACCAAAGGA.............
Gur-1-2 C.......GCCGUAA.A.UA..G..GCAAUAAUGCUAAACC..UU.CCGUGAGG.A...GGAGC....GGAAAGC.UA..CAGGUCUCC.AGGAGA.............................
Dpo-1-3 G...CUUCUAAGCAU.U.CA..ACAG..UCAAAGCCAAACC..UG.ACGAAAGU.C..AGGGAC....GGAAAGA.CA..C.GGAUU...CUAAUUAAAG.........................
Dsp-2-1 U....ACAGAGGUCU.UACC..C..U..UAAAAGCCACUCC..UG.CCGCGAGG.C..AGGUUC....GGAAAGC.CA..C.GGGUC...UCGAUGGCCGCCCAUC...................
Dma-1-1 U....AGGAGGAUUU.UGCC..C..A..AUAACGCCACCCC..UG.CCGCGAGG.C..AGGUCC....GGAAAGC.CG..C.GGGUC...UCGACGGCCGUCGUC....................
Dma-2-1 U....AGGAGAGGAA.AGCC..C..A..UAAGCGCCACCCC..UG.CCGCGAGG.C..AGGUCC....GGAAAGC.CG..C.GGGUC...UCGACGGCCGUUGUC....................
Gur-1-3 G..CCCGAACCAACU.U.CU..A..G..AUAAAGCCAAAAC..CC.GGGUAACC.G..GGUGAC....GGAAAGC.CA..C.GGGCC...CUGCGAA............................
Ppr-1-2 G....CGCAUAACAC.C.UCUAU..G...AAAAGGCAAACU..CA.GGGCAACC.U..GGGGAC....GCAAAGC.CA..C.GGGUC...CGCAGCAG...........................
Dal-1-1 AUCAUGCACAAUCGU...CU..C..U...UUUUGCCAAACC..UG.CCGCAAGG.C..AGGGAC....GGAAAGC.UC..C.GGGUC...CCCCAUGAGG.........................
Ppr-1-3 C....UUUUGAUCAG.U.CAC.C..G...AAAGGGCACAGC..AG.GGGCAACC.C..UGUGUC....GCAAAGC.UA..C.C.AUC...CCUGAGCG...........................
Ppr-1-4 C.....ACAUACUGU.C.A.C.C..G...AUAGGGCACAGC..AG.GGGCAACC.C..UGUGUC....GCAAAGC.UA..C.C.AUC...CUCGGGAG...........................
Ppr-1-5 G...AAUCGAUGA.A.G.UCGCC..G...AAAGGGUAAAGC..AC.GGGUAACC.G..UGUGGC....ACAAAGC.CA..C.C.ACC...CAGCACAAGC.........................

..........<<<<<.<.<<.<<..<........<<...<<..<<.<<....>>.>..>>>.......>>...<<.<...<.<<<<<<..<<.................................
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Gur-1-4 A...UAUUUCGGAAA.C.CGA.C..G...AAAAGGCAAAGC..AC.GGGCAACC.G..UGUGAC....GCAAAGC.UA..C.CUGUC...CAGUUGCAAC.........................
Gsp-1-3 U....CAUUAAUUGA...UUGAC..G...AAAAGGCAAAGC..AC.GGGUAAUC.G..UGUGAC....GCAAAGC.UA..C.CUGUC...CAGAAGCC...........................
Gsp-3-1 C...UCUGUAUACAC.A.CA..C..G...AAAAGGCAAACC..CA.GGGUAACC.U..GGGGAC....GCAAAGC.CA..C.CUGUC...CAGCAUUC...........................
Gbe-1-1 C...UCUGUUUACAC.A.CA..C..G...AAAAGGCAAACC..CA.GGGUAACC.U..GGGGAC....GCAAAGC.CA..C.CUGUC...CAGCAUUC...........................
Ppr-1-6 U.ACAGUUUCAU.GU.C.GC..C..G...AAAGGGUAAAGC..AC.GGGUAACC.G..UGUGGC....ACAAAGC.CA..C.C.AUC...CAGAAUGGUC.........................
Ppr-1-7 A....AUAGUGACAG.AAAC..C..G...AAAAGGCAAAAU..CC.GGGGAACC.G..GAUGAC....GCAAAGC.CA..C.CUCCC...AGGC...............................
Ppr-1-8 A....AUACGAACUA...UCACC..G...AAAAGGCAAAAU..CC.GGGGGACC.G..GAUGAC....GCAAAGC.CA..C.CUACC...CAGAA..............................
Gsp-2-2 U...UUGUUACUACA.C.AC..C..G...AAAAGGCAAACC..UG.GGGUGACC.C..GGGGAC....GCAAAGC.CA..C.CUAUC...CAGGAAAGCC.........................
Gsp-2-3 U....UUAGCCC....ACCCG.UGAG..AUAAGGGCAAA.C..CG.GAGCAAUC.C..GGCGAC....UCAAAGC.CA..C.GGGUC...CCCUGCAGCG.........................
Pca-1-2 U....ACAGACCUGA.U.UC..C..G..AUAAGGGCAAAAC..UG.GAGUAAUC.C..AGUGAC....GCAAAGC.UG..C.GGGUG...CGUGGGAAACCA.......................
Pca-1-3 A..UGAGGAAGCAAU.U.UU..C..G..UUCAAGGCAAAGU..CA.GAGUAAUC.U..GGCCAC....GCAAAAC.CA..C.GGGUC...CAUGGUUCA..........................
Dac-1-1 U...AUAAGAAUCAUUCAUGCAA..G..AUAAAGGCAAAAC..CG.AAGUAAUU.C..GGUGAC....GCAAAGC.CA..C.GGGUC...CAUAAC.............................
Dac-1-2 A..CGUAGAUAUAUC.U.CUC.C..G..AUAAAGGCAAAAC..CG.GAGUAAUC.C..GGUGAC....GCAAAGC.CA..C.GGGUC...CUGUUUGAC..........................
Gme-1-2 U...AAAGAAGAAAGUU.UC..C..G...AAAGGGCAAACU..UC.GGGUAACC.G..GGGGAC....GCAAAGC.CA..C.GGGUC...CUGACUCCAUGGUC.....................
Gme-1-3 A...UAACAAACAUGUU.UC..C..G...AGAGGGCAAACU..UC.GGGUAACC.G..GAGGAC....GCAAAGC.CA..C.GGGUC...CUGACUCCAUGGUC.....................
Pca-1-4 C...AUCAGUUACAC.U.CU.UU..A.ACAUAGGGCAAAAC..UG.GAGUAAUC.C..AGUGAC....GCAAAGC.CA..C.GGGUC...CUUGCCG............................
Gur-1-5 G.....AAAAAACGU.U.CUC.C..G...AACGGGCAAAAC..CA.GAGUAAUC.U..GGUGAC....GCAAAGC.UA..C.GGGUC...CUGACCUAAA.........................
Gsp-3-2 A....CUACAAACGU.UCUC..C..G...AACGGGCAAAGC..CA.GAGUGAUC.U..GGUGAC....GCAAAGC.CA..C.GGGUC...CUGGACUGAC.........................
Gur-1-6 C...UUCAAAACGUU.C.UC..C..G...AACGGGCAAAAC..CA.GAGCAAUC.U..GGUGAC....GCAAAGC.CA..C.GGGUC...CUGACCUAAA.........................
Gsp-3-3 G....GCGACAACGU.UCUC..C..G...AACGGGCAAAAC..CA.GAGUAAUC.U..GGUGAC....GCAAAGC.CA..C.GGGUC...CUGAUGUUAC.........................
Gsp-2-4 U....CGAAAAACGU.UCUC..C..G...AACGGGCAAAGC..CA.GAGUAAUC.U..GGUGAC....GCAAAGC.CA..C.GGGUC...CUGACACAA..........................
Gsu-2-1 G...UUACGCACUGU.U.UU..C..G...AAGAGGUAAACC..CC.GGGUAACC.G..GGGGGC....ACAAAGC.UG..C.GGGUC...CCGCCUGAAACAGC.....................
Gsu-1-1 G...UUACGCACUGU.U.UU..C..G...AAGAGGUAAACC..CC.GGGCAACC.G..GGGGGC....ACAAAGC.UG..C.GGGUC...CCGCCAGAAACAGC.....................
Gsu-2-2 U...AUUCGCUCUGU.U.UC..C..G...AAGAGGUAAAAC..CA.GGGUAACC.U..GGUGAC....ACAAAGC.CA..C.GGGUC...CUGAAAUCGUCCUAGGUAUUUC.............
Gsu-1-2 U...AUUCGCUCUGU.U.UC..C..G...AAGAGGUAAAAC..CA.GGGUAACC.U..GGUGAC....ACAAAGC.CA..C.GGGUC...CUGAAAUCGUCCUAGGUAUUUC.............
Gsu-2-3 A...AGCAGUACUGU.U.UC..C..G...AAGGGGUAAACC..CA.GGGUAACC.U..GGGGAC....ACAAAGC.UA..C.GGGUC...CUGAAAUGUCCUAGGGUUUUC..............
Gsu-1-3 A...AGCAGUACUGU.U.UC..C..G...AAGGGGUAAACC..CA.GGGUAACC.U..GGGGAC....ACAAAGC.UA..C.GGGUC...CUGAAAUGUCCUAGGGUUUUC..............
Ppr-1-9 A..CAGUGGUCCUGU.U.UC..C..G...AAGGGGUAAACC..CA.GGGUAACC.U..GGGGAC....ACAAAGC.CG..C.GGGUC...CUGAUUGGUGGAUCGGUC.................
Dal-2-2 C....CUAUGAAGAU.CCUC..U..G..AUAAGGGUAAACC..CA.UCGUAAGG.U..GGGGAC....ACAAAGC.CAA.C.GGGUC...CUGGAGCAC..........................
Pca-1-5 U...UCAAACACAGU.U.UC..C..G..ACAAUGGCAAAAU..CG.GGGUGACC.C..GAUGAC....GCAAAGC.CA..C.GGGUC...CCAUUGCA...........................
Sfu-1-5 A....CCUUUCGACC.UCUU.GU..G..AAAAAGCCAAACC..UC.CCGCGAGG.G..GGGGAC....GGAAAAC.CG..C.GGGUC...UCACG..............................
Gur-1-7 C....CCAGGC...GAUAGA..C..G..ACAAGGCUCAACC..AU.UCGUGAGA.A..UGGGGC....GGAAAGC.CCAUC.GGGUC...UCCAC..............................
Gsp-3-4 A...CAUCGACUGGU.A.GA..C..G.ACAAAUGCUAAACC..AU.CCGCGAGG.A..UGGGGC....GGAAAGC.CCA.A.GGGUC...UCACC..............................
Gbe-1-2 A...CAUCGACUGGU.A.GA..C..G.ACAAAUGCUAAACC..AU.CCGCGAGG.A..UGGGGC....GGAAAGC.CCA.A.GGGUC...UCACC..............................
Ppr-1-10 A.....UCGUACGUU.C.CUUUU..G..AAAAGGCCAAACC..CU.UCGCGAGG.A..GGGGGC....GGAAAGC.GA..G.GGAUC...UUCCCUGAAGAG.......................
Gur-1-8 C...UAACAAUUACU.U.UC..C..G..ACAAAGCCAAACC..CU.UCGCGAGG.A..GGGGGC....GGAAAGC.GG..C.GGGUC...UUCGCGACG..........................
Gur-1-9 G....UUAAUCUAUA.U.AC..C..G..AAAAAGCCAAACC..UU.UCGUGAGA.G..GGGGGC....GGAAAGC.AA..C.GGGUC...UUCAGAUG...........................
Gur-1-10 U...UCUAAUUCG.C.C.UCA.C..G..AUAAAGCCGAACC..CU.CCGCAAGA.A..GGGGGC....GGAAAGU.CG..C.GGGUC...UUCGCAGUGG.........................
Gur-1-11 G.....ACAUAUAAA.U.CC..C..G..ACAAAGCCAACCC..CU.UCGUGAGGGG..GGGAAC....GGAAAGC.CA..C.GGGCC...UCCGGAAUG..........................
Dma-1-2 G.....UUGAAACA.AG.UC..U..G...UAAAGCCAACCC..CG.UCGUGAGG.C..GGGUGCGUACGGAAAGC.CA..C.GGGCC...UCACGGUU...........................
Dac-2-1 A....AAGAGCUAAA.C.CC..U..G..AUAAAGCCACACA..CC.GGGCGACC.G..GGGGCC....GGAAAGC.UA..C.GGGUC...UCACCA.............................
Dac-2-2 A..AAAUGGUUAC.G.U.CG..U..G..AAGAAGCCACACC..CC.GGGCGACC.G..GGGGCC....GGAAAGC.CG..C.GGGUC...UCAGCA.............................
Dac-2-3 A..AAAUGGUUAC.G.U.CG..U..G..AACAAGCCACACC..CC.GGGCGACC.G..GGGGCC....GGAAAGC.CG..C.GGGUC...UCAGCA.............................
Dol-1-1 C..UAAUCAUUCAAU.U.CA..U..G..CUAAAGCCAAACU..CC.GGGCGACC.G..GAGGAC....GGAAAGC.AA..C.GGGUC...UUAAUAUA...........................
Dsp-1-1 A..GUCCAGAGCUUG.C.G...A..G.ACAAAUGCCAAACC..UG.CCGUGAGG.U..AGGGAC....GGAAAGC.CA..C.GGGUC...UCUCG..............................
Dal-1-2 A....AAUCAACAAU...UA..G..U....UUUGCCAAACC..GG.UCGCGAGG.C..CGGGAC....GGAAAGC.CA..C.GGGUC...UUGAUCAUAA.........................
Dae-1-1 G....UAU.GGUCAU.G.GG..UAAG...ACAAGCCAAACC..CG.UCGCGAGA.C..GGGGAC....GGAAAGC.CA..C.GGGUC...UUUGCCCGCUUCGGUCUCUGUCCGGCAUCGG...U
dpr-1-4 A....AAAUUAGAAAAA.UC..U..G..AAAAAGCCAAACC..UC.AAGUAAUU.G..AGGGAC....GGAAAGC.CG..C.GGAUC...CUUACAACGCA........................
dpr-1-5 A....GUUAUUUAGAGA.UC..A..G..CAAAGGCCAAACC..CC.AAGCAAUU.G..GGGGAC....GGAAAGC.CA..C.GGAUC...CUCAAAAAGCA........................
Dae-1-2 A...UGAUAUCUGAU.U.GU..U..A..UUAAAGCCAAAUU..CG.UCGUGAGG.C..GGAGAC....GGAAAAC.CA..C.GGAUC...UCAGAA.............................
Dre-1-1 G..UUAUUCGCUACG.G.AC..U..G..ACAAAGCCAAACC..CG.UCGUGAGG.C..GGGGAC....GGAAAGC.CA..C.GGGUC...UCAAU..............................
Dre-1-2 U...UAUUGACAAUG.G.AC..U..G..ACAAAGCCAAACC..CG.UCGUGAGG.C..GAGGAC....GGAAAGC.CA..C.GGGUC...UCAAU..............................
Sfu-1-6 U....UAAUGGAGCUCG.UC..A..G..AAAACGCCAACCC..UG.UUGCGAGA.C..GGGGAC....GGAAAGC.CG..C.GGGUC...UCAUG..............................
Dde-1-2 U....AUAGGCGGUAAU.AG..A..G..AAACUGCCAAACC..CG.CCGCGAGG.C..GGGGAC....GGAAAGC.CA..C.GGGCC...UCACG..............................
Sfu-1-7 U...GCAGUGACUA..G.UU..A..G..AAAAAGCCAAAUC..CA.UCGCAAGG.U..GGAGAC....GGAAAGC.CG..C.GGGUC...UCCUUCCCAUUC.......................
Dsp-1-2 A.......CUCCUAUAC.UCA.A..G..AGAAAGCCAAACC..CG.CCGCGAGG.C..GGGGAC....GGAAAGC.CA..C.GGAUC...UCGCGCA............................
Dvu-1-1 A....CUCAU..ACA.CA.CA.A..G..CGAAAGCCAAACC..CG.CUGCGAGG.C..GGGGAC....GGAAAGC.CA..C.GGAUC...UCGCGUA............................
Dth-1-2 C........AAAAAA.UACA..U..A...UCCAGCCAAACC..CG.CCGCAAGG.C..GGGGAC....GGAAAGC.CA..C.GGGCC...CCCGGGAUUUAAAAGUCAUAGCAUACG........
Dal-1-3 U....UGC...U..U.U.UU..G..U..UCUCAGCCAAACC..UG.UUGCAAAG.C..GGGGAC....GGAAAGC.CA..C.GGGUC...CGCGUCCG...........................
env-1 A..CGUAGAUAUAUC.U.CUC.C..G..AUAAAGGCAAAAC..CG.GAGUAAUC.C..GGUGAC....GCAAAGC.CA..C.GGGUC...CUGUUUGAC..........................
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alignment positions 205 · · · 384

Mfu-1-1 ................................................................................................G...GCCGGCC..GU.GACCGCC.GUGG...G.AAG.UCAGCACCGGAAGGGUU..CCGGGCCCACUGCGCCUUGAGCGAGGCG
Bba-1-1 ...............................................................................................AC...GCCAGCC.....AGCUGCC.AAA..G.G.UCAUGAGUCACCUGAGGAAU...CAGAGGUGUGCAUAUGGAAGGAACAAAU
Dpo-1-1 ...............................................................................................GA...UUAUAAC.UG..GGUUGCC.A....U.U.UAGAGGUGAUCCGGUAUUCUA..AUAUUCUAACGUUAUGGGGGGAGGACAU
Dpo-1-2 ...............................................................................................UA...GAUAGCC..G..GGUUGCC.UCG..U.U.UUUAAUGAAAGCAGCUCGGCU..UUUUUUGUUUUUACCACUGGUUUUGAGC
Dde-1-1 ...............................................................................................GG...GACGGCC..G..GGCUGCC.U....G...AUGCAACGCCACGGUCUUUUU..UUGUCGCAAAAAAAGGCCGGGCACGGGA
Dba-1-1 ...............................................................................................GCCACGGCGGCG..G..GACUGCC.AA...C.C.CGACGGCAAGCCACCCGGCGCGCGCGCCCGUGGCCGGCGGCUGGUCGCCAC
Dth-1-1 ...............................................................................................AU...GGCAGCG..G..GGUUUCC.G....G.A.CAUUGAGGUGAAUUCAUCCUCU.UUAGUUUUCCUGCCUCGAAUCCCCACUG
Gur-1-1 CUGUCAUUGAAUCUGCUUUCCCUUGUUAAUAUAGUUUCUCCACAAGAUGUUAUUCUCC.....................................AA...GUUGGCC..G..GGUUGCC.G....U...UUGUGACCAUUUGUAUGGUUG..CAUGCGUAUAACCCGGCCUUUUUAUUUG
Ppr-1-1 ...............................................................................................AU...GACAGCA..G..GGCUGCC.G....G.G.CUUAAGCAGUACCUCCUUGUGAGGUGCGGUUUGCUCAGGCACAGACAACAA
Gsp-1-1 CAGGU..........................................................................................UA.UCGACAGCC..G..GGCUACC.GAAGAA...ACAGGUGAAAAUCGCUUUU....UUAAGCCGCUUACCGGGAAGCCGGUAAG
dpr-1-1 ...............................................................................................AA...GGCGGCC..G..GGCUGCC.UUAAA.AGAAAGA...AAGCCAAGUCGUC...UUCGUGAUCACUUGGCUUUCUUGGGUUU
dpr-1-2 ...............................................................................................GG...GAUAGUC..G..GGUUGCC.U......G.UAAAUGAUAGAGUUUUCGGUA..UCUCUUAUCUCUCAAUCCAUUGGCAGAG
Daf-1-1 ...............................................................................................UA..UGGUCGUG..A..GGCUGCC.G....A.G.UG.AAGCAGUACGAAUUGCUUCUCGUCCCUUCUUUACGCGUGGUGUUGCCA
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Dau-1-1 ...............................................................................................CG...GAUAGCC..G..AGUUGCC.GAA..GAA.ACAAGUCACCUCCAUUUAUGG..AUGCUUGUUUCCUGGCAAGUAACGAAUG
Gsp-1-2 ...............................................................................................CA...GAUAGCC..G..GGCUGCC.GAA..GAA.ACAGGUGAAAAACUAAAAAAG..CCGCGGAUCACAACCCUCCGAUCCGCGG
Gsp-2-1 ...............................................................................................CA...GGUAGCC..G..AGCUACC.GAAG.A.A.ACAGGUGAAAUUGAGAAGGGC..CGCUCAUCGCUACUGGCAGAUGGGUGGC
Pca-1-1 ...............................................................................................CG...GAAAGGA..G..GGCUGUC.GAAC.C.G.GCUUGAGAGGCAACAUCUCUCA.GGAUGAUUCGAUCAUUUGGGCCCGCCUU
Gme-1-1 CGGCGAGGAGGAGGCGACGGAGGCGUACCUGAAGGUACGUUGAGGAGCCCCGCACGAGCCAACGCCGGUAUACGUCAGAAGGCGAAUCCGGCCGAUG...GAUGGCC..G..GGUUGCC.U....G.G.GGCGGUAAUGGAACUGACAG...GACGUCGAAGCAGCACCAACACGCAGGA
Dal-2-1 ...............................................................................................GAAAUGGCAGCG..G..GGUUGCC.GAA..U.G.GUCACUGUCAGCCAAGUGGGUG.ACAGACCAUACGGCAUCUAACUUAAUGA
Sfu-1-1 ...............................................................................................UA..UGGCAGCA..G..AGCCGCC.G....A.G.CGAGC.ACGGUAUGAACGACUUCUUCAGCGCAUCGCACAUCAUUAUCGGAA
Sfu-1-2 ...............................................................................................UA..CGGUAGCA..G..GGUCGCC.G....G.G.CGCUCUUAUAUAAUGAGCGGUGGGAAGGUCUGUCCUCGUAACCGCACGCUC
Dfr-1-1 ...............................................................................................UA..CGGUAGCC..G..GGCCGCC.AA...U.G.CGCCGCAUCCUCCGAUACAGC..GCCUUGGCCAGCGUGAAAGGAGGUACGG
Sfu-1-3 ...............................................................................................UA..UGGCAGCA..G..GGUUGCC.A....G.GGGAGGUUUCCCAUGUUCAGAACU.UUCAACUCCGGAACGUUGUUUCCCAAGA
Sfu-1-4 ...............................................................................................UA..GGGCGGCA..G..GGUUGCC.G....GAGGUGCCGUAUGACCGAUCCAAAUG.UGUCCUGAAACAGGUGAACCAGCCCCGU
dpr-1-3 ...............................................................................................UA..AGGCGGCA..G..GGUUGCC.G....G.G.CGAAGAUGGCACCUCCUCAGGA.GCUGUGUUUCGCACGGAUUAAGCGAAUC
Gur-1-2 ...............................................................................................CA...GGCAGCC..C..GGUUGCC.GAAA.U.A.UCCCACGUAUACAACCU......CCACAUUUUUUGUGCACAAAAUCUGCUG
Dpo-1-3 ...............................................................................................GG...GACAGCC..G..GGUUGCC.U......G.AAAGUUAAAAGUUGCGGGUAAU.GCGGUUUUUGGUUUCAGGAAUGGGGGGG
Dsp-2-1 ...............................................................................................GA...GACAGCC..G..GGCCGCA.G....G.GAAACACCGAGGGGGAGCUUAUG..CGGGUUUCCAUUGCAGCCAAGAUCAUGG
Dma-1-1 ...............................................................................................GA...GACAGCC..G..GGCCGCU.G....G.GAAACACCGAGGGGGACGUCAUG..CGGGUUUCCAUCGCGGCCAAAAUCAUGG
Dma-2-1 ...............................................................................................GA...GACAGCC..G..AGCCGCU.G....G.GAUACUCCGAGGGGGACGUUAUG..CGGGUUUCCAUCGCGGCCAAGAUCAUGG
Gur-1-3 ...............................................................................................UG...GGCAGCC..G..GGUUGCC.UG...G.G.GGGAUCGGCAGCACACGUUAAUUCAAAGCAAGAAAUUAACAAUCACCCAAG
Ppr-1-2 ...............................................................................................CG...GACAGCC..G..GGACAUC.AAGA.G.A.GGGCAAACAUGGUUUUCUU....AGCCCUUCUUCGCAUCAUCCAAAGAAGG
Dal-1-1 ...............................................................................................GG...GACGGCC..G..AGCCGCC.GGC..G.G.AAAGACAAAGCCAAACCUGC...UGCGAGGCAGGGACGGAAAGCCACGGGU
Ppr-1-3 ...............................................................................................GG...GAUAGAG..G..GGUUAUC.GAAG.U.G.AGUGGAUAUGGUUUUUACGA...GAACAGGCCACGUUUCCUUUGAUGCACG
Ppr-1-4 ...............................................................................................GG...GAUAGAG..G..GGUUGUC.GAAG...U.GAGUGUAGAAAAUAUUUUGUG..AUAAGAGCCACGCUUCCGUUUGUUGAAU
Ppr-1-5 ...............................................................................................UG...GGCAGAG..G..AGCUGCC.GAAGUG.A.CGGAUGAUGGUCCAUCUG.....AUCAUGGGAGCCUGCCUUUGUGAGACAG
Gur-1-4 ...............................................................................................UG...GAUAGAG..G..GGCUGCC.GAA..UAG.GUGAUGGAGACAGGCCUACCCU.UUCGGGGAUAGGCUUUUUUUUAUCCUUC
Gsp-1-3 ...............................................................................................UG...GAAAGAG..G..GGCCGCC.GAA..G.G.GUCGAUGAGAACAGCCCACC...CUCUCGGAAAUGGGCUGUUUUUUUAUCU
Gsp-3-1 ...............................................................................................UG...GAAAGAG..G..GGUUGUC.GAAG.U.G..G.CUAGUCAGAAGCCUGCCAU.UUCAUCGAUGGCAGGCUUUUGCUGUUUC
Gbe-1-1 ...............................................................................................UG...GAAAGAG..G..GGUUGUC.GAAG.U.G..G.CUAGUCAGAAGCCUGCCAU.UUCAUUUAUGGCAGGCUUUUGCUGUUUC
Ppr-1-6 ...............................................................................................UG...GAUAGCG..G..GGCUGUC.GAAGUGAC.GG..AUGAUGACCUGUCCGAUAUGCCAAAACCCACCGACUCCUGCUGGUGG
Ppr-1-7 ...............................................................................................CG...GGCAGAG..G..GGCCGCC.GAA..G.UAUCAGCGCUUGUCACCACAG....GGUGACGGUCGCCGCGCGUCCACUUUUU
Ppr-1-8 ...............................................................................................CG...GGAAGAG..G..GGUUGUC.GAA..GCGG.UACAGGGGGUGGUGCAUC....CGUGCAUCCCCCAUUCAUGCCUGCCUUU
Gsp-2-2 ...............................................................................................UG...GAAAGAG..G..GGCUAUC.GAA..G.UGGUG.AGGGAGGAGCCCGCCA...UUUCUUUUUGGUGGGCUUUUUUAAUAUC
Gsp-2-3 ...............................................................................................GG...GACAGCC..G..GGUUACC.GAA..GAGCAUCUGG.AG..UCAGGCCCG...UAAGGGGACAGCCGCGUCCGCCCGCAGU
Pca-1-2 ...............................................................................................CG...GAUAGCC..G..GGCUACC.GAA..GAGCUGAUGGAGGAGGGGCAA......CUCGAAUAUUUUCGGAUAUUUGAUUUAU
Pca-1-3 ...............................................................................................UG...GAUAGCC..G..GGUUGCC.G....A.A.AAUCCUUAAUUCUUCAAAACACUUCAAGGUCAGUAGGUACAUCUGCGGCGC
Dac-1-1 ...............................................................................................UG...GAUCGCC..G..GGUUGCU.CAAC.UGGUGGAGAUCUCUCAUCACCGU....GAUAAACAGACACUGAUUUCAACGGCCG
Dac-1-2 ...............................................................................................AG...GAUCGCC..G..GGUUCCC.GA...A.G.AGGCUGGUUCCCGUCCUUUGUCAAUGAAGGACUACAGAGGUGCUCUUCUUC
Gme-1-2 ...............................................................................................AG...GAUAGCC..G..GGUUGUC.GAA..G.A.GCAACGCCCGCCUUCCAUAGGU.ACGGGGGUCUGUUUCUGAGGUAGGAAGC
Gme-1-3 ...............................................................................................AG...GAUAGCC..G..GGUUGUC.GAA..G.A.GCAACGCCCGCCUUCCAUAGGU.ACGGGGGUCUGUUUCUGAGGUAGGAAGC
Pca-1-4 ...............................................................................................AG...GAUAGCC..G..GGUUGCU.GAAG.ACGCGAUUGUUACUCAAUUU.......ACGGCCGUAUUUUUAGACCUGUAAAGCA
Gur-1-5 ...............................................................................................AG...GAUAGCC..G..GGUUGCC.GAA..GAG.AUGAGAUAUGCAUCUUGGUA...CCCGGUAUAUUACCGACACAAGGAGCGC
Gsp-3-2 ...............................................................................................AG...GAUAGCC..G..GGUUGCC.GAA..G.A.GAUGGGUCAGCAUCUGGCUC...CGGCAUGUCGCGGAUAUAAGAAGCGCUC
Gur-1-6 ...............................................................................................AG...GAUAGCC..G..GGUUGCC.GAA..G.A.GAUGAGUUUGCCUCUUGGUACC.CGGUUUUUACCGACAACAAGGCGCUCUC
Gsp-3-3 ...............................................................................................AG...GAUAGCC..G..GGUUGCC.GAA..G.A.GAUGAGUUAGCAUCUUGGCA...UCCGGGAAUUACCGAUACAAGGGGCGCU
Gsp-2-4 ...............................................................................................GG...GACAGCC..G..GGUUGCC.GAA..G.A.GAUGAGUUAGCAUCUUGGCA...CCCGGUAUAUAGUACCGACACAAGGAGC
Gsu-2-1 ...............................................................................................GG...GACAGCC..G..GGUUGGC.GAAG.A...AACAGUACCGCGUCCCACAG...GGGCAGGCUGUUUCUUUUUUUUUGCCCG
Gsu-1-1 ...............................................................................................GG...GACAGCC..G..GGUUGGC.GAAG.A...AACAGUACCGCGUCCCACAG...GGGCAGGCUGUUUCUUUUUUUUUGCCCG
Gsu-2-2 ...............................................................................................AG...GAUGGCC..G..GGUUGGC.GAA..G.A.AACAGCCCAUCUGUCGACAAGU.CGUACCAUUGCCGCGGGGGGCUGUUUUU
Gsu-1-2 ...............................................................................................AG...GAUGGCC..G..GGUUGGC.GAA..G.A.AACAGCCCAUCUGUCGACAAGU.CGUACCAUUGCCGCGGGGGGCUGUUUUU
Gsu-2-3 ...............................................................................................AG...GAUAGCC..G..GGUUGGC.GA...G.A.AACAGGUUCCUCAUUAGUCCAU.CAAAAGACUAAGGCGGGCUGUUUCUCUU
Gsu-1-3 ...............................................................................................AG...GAUAGCC..G..GGUUGGC.GA...G.A.AACAGGUUCCUCAUUAGUCCAU.CAAAAGACUAAGGCGGGCUGUUUCUCUU
Ppr-1-9 ...............................................................................................AG...GAUAGAC..G..GGUUGGC.GA...G.A.AACAGCUCCGCGAGCAGCAUGCUCGACGGACUGUUUCUUUUUUUUGCCGCC
Dal-2-2 ...............................................................................................AG...GACGGCC..G..GGUUGCC.GGA..G.A.AAACGGAACUUUUUCGGAGG...AGAGAAAAUGAAAAAGAAUCUACUGAAA
Pca-1-5 ...............................................................................................AG...GACAGCC..G..GGUUAUC.GAA..G.A.AAUGACGGCAGCAACGAUUUUA.CUUCUGCACGUGAAGUCAUGGCACCCGG
Sfu-1-5 ...............................................................................................UA...GACGGCC..G..GGUUGCCUGAA..A.G.ACGGCAGCCCGGCUUUUCUGU..UUGUGGACGGGGUGCUUCAAGCGUCGAA
Gur-1-7 ...............................................................................................GA...GACAGCC..G..GGUUACC.GAAA.UAUCCCACAGGAUACGA..........GGCCCCGGUUUUUUUGCGUUCAGAUGCA
Gsp-3-4 ...............................................................................................GA...GACAGCC..G..GGUUGCC.GAAA.UA..UCAAGCAGGUUGGAUAUGAC...GCAGCGCGGUUUUUUUGUCCCCGAGGUC
Gbe-1-2 ...............................................................................................GA...GACAGCC..G..GGUUGCC.GAAA.UA..UCACGUGAGUUAGAUAUGAC...GCAGCGCGGUUUUUUUGUCCCUGAAGUC
Ppr-1-10 ...............................................................................................AA...GAUGGCC..G..AGCUGCC.AAAG.G.GUUAUUUCCUUUUGGCGUG......CUCGGUUUUUUUAUGGGUUGGCGCCUAC
Gur-1-8 ...............................................................................................AA...GAUGGCC..G..AGCUGCC.GAG..GGACGGGUCCUUCAGGUGGGCU.....CGGCCUUUUUAUUUGAUGCACAAACUUG
Gur-1-9 ...............................................................................................AA...GAUGGCC..G..GGCUGCC.GAA..GGUUGUUCCUUUGGUUUGCUCGG....CCUUUGUUUUUUUAAACGAGAAUACGGC
Gur-1-10 ...............................................................................................AA...GACGGCC..G..GACUGCC.GAAG.G.A.GAACCUUCGGUAUGUGCG.....GCCGUUUGCGUUUCCGGGGUGCGUGGAU
Gur-1-11 ...............................................................................................GA...GACAGCC..G..AGCCGCC.AAA..G.G.AAUGAAAACCUUUUUGCGCA...CUCGGUUUUUUUUAUUUCGUAGAGAAGU
Dma-1-2 ...............................................................................................GA...GGCAGCC..G..AGCCGCC.AU...G.A.C.UCCUCGACUGGUUAGCUAGU.CAUUGGAUCAUGGCGUUUUUGUUUUCAA
Dac-2-1 ...............................................................................................GA...GACAGCCUUG.UAGCUGCC.A....G.G.CAUCCCGGUUUUUUUUAUGC...CUUCAUCUCAACCUUGAGCCAACUGAGA
Dac-2-2 ...............................................................................................GA...GACGGCC..G..GGUUGCC.AC...CAG.ACAGCCCGGUUUUUUUUGUCCA.UUGAAUGAACACAUUUUUUGAGGAGAGA
Dac-2-3 ...............................................................................................GA...GACGGCC..G..GGUUGCC.AC...CAG.GCAGCCCGGUUUUUUUGUUUAU.CCAUUGCAUAAACGAAUUGCCUGAAAUA
Dol-1-1 ...............................................................................................AA...GACAGCC..G..GGCUGCC.A....U.G.AAGAUAAGGUAUUUCAAGCCGGGCUGUCUCUGAAACCAGGACAGUCCGGCU
Dsp-1-1 ...............................................................................................AA...GACAGCC..G..GGCCGCC.U......U.GCAUCCGUCGCCUUUUCCCCGCCUGAAGGGGAACCUUCGCCCCACGUUAUU
Dal-1-2 ...............................................................................................AA...GACAGCC..G..GGUUGCG.C...AUCA..AAGGCAACCCGGCUUUUUUA..GUUUUAUCUCACCACACCAAAACUUCUC
Dae-1-1 GCCGGGACAUGGGAGCGA..........AGGGG...UACGC................A.....................................AA...GACAGCC..G..GGUUGCC.AGAG.CAU.CA.CCCGC.CGGCGGGCCGC...UUCUAUGCGGCUUCCCGGUGUCCAGGCG
dpr-1-4 ...............................................................................................AG...GACAGCC..G..GGUUGCCUGGG..G.A.GAAU.GAAUGGGGAUGGACA...AGUUAAGGGUUCUUUUUCUUCUGGCGCC
dpr-1-5 ...............................................................................................AG...GACAGCC..G..GGUUGCC.UG...GAA.UAAGGGGUAACCCGGCUUUUU..UUUGCAAAGGCAACCGUACAUUGAAACA
Dae-1-2 ...............................................................................................GA...GAUAGCC..G..GGUUACC.GAUU.G...GAGUAUCGUCACAACUCCAA...CUCUCUUCUUGCAUGUUUUGGUGUAGAG
Dre-1-1 ...............................................................................................GA...GACAGCC..G..GGUUGCC.G....GAU.GGG.AUCUUUCGGGACCCAGGA.AGCGUUUUUCUCAAAACCCGUUUCCUGG
Dre-1-2 ...............................................................................................GA...GACAGCC..G..GGUUGCC.GGAUGGGU.CCUUG...CAGGUCGCCAGG...AAGCACUUUUUCCAAAAUGCUUCGCAGG
Sfu-1-6 ...............................................................................................GA...GAUGGCC..G..GGUUGCC.U....G.A.CAAAGGGUAGCCCGGCUUUUU..GUUUCUUCGUCAUCGAGUCGAGAAGAUU
Dde-1-2 ...............................................................................................CA...GGCAGCC..G..GGUUGCC.UACG.C.U.CCCACCGAGAAGACACCCCG...CGCCCCGUUCGAGACCCCCGGCCUUCGG
Sfu-1-7 ...............................................................................................GA...GACGGCC..G..GGUUGCC.UGAUCA.AGCCACCACACAUUUGCUU......GUAAUACAGUAUUGUCUGAGACCUUCGC
Dsp-1-2 ...............................................................................................GA...GACAGCC..G..GGUUGCC.U....GCACCAAAGGCAG...UGCGUCCG...AUCGGCCCGUGGCAAUGAUCCCUUGGGG
Dvu-1-1 ...............................................................................................GA...GACAGCC..G..GGUUGCC.U....G.CACCGGG..AGGCAGUGCGUCA...GCGCGGGUCGUGGCGUCAUCCCUUGGGG
Dth-1-2 ...............................................................................................CG...GGCAGCC..G..GGUUGCC.GGA..U.G.AAGUCCUCUGACAGCUGCUC...UGAAGUUCUUCAUUUGGUUGUCCAUAAG
Dal-1-3 ...............................................................................................CG...GACAGCC..G..GGUUGCC.UGCA.G.G.AAUUACCUGCUGAAAGGGGA...CCUCAUGAAGAAAAAAGCAAUCUUGAUC
env-1 ...............................................................................................AG...GAUCGCC..G..GGUUCCC.GA...A.G.AGGCUGGUUCCCGUCCUUUGUCAAUGAAGGACUACAGAGGUGCUCUUCUUC
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alignment positions 385 · · · 564

Mfu-1-1 UGGGUCUUCGUUUCGGAAUCCCCGGGAGGUCCUCUCCGAUGCUGCGGACACUGGCCCUGAGUUGCUGCCUGAUUUCCCCGCUCGCCUUCGCCUCCACUCCGGAGCUCCGCACCCUGACAGGCACCCUGCAGGUGGUGGCCGGGGGGCCGGGGGACCAGACGGACCCGCACGUCAGCGGGC
Bba-1-1 ACAUACAAGGAUUGGUUUCAUUCCCCUUAGCUAGCGAGUUAUCACUGACGAUUCCUCGCUAGCACUUUUUUUGGCGAACGAAUUUCUUAAGACAAAAUCCCUGAAAAAUUACUUCUUCAAAGGAACAAGCCAGUUCAAGGUAUCGGCUUGAGCGCCACGCUGGAUCGCCGUUAUCUCGUU
Dpo-1-1 GAAGAAAGUUUUUGUUCCGUUUUUCAUUCUAUUCAUCGGAGUUUUCAUUUUGACUUCCAUUGCUUUUUGUACAGAUCAGCAUUGUGAUGGUUGUGAUAUGAGUACGGAACAUCUUAUUUCAGAAAUUUAUGUAGCAACUUUUGGAAGGGCACCCGCGAAUGCUGGUUUGAACUACUGGGC
Dpo-1-2 UGUUCGAUACUAAUCAAUACUUCGGACAGUUUUUGAACGGUCGAAAGGCACUGUUAUCAAGGUUUUGAUGGACUCCAAAUAAUUAUUUAAACUCAACGUGUAGGCUGAGUUUCAAAUAAAUAGCUGUAUAGCGGGAAUUUCUCGAUUCAAUGGGCUAAAAACUGCCCGAACUAUUGAUUA
Dde-1-1 GACGCGCAUGAGGAUAUCCUCGCAGGCUGCCGAACAGUACCGCAAGACCGACUCCCUGGCCGAGCGCCGGGUGGAGCGCAAGACGGUGCAGCCCCAGGCACGGACGACGACCACGUCGUUCGGCUUCCGCCUGGGCAAGUUCGGCGUGGACUACCGCGAGGAGACCACGGUCCUCGACCC
Dba-1-1 AACCGGGUGAAACGGGCGAUGGAUGUCAAAUACGUCAAUCCUUUCCUGAGCGGGGUGGUCGAGGUGCUGGGCACCAUGGCCGGCGUGGCCCUGGAGGCCGGCAAGCCCUACCUCAAGCAGCAGACCCUGGCCGAGGGCGACAUCAGCGGCGUCAUCGGCCUGAGCGGGGCCGCCGAGGGC
Dth-1-1 UUUUUCAGCCUACUUCAUGCGUUAUCAUUAAGCCUGAAUAAUAGGCAGUGAGAUAUACCCCCCCCCCAUUGAUUGCCUCCUCUAUCUGAAGAAAAUUGGGGAACAAGCGACAAAAAAGCAUUUCUUAUUGUUUUAUUACUUAUAGAUUUUGAAACCGGCACUUUGCAAGUAUCUUUGGUA
Gur-1-1 CCGGGUGAAGAAAGGAGCUGUUAACCGAUUAUCGACAUUUAACCCAACAAAAGGAGAAUGGCAUGAAAUCAAACAAAAUCUCACUAACAGUCUAUCUGAUCCUGGCGGUAGUCGUAUUUGCUUUCAACGGUUGUGGCGGUGGUGGCGGAGGCGGUGCUCCUACGGUUUCGGGUGUUACAG
Ppr-1-1 GGAGAAAUCUGCAUGAAAUCAAUUGGUUCAGUAGUUGCGGUGCGAAGGGCAGUAGGCACAUCGAAAUCAGGCUUCUUGCGGGCCACAGGACUAUUGCGUGUUGGGGUUUUUGCAUUUGUAGCAGCAUGUACGCUUGUUUAUCCGCUGAAGGCCCAUGCGGCCCAGACAACCCUCGGAUGG
Gsp-1-1 CGGCUUUCUGUUAAUAUGCCGCGGGUGUAAUCCAUAUGCUGACAGUUUGACAGAAGGAGCAUCAAUGGCUGGUAGAGGCAGUGGAUUUGUUGAUCAGACAUCACAUCAGUCUCUUCCCUCGGCGCUGGCAAAUCUGCAGGAAAUUCUGCAGCUCGGCAGAGGCAGGCAGUUGGUCAUCUU
dpr-1-1 UGGGUCCUCUUGGACCGGUCGUUUCGGAUGUGGCGUCUGUGCUUUUAGGUGUUACGUGAAAAACGGGCUUUGGUAUCAAUGCCCUUUUUGGGGUAGGGCCGUGAGAAAUAGAGAUUUUUUUGUUAAACCAUUUAUAGGAAAAGGAGAAAAAAUUAUGAAAUGCUGUCGAAAAGGUUUUUU
dpr-1-2 CGCCAGAGCCCCUGAUUUUUAGUGAUUUUUUUUCGUUUCAUUGGAAUAAAUUCCGUGUUUUUCAGGAUUCACCGCCAUUGGCGCUUAACCGUGCGUAUCACGCAAUCUCUUUUUUCAAAAGUGACCACUAUACAGACGCUUUAGAUUACAAAUUAUAAAUGUUCUUUGCAGGCGCUGGAA
Daf-1-1 GGAGAAAUCGCACAUGAGCAUUCUGAGACUUACGCAGUGCAUCCCUGGCCUCACGCUCCGCAGGCUGGCCGCCGUCUGUGCCGUGAUGCUCGUCAUGCUGACCGCCGCCACCGGCGCCCAGGCCGCGCAGAUCACCUUGCGCUGGAACGCAAGCCCAGAGCAGGACGUUGCCGGCUACAC
Dau-1-1 GAGGUCCAAAAUGAUAAAAAGAUUAAAAACCAACUUGCAGACAAUAGUGACCAUUGCCAUCGCAAUGGUAUUGGUUCUGGCCGGAUCCGGCCUUGUCCAGGCAGACAGUAAAAAGUUUGUACCCGGGGAGCUACUUAUCCAGGUAAAACAAGGUGUUACAAAAGGUGCUGUGGAUAAACU
Gsp-1-2 CUUUUCGUUUGUCAUCCGGUUGGCACCGGUUGCCCAUCAUCUCACAAUGUCAUUUCAGUCAAGAACCUGUUCAUACCCCGAGUGCCGCUGACAAAGGAACUGCCUACCUCGUAAUACCGCCAAAGCCGAUUAACCUCCCUGGUCAAGCCUAUGCGGGCGCUCAUGCCCAUAUGCGUCACA
Gsp-2-1 CCUUUUCCUAUCUGAAGGCCGCCUCUUCCGGGGCGGCCUUCUUCGGUUCGCGUUAUUUCUUCUUCUCGAUCACGCCGCAGGCUAUCCGGGCGCCGGCGUUGCCCGCCGGGUCGGUCUUGUAGUCGUCGGGGUCGGCGUGGAUCACCAGCGCGGUGCCACCCUCCUUCAACAGCGACGCCG
Pca-1-1 UUUUGGCGGGUUUUCAGUUUUUCAGGAUAGAUAAUAAGGAAUCGGAAAAGGAGACAACUGUGAGUUUGGGUCAACGGGUUCUAUUACUAUGCAUAGCUCUCUCUUUCUCGAUCACCUGCGCAUCAAUGGCCGAAGGGCCUAGCUUCGAUUGUGAGAAGGCUGGAACGAAGAUCGAGAAGA
Gme-1-1 CACACCCAAACAUUAUCGAACUCAGGAGGAUCAAGAAAAUGAAAAAGAAGAUGAUUGCCCUUCUCGCGGGCGCACUGAUGACUGCAGCAAUGGCCGGGAAUGCCAUGGCGUACUUUGAGCAGGAUCACCUUGUUCGGGUAGUGUACGAUAAAACCGUGAUGACGGAAGUUGCCACCGACC
Dal-2-1 GGUGCCGCUAUGAAAACUAAAAUCGCACGCUUUUUCCCCCUUCUUCUUCUCCUCUUGCUCCUGGCCGCCUGUAGUGGUGAUUCCGGCAGUAGUUCCGGUGGCAGCAGUUCCACCAGCACGGAAGGCAGUACCGUCGCCGAUUCUGAUGACGGCUCUACCGUAAGCACCGGCAGCAGCGCC
Sfu-1-1 AAAGCGGAACGAUGUGCCCUGAUGCCGUCCUCGCCAUUCGGUCAUUUUUCUCAUCGGAAUACAGCACCACGACCUUGCGGCGGUCUUUGCAUCCCGGGAUAAGGAUCAUAAAGGGAAGGUCAUCGGUUCCCGUCACGCUCUCAUGUAGGGUGAGCGGCGGGAGGAGAAUUAUUAUCCGUU
Sfu-1-2 UGCCAUGUGCUCCACCCGCCAUCUCUCGCUCCGACCUCUCUGUUGUACAGGCGGUUACCCGACGUCCGGGAAGAAAGCUGGAUAGGGUUCGCGUCCGGAUGCGAAUUGUUGACAGGAGUGAAAGAUGAUUCGGGAACUCGAUGAAUUUGAAGUCAAAGCGCUCCACUACGAACUCCUUCU
Dfr-1-1 GUAUGCCACGCGACGCCUGAUCCAUUCCACCCCCAUUCCCUAUUUCGUCAUGGAUCGUCCCCGCUCGGGAGAGGGGCGCGGACUUUCCGCCUUUGCCGCUUACGGCCUGGCGCGCCUUUCACCUCGGCGGGAGAAAAGGCGAACCGGCCCUCAGGAGUGUUGCUCGAGAUGAAGGAGAAG
Sfu-1-3 GAACCUUUCAGUCUUCAUGUCAGCCCAUUCGGGGCUCCACUGAAACCGGCCGUGAGAAGUGACUCGUAGAAUCUCAACCGAUUCAUUUGAGAGAAGAUAUUGUGGGCAUCUGGACGGUCCGCGGCGCCGACGUCAAGCCGGGGGUGUAAGGUCUGGCAUUCAGGCCGGAGCUUUAUCCGC
Sfu-1-4 UGACAUGCCAAUUGUGUGUUGGAGCGCGACUCCGCAGUGUUAUGAGAGCGUGGGUUGCUCCGCAAGUUCUUCGGAGCGCGACCCAAUUCCUGGGUACGUUUCGGGGGUCGUUGCUGGUCAAGCUGAAACGUUUUUCCAUGAUUGGCUAUUCAUUAUUCAUAGUGAAAACAACAGGAUUUG
dpr-1-3 AAACAGUAUUCUUGGGAGGUGCACCAUGAAAAGUCAAAGUCAAACAAUCCUGCAAUUCGCGCCAAUUCAACGGAUUGCUCUUUUUUCCCGGAUCAUUCUAAUAUUGAUCCUUACUCACUUCAUUCCACUUGCCCAUUCAGCCGAAGUGACUUUGACAUGGGAUCCCAAUACUGAAUCAGA
Gur-1-2 UGCGCACCCACGUAACAAGAAGCCAUUCACAAGCGUUAAAGCAUGCAGUGCUCACGACGAUCAAGGUAUGUUCCGAGCAAACAACGAAAGGAGUCAUGACAUAACGGCUGGAAAGCAAUUUGUGAGCAAGUAAACGGUCUGAUGCAGACCAAACAGAAAUCAAAGGAGAUUUUAUAUGAA
Dpo-1-3 ACUGUUUGACGGAAGUUGAGUUAAAAAAAUUACUAUCGUUAGAAUUUACUUAGGGAGGAAGCUUAUGAAAAAGUUUAAUUUAUUUUUGAUUGUUUUCUUAGUGUUAUUGGGACUAAACGCCUAUGCAUCACCACUUAUGGUCGAAGACGGAACUAAUACGAUAAUAGGCCCAAGCAAGAA
Dsp-2-1 CUUUGGCCGUCGUGUCCGUGGUCGCAACCGUUGGCAUCGUCUUGUGCGUCGCCUUUUACUGUGUGCGCGACGGGUACGAGAAAAUCACCGCCAGGACCGUGCAGAGCUAUCUGAACGUCCUGGACCGGCAGAUCGAAACCUACAAGGAAGGCUAUCUGGACAUGGCCCGCACCCAGGCCU
Dma-1-1 CCCUGGUCAUUGCUUCCGUCGUCGCCACCGUGGCCAUCAUCCAGGCCGUGGCCUACUCCAGCGUCAAGGACGGCUACGAAGCCGUCACCGCCCAGGCGGUCGAAAGCUAUCUUCAUGUCCUCAACCGCCAGAUCGAAUCCUACAAGGAAGUCUACGCGGACAUGGCCCGGACCCAGGCCU
Dma-2-1 CCCUGGUCAUUGCUUCCGUCGUCGCUACCGUGGCCAUCAUCCAGGCCGUGGCCUAUGUCAGCGUCAAGGACGGCUACGAAGCCGUCACCGCCCAGGCGGUCAGGAGCUAUCUCAACGUCCUGGACAGUCAGAUUCUCGCUUACAAGGAAGUCUACGCCGACAUGGCCCGGACCCAGGCUG
Gur-1-3 GAAGCAUUAUUAAAAAGGAGAUGAAAAAAUGAAGAAAAAAAUGAUUACCCUUCUCGCAGCAGCCAUGCUCACCAUGAGCGCCGCAAGCAGCGCCAUGGCCGCCUUCGCACAGGGCGACCUGAUCCGCGUCGUUUACGACACCUUGGGGACCAAGGAAAUCGCCACCAACCUCGGCUCCGU
Ppr-1-2 GCUUUUUUGUGGCAUUCACAAUUCGCGACCAUUACUGUCAACCCUGAACAAAAUACUGCAUGCCCUGACCGCAUCGGUGACGUACUGAUGCCGCUGCCAGGUCAUGUCAUCCGGUGAGCACAAGGAGGAUCCAUGGCGGGAAAGAUCAAAGAAAUGAUUGAUUUUGUUCUCAAGCAGAGG
Dal-1-1 CCCAUAAACAGACAUGCGGAUAGCCGGGUUACCAUUAGCAUCACUGCUGAAGGAGACAUCAUGAGAAAACAUGUGUUCUGCGCUGUCCUUUUGGUCAGCGCGCUGCUCGCCAUUCCGGCUAUGGCGGAAAAAAUUGAACUUACCGACAUGGAACUGGCGGAGAUAUCCGCGCAGGGAUGG
Ppr-1-3 GGAGGCGUGGCUCUUUUAUGCAUAGGUGGGAGGGUUAAUAGGGGAUAGUUCCCUGUUUAGUGAACACAAAAAAUCUGGGAAGUGUCCCACGUUUUUCCCGACACGGGACGAACUGGAGCUGCUCUACGCCUAUCGUUUAACCACCACCGUAAACCGGCGCGUAAUUACCUGCAUUGUUAC
Ppr-1-4 GGGGGGCGUGGUUUUUUUGUGCUUGAAAUUGUUGAGGCGGGAUCACAGGGAGUUGGUCUUUCCGGUGGGCAGAAGAAGCGGAACAACGUGACGGUGCCGUUCACCUAUCUGGGGUCGGUGGAUAUGGUGAGUUUCGAGAGUGAACGGCCGAUCAAGAUGGUCUGGCAGCUCAGGUAUGCG
Ppr-1-5 GCUCUUUUCAUUGCGGCUCAUUUCAGCAAGGAGACACCAUGCCAGAACAGAUAACCAUCAUCUGCCCCUGCUGCGCAUAUUCCAGGAUUGUUCCGCGACAGUCCAUCCCCGAAGGCGCCAGACAGGCCACCUGUCCCCGCUGCAAGCAGGCUUUCCCCCUUAAUGAUCGAACCAGGAUGG
Gur-1-4 AGUGGCUGCGUCGUCGCCGAAACCGGCUCCGGCCAGGCGGGGUAAGGAAAAGGUGAAAGAUGAUAUGGUAGGGACCUGAUAUAAAGAUAAGUUAAGAAUCUUGUUGAAUCAGUCACAGCGGCUCGGGAGGGUAAGAUGGAAGCAUUAUUGCGGAAUAUGGUUCUGAUAAUGUUUGUGUGG
Gsp-1-3 GGCGUGACUUGUCCGCGCUGCUGCCGGCGAAAUGUUACAUUUGAUGAAAAGGCGACAGUUUUCACCAUCUUCGGCCAGGACGUAAAAAUUGGCCAUAGCGGUACGGGAGGUAUCAUGGGCGCAGUAUCGAGAAAUCUGGUUCUGGUUUUAUUGGCAUGGCUGAUGCUCGUUGGAGUAUGU
Gsp-3-1 AGUGCCGCUGCGGACCAUAUUCAGGAUGUUGGCGACAAUAAUCCAGGAGGUCGGGCCUAUGAGGACAUGCUGUUACACUGCAAUGAAUGGCGAAGCGAAAGUACUGAAACUCGACUCUGCGAUCGACAUAGCUGUCGGGCACAGCUCCCGCCGUAGCGGGUGGUCUGCAACUCUCCUUUU
Gbe-1-1 AGUGCCGCUGCGGACCAUAUUCAGGAUGUUGGCGACAAUAAUCCAGGAGGUCGGGCCUAUGAGAACGUGCUGUUACACUGCAAUGAAUGGCGAAGCGAAAGUGCUGAAACUCGACUCUGCGAUCGACAUAGCUGUCGGGCACAGCUCCCGCCGAAGCGGGUGGUCUGCAACUCUCCUUUU
Ppr-1-6 GUUUUGUGUUUGGGUGGUUUGGGCGGUUGAGAUUUGAUGCGUUUGUACGCGAAGGAGAUGACAUGAACGGUGGGAGCGAGAAAAAGUCGUUGUUGUUGGAAGGUACUGCUUCUAGUGCAAAUUGGAAGGUCAAAUGGUUUCAUAUACUGUACCCGGAAUACCCCUCCAAAUGAGGUGGGC
Ppr-1-7 CGAAAGAAGAAGUGGAAUUUUUCGUUUCAGCUUGGAAACGGCUUUUAGUGCAGAAAAGGAGGACACACUAUGUCCGAAACCCAUAAACUCCCCGAGGAUGCGCAACCUGUUGAAACAAUUGUGGAGAAAACCCUCUCCAACGGCAUGCUGGUUGAGGUCAAGCUUGUCAAGCGACUGCAC
Ppr-1-8 UCAAAAGAAAAUGCGGGCUUUUUGUUUUUUGGGGCUUCCUUUGUCACGCAUCCGGCUGUUCGUGCGCCAUGGGGGCUCAGGUCAGCAGCCAUCAUAGACCGAAUACCGAAUACCGGGGAGGAUCGCCAUGAAGUCCCUAGGCAUGCCCAUACAGGUGCUCCGCAGGGAGCUGAGGGCUUC
Gsp-2-2 CCGGCUUUAUGGAGGAAUGAUGUUGCGCAGAUAUUCCCGGAUUAUCGCAGCUGUCGUUGUCUGUUUCUUCACCUGGACUUCCGGCGGGGUGUUCAGUGUCGCUCAUGCCGCGCAGGUAGCCGUCAAGCAGGAGAGGGCUAAAGGGCAGACACAAGGUAAGUCGGAGGGGGCGGAAGAGCG
Gsp-2-3 CAGCGAUGCCCGUCUCCAUUUUGAUGAAGACGGGUAUUUCUUUAUCGAGAGAAGGCAUCGGCACAAAUACACGUAUAAGCAGGAUUUCUAGCGAAAGAAGAGGAAAAACCGUCCCGUCAACCAGAAGCAGCAAACGCAAAACAAGGAGAGAACAAUGAGAAGAAACAGCAGGAUCGUCGC
Pca-1-2 AAGCGUUCAUCUCCAUUGUCGGGAUGGACGUUUUUUUUUACGCAAUGGACAUAGACAGCGGUGGCGUAGCGGUUUGCCGAUGGGGCAUGGAGUAAAACUGCCGCGCAGGGUGGAUCUUAUAGAUGCAGGUUUUGGUUUAUACAAGCCUUUAAUUUAUAAGGUUUUUGUCGGCUCGUAGUG
Pca-1-3 UUUGCUCUGGAAUUAUAACGGCAGCGCCAUUUUUUUGUGCCCGCACAGGUACAAAAAAUUGAGAGACCCGGUUGAUUCGGUGUCUAAAAAAAAACAUUAAGAGGGAGCAUAUGAGAAGAAAAUCCUUACUAAAAAAUCUAUCUACCAUGGGAGGGCUGAUUUGUGUGCUGUUGCUUGUCA
Dac-1-1 GCGUCCUGUUUCUUUCACCCGCCCUUUGCGACUUGCCCUAUCAACGAUACACACGUGUUACCUUUGACAGGAGCAGUGACCAUGCCUCUUCAUCCAUGUCGCGAAAAUCACAUCUGUCCGAUCGGAAAAGGCGCCUGUCCUGGCGUGUGCAUCUUUGCCGAUAUUUUUGAAGACAUCAAU
Dac-1-2 GCGUAAAGGAGGGCACUUUUUGUUUUUGGGCGGUGAACUGCUUUUUCUGAGUGGGGGGUGUUUUCUCUGAGAAGGAAACCUGAUGCGGCUGAAAUUGUACCUUUUACAGGGCGAGUCGCGCGAUCCCAUCCAGUUCUAUAGGUGAGAAAACAUGGGGUGAGUAAAAGCAUGGCCGAUUAU
Gme-1-2 AAACUCAACCCAUGGAGGUGGCGCAUGCGCUGCACGAAACGAGUUUGUGGAAAGAUCACCCUUCACCUUGGCACCCUCGGCAUCCUCUGCCUGGCAGCGGGAAUGGCCGGUGCCGCACCCCCUCCCCAGAAGUUCGUAACCGAUGAGCUCCUUGUCCAGUUCAAGGCUGGCGUCCACAAG
Gme-1-3 AAACUCAACCCAUGGAGGUGGCGCAUGCGCUGCACGAAACGAGUUUGUGGGAAGAUCACCCUUCACCUUGGCACCCUCGGUAUCCUCUGCCUGGCAGCGGGAAUGGCCGGUGCCGCCCCCCCUCCCCAGAAGUUCGUAACCGAUGAGCUCCUCGUCCAGUUCAAGGCUGGCGUCCACAAG
Pca-1-4 GUCCACCUCUUGCCCGGAGGUGGAUUUUUUUAUUUGCUGACUGCCCGGUUCAAUCGAAACAAGGAUGGGAGAGCCAACGGACCUUUUUUAUUAUAAGAAGCAGGAUAUAUCGGCAAAGCCGGAGUAAUCCGGUGACGCAAAGCCACGGGUCCUCAUUGAGGAUAGCCGGGUUGCUGAAGA
Gur-1-5 UCUUAUCUUCGGAAGAUAAGAGUGCUCCUUUUUUUAUUGAAUGUGCAGGUAAUUUUUUUGUUCAAAAGCGCAGGAGCGAGGUGUUCAUCGAUUUGAUCUAAGCUUCAAAACGUUCUCCGAACGGGCAAAACCAGAGUAAUCUGGUGACGCAAAGCCACGGGUCCUGACCUAAAGGAUAGC
Gsp-3-2 UCAUCUUCGGAAGAUGGGGGCGCUUGCUGUUUUUGCGUGCAAUUUCAUUGUCGAGGGCUGAAGUGCGAAUACUUAUCCAGUUAAAGCUAUCCCUAGCAAAUGUCGUUCGCCGGCUGGUUGCAGCUUCGUCCCGGGAGAUCGGGCUGACCACGCGUUCUCUGCGCGCCGUCAUGUUCAGCG
Gur-1-6 AUCUUCGGAAGGUGAGAGCGCUUAUUUAUUUUUGGAUGUCUGUGCAAUUCUUGUCGAGGGCUGAGUGCGAAUCGUUAUGAAAAUUUACUCACUUCGCUUCAAUAUCGUCAUUGCUCUUCUGCUCCUGGUGCUGGGUGCGGCCUCGCGUGCGCAGGCUGCGGGCGUUUUCUGCUCCCAGUU
Gsp-3-3 CUCAUCUUUGGCAGAUGUGGGCGCUCUUUUUUUAUGCUGAUUGUCCGGGGGUGGGAUUAUCCGCUAUCCUGGACAGUUUUUGAAAAACCAUUUGUUCUCCGAACAGGCAAAGCCAGAGUGAUCUGGUGACGCAAAGCCACGGGUCCUGCACUUACAGGACAGCCGGGUUGCCGAAGAGAU
Gsp-2-4 GCUCUCAUCUUUGGCAGAUGUGAGCGCUCCUUUUUUUGUUGAACGUGCAGGUUUUUCUCGAAGCAGUUGAGUAGUUGCUCGAUCUGUCGAAAAUCGAAAAACGUUCUCCGAACGGGCAAAGCCAGAGUAAUCUGGUGACGCAAAGCCACGGGUCCUGAGACAAGGAUAGCCGGGUUGCCG
Gsu-2-1 CACCCACCACACACACGAAGGAGGAACCAUGAAAGCGGCAGUACUGAGUCUCGUUAUCCUUUUCGCGGCAUCGGCAUCGGCCCUUGCCCAACCGUUGCAGGUGGUUCUUGCAACCACUGCAACGGCUCUUACCGGCACGGUCAUCAAACCGGCACCCACGGAAUUCUACGGCCUCGAAGU
Gsu-1-1 CACCCACCACACACACGAAGGAGGAACCAUGAAAGCGGCAGUACUGAGUCUCGUUAUCCUUUUCGCGGCAUCGGCAUCGGCCCUUGCCCAACCGUUGCAGGUGGUUCUUGCAACCACUGCAACGGCUCUUACCGGCACGGUCAUCAAACCGGCACCCACGGAAUUCUACGGCCUCGAAGU
Gsu-2-2 UGUUGGGAAAAGUCUCGGUGUACGCCGGGAAAACGAGUAAACUAUUGAGUAGCAGGGAGGUAGUUAAACAUGAAAACCAAGAGGACUCUUCAGGCGUUAGUCCCGUCACUCCUCAUUCCACUUCUGGUUCCGCUCGGCGCUCUCGCUGCCCCGUCGAUUACAUCGGUGAGUAACUCAACG
Gsu-1-2 UGUUGGGAAAAGGACCGGUAUAUGCCGGUAAAACGAGUAAACUAAGAGUAGCAGGGAGGUAGUCAACAUGAAAACCAAGAGGACACUACAGGCGAUAGUUCCGUCGCUCCUCAUUCCACUUCUCGUCCCGCUGGGCGCUCUCGCCGCUCCGUCUAUCACUUCGAUGAGCAACUCAGCGCU
Gsu-2-3 UUUUGUGCUCGCGACUCGAAAGGCGCGGGCAGGAAAAGGAGAAGCGGACGCCGAAAGAAGUACAAAGGAGCCCGUUUAUGAAAACCCGCACGCUAACAACUCUUAUUCUUGCCUGGCUGCUCAGUUUUACCAUGGUGGCAGCCAGCCAGGCCCGGGACGUGACCCUGCAGUGGGAUGCAA
Gsu-1-3 UUUUGUGCUCGCGACUCGAAAGGCGCGGGCAGGAAAAGGAGAAGCGGACGCCGAAAGAAGUACAAAGGAGCCCGUUUAUGAAAACCCGCACGCUAACAACUCUUAUUCUUGCCUGGCUGCUCAGUUUUACCAUGGUGGCAGCCAGCCAGGCCCGGGACGUGACCCUGCAGUGGGAUGCAA
Ppr-1-9 CCCGGCUGGUGAACAGGGACCAGAUGACAGGAAAGGGACAGGCUAUGAAAACCAAUCUGCUCUCGUUGAUUACCGCACUGGCGCUCUCCCUGGCGGCAUACAGCACAUGCUUCGCCUCCGGCAGCGUGACCCUACAGUGGGAUCCCAACAGCGACAGCGAUCUGGCCGGCUACCGGGUCU
Dal-2-2 AGUGCGGUACUGGCCGGCGCAGCCCUGCUGCUGCUCCCGGCGGCGGCCGCCGCCACCGGCAUUAUCGGCCAGUGCGCCGACUGCCACACCAUGCACAACAGUGAGCAGGGCCAGCAAGUGGCGGUGCGCGGUUUGGGCGGCGAGGAAACCGGCGGCGGGGCGAUCAUGAACCUGCUGCGG
Pca-1-5 UUUUUCCGCACCACAGGAAUGAUUGGGUGCUUUUUUAUUGAGGAUAAGCAAAAACACAACGCUUCAUAUUGGAUAAAACCAUCAAUCGGCACUAAACCAAGGUUUAUCUUAUGCCGUCAAAUACAAAAUCUUUUGCUUUCCGUCUCCGCCACCAUCGCGCAACCCUGCUGGUCCUUUCGC
Sfu-1-5 CAGGCGGAGAGGUUACAAGGAUGCGAACAAGGAAUCUGUUAGGUCUGAAACGGUGAGAACACCCAUAAUGCAAGGAGGUGGACAGAGAUGAAAAAGCAGAUUACAUGGGUUGCACUUUUUGCGGCAUGCGCUUUCAUUAUCGGCGCGGGGACCGCAAACGCUCAACUCCUUGAACUAUUU
Gur-1-7 AAAACCGGGAACGGCAUCUCACGGGCAAGAGGGCAAAGGAGAGGAGAAAAUGAGCGAGAAAUGGGCACGUUUUGUUGUUGUUCUGCUGCUGGUAUUGCUCGUUGUCGGCAAAGGCUCCGCCGAAGCAGAUACGGAGAACGGACCGAUGCGGGCAAAGUUCAGGGAAGGAGCGCUGAUCGU
Gsp-3-4 CACGGCGCCAAGCGGCACAACCCAAAAGGAGAUCCAAUGAAGCAUCUGAUAACGACCAAACUUGCAGUUUUGUACCUGUUCCUCAUGACGGUCAUCGCAGGCUGCGGCGGCGGGGGUGGCUCCCAGUCCGCGGAGGUAGUCAGCGGUGUCGCCGCCGUCGGUGCCCCCCUUGCAGGCCAG
Gbe-1-2 CACGGCGCCAAGCAGCACAACCCCCAAAAGGAGAUCGAAUGAAGCAACUGAUAAGGACCAAACUUGCAGUCUUGUACCUGUUCCUCAUGGCAGUCAUCGCAGGCUGCGGCGGCGGGGGGGGCUCCUCCUCCGCCAACGUAGUCAACGGCGUCGCCGCCGUCGGAGCACCCCUCGCAGGCC
Ppr-1-10 UGGAACCACGGCCGUACCGUGCGGUCACGAAAGGAGGUGACGGAACAGCGCAACAUCCAUGACAGUGGAGUGCAUUUGAUCAACAGCUCCCCUGGGGUGAUUUUUCAAAAAACAGCGGAGAGUGGAAUCGGUAACGAAUCAAUUGUCCGCGAUUCCACACCGUCCCAGGCCGCCAUAUCC
Gur-1-8 GAAUGGUUCAAGGUGCAUAAAAAGUUUGAGCUGAAGAAAAGAUUACCUUCAAAGCGCAGCCUCAAAGUUCAAAUGGGCAAGGCCGCUGAACGCAUACGCCAAGCGAGAUGUUCACUUACACUUAUGAAAGGAGAAUCAUUAUGUUAGGAACUAUUUUGAUCGUCGUAGUGAUUUUGCUGU
Gur-1-9 AAGCCAAGACUCUUGAUACACAGCGCGAGUGCUGAAAGAGAAAACGAGUCGGGUUUACAAUCGGGAUGUGUUUAGAUUUUAAAAACACAAAGGAGGACGUUAUGGGAAAGAUCUCACGUCGGGACAUGUUGAAAAUCUCCGGGUUAGGAAUCGGAGCAUGCAUAGCGGGCAAUGCUCUCG
Gur-1-10 CGUCCCGAUGCCUCCGAACAGAGAAGACGGCCGUGGAGAAAAUAACAUGGAACCAAAGAACUCCAUUGCAGAGGUCCGUGGGAUCAUGCUGGACUAUGCGGCUCUCACCGGGGUUUCCCCCCCAGGGAAAACACCGCGGCGUUAUCUCUGGACGGAUGCCUUCGCCCUCUGCAACCUGCU
Gur-1-11 CAAACUGCCGAGGAAACGUUCAACAGCAAGUUAUUAAAGGAGUUCGCACAUGAAAUUCAUUUUUCCCUGUGUCGCUUCGUUCAUGCUUACUGUCGUUAUCACGCCGCUGGUCAUCCGCUUUGCGAAGGCUUGCAAGUGCCUGGAUGUACCGGGCGGGCGGCGGGCGCACAAAAAGGUAAC
Dma-1-2 UAAUUAGCUUCUUUAAAUGAUAUCGUUUUCAUAUUGUUGUGUAUGUUUGAUGAUCUUUGAUGGACAAUCCUAAGUCAUAAUCAUGGUUCGAUAACGGAGGAGAGAUCAAUGCAGAAUGUUAUUCUAAGUGCAUUGGCUGCGUUAUCCCUAUUUUUUCCAGGGAUAGUCCUCGCAGAGGAG
Dac-2-1 UUUCUAAUAUGGCGACAGUAGAAAAGAGCAAAAUUAUCUCAACAUUGAGCAAUAUUGCCCAAGUCUCUAACUGAGAUUUUUAAUAUGAUUGCAAUUGUGAAUUGAUGGCCGAAAGUUGUUUUUCCAGCAUUUUCGGCCAGUCAAGGGGGCGCCCGGGAUUGUGGGAUGGCAAUGGAGGUU
Dac-2-2 ACUUAUGAAAAAACUUUUCUUUACCUGCCUGGCGCUUUUUGUCUUGUCCCUCUUCAGCUUUUCCGGAGUCCAUGCCACCUUAGUGGUAAAAGAUGACGCGGUUUUUGGCGAUGAUGCCAUCACCCUGGAUACCGACACCGGAUGGGAAUGGCUGGAUCUAUCGGCCUCGCUUGGCAAAUG
Dac-2-3 AUGGUACAUGAAGGGAGAUAAACACAUGCGUAUUGAUCGAAGGACAAUAACGAACCAGAUGCUUGGUUGUUUCAUGGCCUUGGCAUUGAUGCUGCUCCUUCCCGCGGCUUCCGAAUCGAUGACAUUUUCGGGCCUUGGCAUGUCGGAGGGUUAUAAAGGUAGCGUAGCUUACGACAUUUC
Dol-1-1 UUUUAUUUUAGCGGAUAAAGGGGAAGGAGGGUGAGAUGAAAACCAAAAACCAGUUUUACCUGAUUUUGUCCCUGGCCAUGGUGGUGAUCUUCUGGCCGAUAGCCGCUUUCCCGGCAGCCCCCUUUCCGGUGCCCGAUACCGGCCAGGCCACCUGCUAUGACGCGGAUGGCAAUGUGCUUG
Dsp-1-1 GUCUGGUUGAUCAAACAUGACCAGCGGCACGCGCCUCCCGGCAUCCACCGCACUGUCCCGCCCGCCGUCGCAACCCGACGACGCGGCAUCGCGCACUCACCCCGCGCGGCGCGCACCCCCGGUUCCGGCCGCGGCGUCCGCCACCGGGCCGGGCAACGUACGCCCGUGCGCAGGGGUCAC
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Dal-1-2 AGGGGGAGAACGAUGAUGAAGAAGCAAGCAUUAAUUCUGGCGCUGGCCGCUCUUUUGCUGAUUCCCGGACUGGCGCUCGCCGGCGGAAGCAAAGACAUUUGCGACACCAAAUACCCGGUGGUUCUGGCCCAUGGCAUGGGCGCAUCGGCCGAGAUCCUGGGGAUCAUGGAUUAUUGGUGG
Dae-1-1 AUUUCCCCGGCGACCCAGGAGGGAGUCAUGGGAACCACCGCACCCGCCGGAAACGGCAAUGAUACCGGAAAGCAGAAGACGGGCAGCCUGUUCAAGGUCUCCCCGUACAUGGUCAUACCAUCCAGGGUGGGCGGCUUCUCCCUGUUUCUCAAGCAGGAUGAGACCUAUGUUCUCUAUGCU
dpr-1-4 GCUUUUAGGAAUCCUGACGAAUGCAGCGGGGGCUCAGGCAUACCCUUACGAUGCGCCCUCCACAUCACUCAUCGGGACUUUCGCGGAUUCCAUGCUUGAUGCCUCGCAAGCCGGGUAUGACGACACGAGCGCCUCCAAUACCGGCAGCUUCUCGACCAUCGAGGACUGGAUUUCGAUAUU
dpr-1-5 UCAAAUAACUGAGAAUCCCGGCGGGACUUUAAACAUGGAAAUACAGGCGAAUAGAGAUGCUGAAAGACGUGAGUUUGCCCGUUUUAGAUGCAGGGAGGAUAAGGCGGCAUAUGUGGCCGUAAGGCCCACUUUCAAAAAAAUAUGCAAGGUCAGGGAUAUCAGCAUGAGUGGGUUGGGCGU
Dae-1-2 CCUGCGGAUUGUUGCUAUCGCACGUUGGUUUGCGAAGUCCUUUUCCGUGUGUAUUUCGAGGGGGUUAACGUGGGGAAUGGGAAAGGGAUACUUUCUCCGACUGUGGUCUCAGCAGUCGGGGGAUCAUUCAGUCGUCUUCAAAAAUCUGCCUAUUUUCUUGGAUUUAUUGUUCUGCUACUG
Dre-1-1 CCUAUUCGCCUCACCCAUCGUCAAUCCCUACCUUUCGCCCCUUUGCCUCUCCUGGUUUUGUGUAUCGCGUUCAUUUCCUCUGAUACCGUUGCCAUACGGCACACUUCGGUUGGUCAGGGCGCGUUGCCCUAUCCAAAGUCUAGCAACCAACUCGGGGAGGGGCACUGCAUGUCGAUUCUU
Dre-1-2 CGGUUCGUUUCACUCAUCGCCAAUCCCCCCGCACGUCUCCUUACCUCUCCUGGCUUUAUCUAUCUCGUCUUUUCACCUGGCACCGCUGUAUACGGCAAUCUCUAUUGAUUAAGGACCUUGGACCUCCUCAAGCCUAGAGAACAGGUCGAUUAUUUUUUCCGCCUGAGGGGUCACCAUGGC
Sfu-1-6 UUGUGUCAAGAAGCUUUUGAUGCUGAUCCCACAAACUCCGGACGGAUUCAACAGGCAAUGAAUCCCAGCCGCAACGCGUCACGGACGCGACAAAAGGAGAAAGGACAUGCGAGUAUUCACAAAGUAUGUUUUCAUUGCUGCGGUUGUGCUGCUCAUGACAGCCCCAGCCCUGGCCGAUGU
Dde-1-2 CAAGGAGAACGCAUGGGCAACAUCCCUUCCGCCGGCAACGGCGCACAUAACGGCAAGCACGACGGAAAAGGCGACGGCCGGGGCAUGGUCAAGGUCUCGCCCUUCAUGGUCAUCCCCUCCCGCGUGGGCGGCUUUUCCCUGUACCUGAAGCAGGGGGACCGGCUGGUCCUGUAUGCGGAA
Sfu-1-7 CGCAGUCAUUUGAGACUGUGCGUUGCGAGGAUGUGCAGAGGCGGAUUCUGUCCGGCGCGGAGGGGAGCCGGGCCUGUACAUGUUUGCAUGGCGGAGCUUUUCAGGAAUGAUAUGACCGCGAUCCUAUCGUUUCACGCCUACCCUAGGUCGUGCGGUUCAACAGGCGAAAUCGUCCUUGGG
Dsp-1-2 GGGAUAUGCUGACGGGCGUUUUCGUUCUCGUGGUCGACCGCAAUCCCAUGUCCGCCUUCAUGUGCGAGUGGGAACUGCGCAAGCGUGGCGCGGAAGCCUUCGUGGUGCGCAAGGUGGAAGACGCCCUGCCCGCGCUGGAGACGCACUGCUUCGACUUUGCGUUGGUGGACGCGGCCUCCA
Dvu-1-1 GGGAUAUGCUGACGGGUAUUUUUGUUCUUGUGGUGGACUGCAAUCCCAUGUCCGCAUUCAUGUGCGAGUGGGAACUGCGCAAGCGCGGUGCGGAAGCCUUCGUGGUGCGCAGGGUGGAAGACGCCCUGCCCGCGUUGGAUACGCACCGUUUCGAUUUCGCGCUGGUCGAUGCGGGCACCA
Dth-1-2 AGGCUUUUAAAACCUGUAAAAUGAUUAUGAAGGGUGGAGAAUCAUUUCCAUAAUGGCAACCCGAAAUGAUAUCGAUUCCACAGAAAAACUCUUAAAUCUCAUCCGCAAGGGUCCUUCUCAGUCCGUUACAGAAGGUCAUGCUCCCAGACGGUCUGCAUCACCUCUCUGGACAAGCUUGAG
Dal-1-3 ACAAUCAUUCUCGUAGUAUUAGGGUGCGUGCCGGCCAUGGCCCAAAUGGUGGAACUUGCUGAUUCCGAUUUGGAAUUGAUCACCGGUCAGGCUUCGGAUAUCGGCGUCCCCCAAACCUUUGAAAACGCGGACGCCAGCCAGAUACGGUACAAUUUCGAAUUGGGCGCCCUGGACAUGGAC
env-1 GCGUAAAGGAGGGCACUUUUUGUUUUUGGGCGGUGAACUGCUUUUUCUGAGUGGGGGGUGUUUUCUCUGAGAAGGAAACCUGAUGUGGCUGAAAUUGUACCUUUUACAGGGCGAGUCGCGCGAUCCCAUCCAGUUCUAUAGGUGAGAAAACAUGGGGUGAGUAAAAGCAUGGCCGAUUAU
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Mfu-1-1 CGCUGGUGGCCUAUACGAACGAAGCCCGGGGCACGAGCGAGAUUCGCUACCACGACCUGAAGACGUUCGUGGACGCCGCCAUCCCCAAUGGC
Bba-1-1 GUACAACUGUGUGCUCAGAGGUCCGUUUUCGUUGUUGUUGAUUGUCCAGUCUUUCCCCUGAUAGUGCAAAACACCCACUGGGGAAAUCACCG
Dpo-1-1 UGAAUCAGUUGACACAGGGUAUUUUACCAUUGAUCAAGUUGCACAAUCCUUUUUUGACCAACCUGAAACUAAAGAAAAACUUCCAGAAGCGU
Dpo-1-2 AUGAAGUUUUUUAUUUAACCAAGAAAGGAGAAAAGAUGAAAAAUUGGAGAUUUUCUGGAUUUUUAAUGUUUCUAUUUUUUGUAAUUUUUUAU
Dde-1-1 CUCCCUGUCCCGUUCGGUGCGCGAACAGGAGCGGCAGGCGCGGGCCUUCCGGGCCGAGGCCGAAGUGGAGGACCUGCGCGCCGAGGUCGGCG
Dba-1-1 UCCCUGGCGGUGACGUUUCAUUUCGGGCUGAUCCAGGCCGUGAUGCGCGGCAUGCUCGGCGACGAAAUCAGCGCCAUCGACGACGCCGUGCG
Dth-1-1 ACCAGGCUUGUCGCUUUAAUUGAGGAUCUGCCAGCAAUUUUUAAAAAUUGCUCAGAUUAUUCGCUAUCUCCCAGGGCGACACACAACUUUUU
Gur-1-1 CGUCAGGAUCACCACUAAUCCCAUGGUUGAUGCGAAAGGAACGGCGGCAGCCGGUUCUCCCUUGAAACUUAACCCGGAUGGAAGCUUCGCUU
Ppr-1-1 GCAGCCACUACGAGUUCAAAUGUUUCCGGGUACAAGUUGUACUACGGCAACACCUCAGGUACGUACUCACAAUCUGUGGAUGUGGGAAACAC
Gsp-1-1 CCUCGAUUAUGACGGCACCAUCGCACCCAUUACGCCGACCCCCGACUCUGCGCUGAUCACCCCGGAGAUGCACCGGGCAAUGCUCAGACUGG
dpr-1-1 GGGUUGUCUGAUGAUUGUCGCUUUGUGCGGUUUCUUUGGCCCUUCAACGACUUUUGGUUCCGACAUCCUACCUAUUGAAAUUCAAGUUUCCC
dpr-1-2 UUCGACAAAGUAACAAUUUGUCGAAUGAGCACUGUUGAAAUUCUUGGCAAGCUGAAUUUAUACUAUGGGAGGGCUGAUUGGUGAAAUCGGUG
Daf-1-1 CGUGCACUUCGGCACGCGCAGCGGCCAGUACGACCAGAGCAUGGACGUGGGCAAGGCCCAGAGAGCGACCAUCUCCGACCUGGAGCCGGGCA
Dau-1-1 CCUCAACUCCUAUGAUGCUGCCACAGCCGGAGAGAUAGAAAGCAUAAAAACACGUCGGAUCAAGGUGCCUGUGCAUGCCCUUGAACAGGUCA
Gsp-1-2 GACCUUAUUUCCCUGCCCAGCCACAGAUUUCGGUUAUCCAGAAGAUCGAUACCGUCAUGACGCCUGUCGAUGCCAAGGGCUGCCGUCAGCCU
Gsp-2-1 GCCCCUCCUUGAGCGUAGCCCCUUCGGCCAGAACGGUCAUCCGCGCGGUGCCGUCCUUCUUGACCUCGAGGUUGGCGAAGUCUCCGGCGUGC
Pca-1-1 UGAUUUGCGCGGAUGCGGAGCUUUCAAAACUCGAUGUCCGGAUUGACGAGGCUUAUGCUGCAGCUUUGCAGGCGACCGAAGCCCCCGAGACU
Gme-1-1 UCGGCAAAGUUCAAGACAUCAUCGCAGCCGCUAAGAAUGGUCCAGUAACUCUUGGCGCCGGUGCCGACUCCUACCUCGGGGGCGCACUGGCC
Dal-2-1 CCCAGCAAGGAAAGCAGUUCAACCAUAACGGAAAGCAGUCCCGUUGCCGAUUCUGAUGAAGGUGCUGCCGACAGCACCGAUGAAGGCAGCGA
Sfu-1-1 UUUUUCUUUCAGGUGCACAGCGGUGAUCGACAUGCGGAAGAAAAAUGAAGGUUUUACCCUGGUUGAGCUGAUGGUGACCGUUACGCUGCUGG
Sfu-1-2 CAAAGACAUCAUCGCUACUGCGGAAAAACUGCCUGCCUUUCCCUCCACAGCCUGGCAGGUCAUGUCCCUGAUCAAAGGAACGGGAUCGAACG
Dfr-1-1 UACGGUCAUGAGCAAUGUAUCGGGGAUCGGACUUUGCGGCAGCGACGCCACGGCGUCCGUCCUAUCCAACAAGGAGAUGCAAUACUUUAAGC
Sfu-1-3 AGGGCUGUGCAAUCUCUUCCUCGAGCCGGCCGACCGGUGAAAGAGGCGAUGAAAAUGACUUCCGUCAUUCCCAAUUCCAGAAUUGUCACUUA
Sfu-1-4 AGUUUAUGUGAAGGCCUGCCCUUCAGCAGUUUGGGCGGCCCGGAAACCGAGCCUUUUGAAGAACAGGUCACAAGGAAUUGGUGCGGCGGACA
dpr-1-3 CUUGUCCGGGUACAAGAUCUAUUAUGGGUACGAAACCGGUAAUUACGAGUACAGCAUCGAUGUGGGAGAUACGACAAGCUACCAGGUUGCAG
Gur-1-2 GAUUUCCAGUAAGGUAUUAGUGCUAUUCUUCUUCACCAUUGCGCUUGGAGUCGGCCAGUUGUGGAUUUCGGAUGCGACUGCACAAUCAUCGU
Dpo-1-3 GAAUUACACUGUCGUUGACCGAGACACAGGGAGUUACGGUACUUAUGUUGGUGUUCCUGUAUAUGGUUAUGAAGAUCAUGAGACAACAAACC
Dsp-2-1 CCCGGCCCAACGUCAUCGACAGCGUCCUUGCCGGCGACACGGCCCGCCUGCGCGAGCUCGGCCGGACGGCCCUGGUCGGCGGCAGGGCGGAC
Dma-1-1 UGCGUCCCAACGUCAUCGACGGCGUCCUGGCCGGCGACACGGCCAAACUGCGCGAUCUCGGCCAAACCCUCAUGGCCGGCGGCAAGGCCGAC
Dma-2-1 GCCGCCCCAAUGUCAUCGACGCCGUUCUGGCCGGCGACACGGCCAAGCUGCGCGAUCUCGGCAAGACGCUUAUGGCCGGCGGCAAGGCCGAC
Gur-1-3 AUCCGCCCUCACCUCCUACGCCAACGGCUCCAUCCUCGGCGGCGGCAUCGACGCCACAACCCUCGCCCAGUUCGGCGGCAGCUCUUACUCCG
Ppr-1-2 GCUGGUGGCAACCCAAUGUUGGAGAAGAUCAUCAAGACCAAAAUGAUUCUGAAAGGCAUCAAUCCAGGCAAAUUCACACCAGAGUCAGAGGA
Dal-1-1 GGACCUGGGGUAGAUAUUGCCUCCAGCGUUUACACGGAAUCAGUGAGCGAUCUUGUAAGAAACUCCGAACUCUUUACAACCCCCUUUACGCA
Ppr-1-3 CAUCAUCUCCGAAGAAGGCGUGGAAAAGUAAAAGAGCGGUACAUGAAGCUGUGACCUAAUGAAAUGCAAUCCAAUGGAGGUUGUCCUAUGCC
Ppr-1-4 AUGCCGGUAGAGAUGUUUGAGGAUAAUCGAAGGGUUGGGUAAGGUUUUAGUUGACAGGUGACUAAAAGUUAUGUCCCGAUAUUCGAUUAAAA
Ppr-1-5 CACAGCCGGAGCCUGAAGCCACCACCGGCAGCAGACCUGAAGACGCUUCGCCAUUGCCGGCAACCGGGCCGGGGAGCGCAGCGCCUGCACAA
Gur-1-4 CUGAUGCUGGCGGGGGUCUGCCUUGGCAAGCAGGUCUAUAUGACGGAUGGCGGCAUCAUAGAUUGCGAAUCCAUCUGGCGGCGGGGCGGCCA
Gsp-1-3 CUCGGCAAGCAGGUCUAUCUCAAGGAUGGAAGUAUUAUCGAUUGCGAAUCAUCCUGGCGGAGGGGAAAUCAGGUUAUCGUCAAGGUAAACCG
Gsp-3-1 CAAUCCGGCGACGCUUUCCUUCAUCGAGUACCGCUGCUCUCCCCCGGACCGCCUCGGGCGACGGAAGGAGGAGGCGGAAGAAGUGACCAGCC
Gbe-1-1 CAAUCCGGCGACUCUUUCCUUCAUCGAGUACCGCUGCUCCCCCCCGGACCAGUUCGGGCAACGGAGGGAGGAGGCGGAGGAAGUGACCAGCC
Ppr-1-6 GGCAUGAUGGUACUCAAAAUAUGGUGGUCGAUCCGUAGUUUCUGGAUAAGCAUUUUUAUAUUACUUUUAUUUUCGUUAUGGUUAGGUCUCCC
Ppr-1-7 UGGUAUGAGGCCAUGCUGUUCGUGAAUGAACUCUACCGGCCGGGACCGCCGCUGCCGCGCCCUCUGGAUGAAUCGACCAGCAGCGCGACUCA
Ppr-1-8 CCAUAAGGAUCGCACCAUAUUGGCCAAACUGAACUCCGUCAUCACCAGGGGGAUCAAUCGCACAGAUGGCGAGGAGCGGGAACUCCUGCUUG
Gsp-2-2 GUUUUCCAAACUCACGGAAGAACUCACCGAAGUCCUCGCUGAUUCAAAGCUCGAUUUCGAGACCAAACAGCGCCGAUUGAUUGAAGGAAAGG
Gsp-2-3 GGGCACCGUCGCAGCCCUGAUGCUGGCAGCCAUGCCUUUCACCGCAUGGGCACAACCCAAGGUGACCAUCACCAUCAAGGCAGAGAAAGAGG
Pca-1-2 AAAACUGAGAAUUUUUAACCUGGUAACUUUAACAAACAAUCAAUCAACAUCAAGGAGGCAACAACAUGAAAAAAAUUGUAGCAAUCGCUUUA
Pca-1-3 UGCAAAUGGCUAUUCCCGCAAGAGCUGCGGCAGCAACCGGAAGCUUUGAGUUCGAUGCAAGCAGUUACUCUGUCGAUGAAGGCGCCGGUCAG
Dac-1-1 CUGGGAAUAAUGGUCUUUGACCUGGAACAUGAAAAAAUUGCUUUUUUCAACCCUGCGGUCGAAAAACUGCUUACACCACAGCUCGACAUUGA
Dac-1-2 AACGACGGAAAAUGUAGAGAAAUUGCCCUGUUUCCAGAGGAAAAUCCUUUUCCGGUCAUGCGUGUGAGCAAGCAAGGAAAAUUGCUUUAUGC
Gme-1-2 GCCAAUGCCGACACCGUCCUCAAGGGAGCCGGCGCCCGGGAAGCCGAGGAAAUCGCUCCGAUCCGGGUAAAGAGGAUCAAGGUCCCUGCUGC
Gme-1-3 GACAAUUCAGACACCGUCCUCAAGGGAGCCGGCGCCCAGGAAGCCGAGGAAAUCGCUCCGAUCCGGGUAAAGAGGAUCAAGGUCCCUGCUGC
Pca-1-4 CGCGAUGGUUCGUCAUUGAUGGCCUUAUUUAAGGCCUGUAAAGCAGUCCACCUUUGCCCGGGGUGGAUUUUUUUUAUUUCAUAGCCCGGAUA
Gur-1-5 CGGGUUGCCGAAGAGAUGAGAUAUGCAUCCUGGCACCCGGUAUGUUACCGACACAAAGGAGCACUCUUAUCUUCGGAAGAUGAGAGUGCUCC
Gsp-3-2 CUCUCUUGCUCGUCAUGCUGGGCAUCCCCACGGGGGCGCAGGCAGCCGGUGUUUUCUGCUCCGAUUUCGGUGGAGUGGUCGACGGCAACAAU
Gur-1-6 UGGCGGAGUCGUUGACGGUUAUAACCCCGCUAUCUUAGCGGCCAUUCAAUCUGCCUCCACGUUCGGGAUUGACAUGAACUGCACGGUAAAGA
Gsp-3-3 GAGUUGGCAUCUUGGCACCCGGUAUUUACCGAAACAAGGAGUGCUCUCAUCUUCGGCAGAUGUGGGCGCUCUUUUUUUGUGGAACUUAGGUA
Gsp-2-4 AAGAGAUGAGCUGGCAUCCUGGCACCCGGUAUAGUACCGACACUAAGGAGCGCUCUCAUCUUCGGAAGAUGGAGCGCUCCUUUUGUUAAACG
Gsu-2-1 CGUGCUGCAGCUCCCCGUGGGGAUCACGCCAAAACUGGACCCGCUCACCCCGGGCAAGUACUUCCUCGAUCCGGCAACGGUCGUCAUGGUGG
Gsu-1-1 CGUGCUGCAGCUCCCCGUGGGGAUCACGCCAAAACUGGACCCGCUCACCCCGGGCAAGUACUUCCUCGAUCCGGCAACGGUCGUCAUGGUGG
Gsu-2-2 CUCUCCAAUGGCCAAGUAGUUACCAUCUCGGGUAGCGGAUUUGGCGCAAAGACUACGGUGGCGCCCCAGUUCUGGGAUACCGUGGAAAACCA
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Gsu-1-2 UACCAAUGGCCAAGUUGUUACUAUCUCCGGUAGCGGGUUUGGCACCAAGAGCACUGUGGCUCCCCAGUUCUGGGAUACUGUAGAGAACCAGA
Gsu-2-3 ACACUGAAACGACCGUUGCCGGCUACAAGGUCUACUACAACGCCGACUCGGCAGGCCCUCCCUUCAGCGGGACCGGAACGGUCGGCAAAGUG
Gsu-1-3 ACACUGAAACGACCGUUGCCGGCUACAAGGUUUACUACAACGCCGACUCGGCAGGCCCUCCCUUCAGCGGGACCGGAACGGUCGGCAAAGUG
Ppr-1-9 AUUACCGGAUGGACUCGGCCGAAAUGCCCUUCAACGGCACCGGAGCAGUUGAAGGGGCUGCCCCCAUCGACGUCAAAACCCUUACCUCGGCC
Dal-2-2 AUGGACUGCAUCGCCUGCCACGCCCAGGAUCCCAGUGGGCCGAAAAUCGCCGUGCUGGACGGCGGCAGCGCCGUACCCCAGGUUUACCACGG
Pca-1-5 CGUUAUUUCUCUGCGUGGUGAUGGCACCAAGGUACUAUUCGGUGGCCUUAACUGCGGGUUUCACCUUUUUGAUUGCAGCUUUUUGCGUUGCC
Sfu-1-5 AUUCCAGACAUCCCGGCGGUUUGCGAACCCGUCGUCUGGGACCUCACGGCAGGGCAGCACAACAACGCAGGCACGGUUGAGGUCACAAACGA
Gur-1-7 CAAAUACAAGGAAGGGGUGACCGAAGAAACCAGGAGGCACAGCCGGGAACGGCACGGCUCUGUGCAUAAGCGGGAGUUCAGCGGGCUGCGCA
Gsp-3-4 GUAACCCUGAAGGACUCCUCGGCGCAGCCCCGCGAGAAGAGCGCCGCCAUCGACCAGGACGGCAACUUCGCCUUCGACGUCACCGGCAUGAC
Gbe-1-2 AGGUAACCCUGAAGGACUCCUCGGCGCAGCCGCGCGAGAAGAGCACCGCCAUCGACCAGAACGGCAACUUCGCCUUCGACGUCACCGGCAUG
Ppr-1-10 ACUAAGUUUCAUACGAAUCAGCACGUGCGGUCCGCAUGUACGCAAGCAUCUGGAUUACAAAAAAGGGAGGAGGACACAUGAAGAGAACCAAU
Gur-1-8 UACUGGGUGCACUGCCCACUUGGCCUCACAGCCGACAGUGGGGUUACUAUCCGAGUGGCGGGCUUGGCUUGAUCCUUUUGAUUCUGCUCAUC
Gur-1-9 GGCAAGUGGCACUUGCAUCCGGAGAUACUAACGGCCAGCAGACAUUAAACCAGAGCUUCCAGCCUGGAACAGCAUUGGGGCCGGAUGAGAUG
Gur-1-10 GGAGCUGUUCCGCCAGACCAAUGACGGGGAGUGGCUGGAUCUCGCCCUCCGUCUCGUGGACCAGGUACAUCACAUCCUCGGCCGCCACCGCA
Gur-1-11 CCCACGAUGGGGGGGAGUGGCGUUCUUUGUCGGAGUGCUGCCAUUUAUGUUCAUGGAAAACGAAAGCGGCGCCCUGACAUCCUUCAUCGUCG
Dma-1-2 GCUAUUUUUGUUGGUUCUAAGGCUUGUGGCGAAUGUCAUUCCGAUCAAUUUAAAUCUUACAAUAGUUAUGCAAAAAAAGCAAGUUCAUACAA
Dac-2-1 GUCUCGGGGCGCCGAAUUUUCCGGAAAGGAGGUGAAGCUACAGAGUGAUCCCCGGUGGGUCGCCGAGCGGACCCCGGGAAGGGUGUGAAUCA
Dac-2-2 CCGCAGCUAUGUGAACACCCAGUUUGGCGUCGGUGGAGAUUUCGAAGGAUUCCGGUAUGCCACUGUGGCCGAAGCCGAGGGUUUGUGCGUGG
Dac-2-3 UGCGGAUGGCUCCAUUAUAGUCGGUCUUCAGUCUACCCCUACUUACGCUGCCGAGGCGUUUCGUUGGACGGCUUCGAGCGGCUUUGCGAAGG
Dol-1-1 AUCCCUGCCCCGCAGAGGGUGAAAAUUUUUACGGCCAGGAUGCACAAUACACCAUCAACCCACCAUCCUAUAUCAAACUGAAUGCAAGCGGG
Dsp-1-1 ACUCAUCGUGCGUACCAUGCAACAGGGCAUCACGCCCGCAUCGCGCCGGCCAUCCCGGGGGGGGGACGGGCCAGCGCGAUGGCCGACCGCAA
Dal-1-2 GGCAUUGAAGAAGCGCUGGAAGACGAAGGCGCGGAAGUGUACAUCACUUCGGUCAACGGCAUGGACGCCACGGAAAACAAAGCUGCCGACUU
Dae-1-1 GAGAAGGGCGAGUUGUUCACGGACGAGCACAAGGAGCGGCUCUCCCGGCUCGGCGUGGACCACCUUUACGUGCGCGCCGAGGACUACCGCCG
dpr-1-4 GUUGGGCCGUAACCUCGGACCUUCAGAAGGCGGUCUCAAUACGCCGCUCCCGUCGGACAUCUUCCGUUUGCGCAAUUCAUCCGUCGGGAACU
dpr-1-5 CAAAUAUACGCUCAUGAACGAGAAUGAACAGCCGUUAGAGUGUGGAGAAAAUUGCCUCAUUGUGGAUCUUUUCAUUGCAAAUAAUGGUUUUU
Dae-1-2 ACACCUGUUUUGGGGCAUGGUGCACCGGUCGAUGAUGCCAUUCGGCAACAGAACCAGAUUCAGCAGCAGCAGGAACAACGGCGUUUGGACCU
Dre-1-1 UUUUCCCGCCUCAAGGGCCUCCAUGGCGGUUCGGCACACCAUCUUGUUGAAAAAUUUCCGGAUCAAGACAAGCAUUCAGUGGUGUAUAAUAC
Dre-1-2 GAUCGACCCCAUCGUGUUGAAUACUUUCCGGAUCAAAACAGGCCUUCAGUAAAAUAUACGAAGAAAGUACCACCAGAAAACCAAAGGGAGGG
Sfu-1-6 GCGGCUGACCGGCACGGUGGGACCCAGAAUCAUUGAUGACAAUGCCUACGUUCCGCGCGACGCCACCGCCACGCUCAACGGCACAACCAUCA
Dde-1-2 AAGGGCGAACUGUUCACCGAGGAGCACAAGCAGCGGCUGACCCUGCUCGGGGUGGACCACCUCUACGUGCGGGCUGCGGACUACGACCAGUU
Sfu-1-7 CGAAUUCCCGCCCGGGUGGCGAUGACGACAGGAAGCGAAAUCAAAAACUCAAACCAAUCGUGGUUCCCAGGAUUCGGAUAUAGGCUGAAUAA
Dsp-1-2 UGGAGCACGACGCCGACCGUGAAGCUCUGCAUGAAAGCCUUAUCAGAAAUGGCGUACCUUCACUGCUGAUGACGCGCAGUUGCCAGCCCGCC
Dvu-1-1 UGGAGAACGCUGCUGACCGCGCCACCCUGCACGGAAGCCUUGUCAGAAACGGUGUGCCUUCAUUGUUGAUGACACACCGCAGCCAGGCCUGC
Dth-1-2 AAACCGCGUCCUGCCUUUCAGGUCCACAAAGGUGAUGGGACUGGAGAUUCUAAGAGACAGCCUGCACCUUGCCCUUUCCGAGCAGACCCGUU
Dal-1-3 UCUGUCAUCCAAAACCUACAAGGGACGGAGUUUGAAUUGCCCAGGACCACCAUUUCCAUUGAGUCCAUCUCCACCAGCACCCCUUUUGGCGC
env-1 AACGACGGAAAAUGUAGAGAAAUUGCCCUGUUUCCAGAGGAAAAUCCUUUUCCGGUCAUGCGUGUGAGCAAGCAAGGAAAAUUGCUUUAUGC
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12 Gamma

12.1 Taxa

The taxonomy of each organism containing a putative Gamma is listed, with
abbreviations identifying each hit (e.g., “Eco-1-1” and “Eco-1-2” might hypothet-

ically represent two distinct RNAs in E. coli). The abbreviations will be used to
identify each individual Gamma in Sections 12.2 and 12.4.

abbrev. of hits taxonomy of species
Aaq-1-1 to Aaq-1-4 Bacteria Proteobacteria Gammaproteobacteria Aeromonadales Aeromonadaceae Aeromonas aquariorum AAK1
Aca-1-1 to Aca-1-3 Bacteria Proteobacteria Gammaproteobacteria Aeromonadales Aeromonadaceae Aeromonas caviae Ae398
Asa-1-1 to Asa-1-5 Bacteria Proteobacteria Gammaproteobacteria Aeromonadales Aeromonadaceae Aeromonas salmonicida subsp. salmonicida A449
Ave-1-1 to Ave-1-5 Bacteria Proteobacteria Gammaproteobacteria Aeromonadales Aeromonadaceae Aeromonas veronii AMC35
Ave-2-1 to Ave-2-6 Bacteria Proteobacteria Gammaproteobacteria Aeromonadales Aeromonadaceae Aeromonas veronii B565
Osp-1-1 Bacteria Proteobacteria Gammaproteobacteria Aeromonadales Aeromonadaceae Oceanimonas sp. GK1
Tau-1-1 Bacteria Proteobacteria Gammaproteobacteria Aeromonadales Aeromonadaceae Tolumonas auensis DSM 9187
Aae-1-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Alteromonadaceae Alishewanella aestuarii B11
Aag-1-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Alteromonadaceae Alishewanella agri BL06
Aje-1-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Alteromonadaceae Alishewanella jeotgali KCTC 22429
Gpa-1-1 to Gpa-1-2 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Alteromonadaceae Glaciecola pallidula DSM 14239 = ACAM 615
Mad-1-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Alteromonadaceae Marinobacter adhaerens HP15
Mma-1-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Alteromonadaceae Marinobacter manganoxydans MnI7-9
Msp-1-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Alteromonadaceae Marinobacter sp. BSs20148
Msp-2-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Alteromonadaceae Marinobacter sp. ELB17
Mst-1-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Alteromonadaceae Marinobacterium stanieri S30
Sde-1-1 to Sde-1-2 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Alteromonadaceae Saccharophagus degradans 2-40
Ttu-1-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Alteromonadales genera incertae sedis Teredinibacter turnerae T7901
Cps-1-1 to Cps-1-3 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Colwelliaceae Colwellia psychrerythraea 34H
Fba-1-1 to Fba-1-3 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Ferrimonadaceae Ferrimonas balearica DSM 9799



225

Iba-1-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Idiomarinaceae Idiomarina baltica OS145
Msp-3-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Moritellaceae Moritella sp. PE36
Par-1-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Pseudoalteromonadaceae Pseudoalteromonas arctica A 37-1-2
Pci-1-1 to Pci-1-2 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Pseudoalteromonadaceae Pseudoalteromonas citrea NCIMB 1889
Pha-1-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Pseudoalteromonadaceae Pseudoalteromonas haloplanktis ANT/505
Pru-1-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Pseudoalteromonadaceae Pseudoalteromonas rubra ATCC 29570
Psp-1-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Pseudoalteromonadaceae Pseudoalteromonas sp. BSi20429
Psp-2-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Pseudoalteromonadaceae Pseudoalteromonas sp. BSi20652
Psp-3-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Pseudoalteromonadaceae Pseudoalteromonas sp. SM9913
Psp-4-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Pseudoalteromonadaceae Pseudoalteromonas spongiae UST010723-006
Ptu-1-1 to Ptu-1-3 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Pseudoalteromonadaceae Pseudoalteromonas tunicata D2
Pun-1-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Pseudoalteromonadaceae Pseudoalteromonas undina NCIMB 2128
Pin-1-1 to Pin-1-3 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Psychromonadaceae Psychromonas ingrahamii 37
Sba-1-1 to Sba-1-2 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Shewanellaceae Shewanella baltica BA175
Sba-2-1 to Sba-2-2 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Shewanellaceae Shewanella baltica OS117
Sba-3-1 to Sba-3-2 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Shewanellaceae Shewanella baltica OS155
Sba-4-1 to Sba-4-2 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Shewanellaceae Shewanella baltica OS183
Sba-5-1 to Sba-5-2 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Shewanellaceae Shewanella baltica OS185
Sba-6-1 to Sba-6-2 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Shewanellaceae Shewanella baltica OS195
Sba-7-1 to Sba-7-2 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Shewanellaceae Shewanella baltica OS223
Sba-8-1 to Sba-8-2 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Shewanellaceae Shewanella baltica OS678
Sde-2-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Shewanellaceae Shewanella denitrificans OS217
Sha-1-1 to Sha-1-2 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Shewanellaceae Shewanella halifaxensis HAW-EB4
Slo-1-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Shewanellaceae Shewanella loihica PV-4
Son-1-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Shewanellaceae Shewanella oneidensis MR-1
Spe-1-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Shewanellaceae Shewanella pealeana ATCC 700345
Spu-1-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Shewanellaceae Shewanella putrefaciens 200
Sse-1-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Shewanellaceae Shewanella sediminis HAW-EB3
Ssp-1-1 to Ssp-1-2 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Shewanellaceae Shewanella sp. HN-41
Ssp-2-1 to Ssp-2-3 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Shewanellaceae Shewanella sp. MR-4
Ssp-3-1 to Ssp-3-3 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Shewanellaceae Shewanella sp. MR-7
Ssp-4-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Shewanellaceae Shewanella sp. W3-18-1
Svi-1-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Shewanellaceae Shewanella violacea DSS12
Swo-1-1 to Swo-1-2 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Shewanellaceae Shewanella woodyi ATCC 51908
Nha-1-1 Bacteria Proteobacteria Gammaproteobacteria Chromatiales Chromatiaceae Nitrosococcus halophilus Nc4
Nwa-1-1 to Nwa-1-2 Bacteria Proteobacteria Gammaproteobacteria Chromatiales Chromatiaceae Nitrosococcus watsoni C-113
Rna-1-1 Bacteria Proteobacteria Gammaproteobacteria Chromatiales Chromatiaceae Rheinheimera nanhaiensis E407-8
Rsp-1-1 to Rsp-1-2 Bacteria Proteobacteria Gammaproteobacteria Chromatiales Chromatiaceae Rheinheimera sp. A13L
Tma-1-1 Bacteria Proteobacteria Gammaproteobacteria Chromatiales Chromatiaceae Thiocapsa marina 5811
Tsp-1-1 to Tsp-1-4 Bacteria Proteobacteria Gammaproteobacteria Chromatiales Ectothiorhodospiraceae Thioalkalivibrio sp. HL-EbGR7
Tth-1-1 Bacteria Proteobacteria Gammaproteobacteria Chromatiales Ectothiorhodospiraceae Thioalkalivibrio thiocyanoxidans ARh 4
Gxi-1-1 to Gxi-1-2 Bacteria Proteobacteria Gammaproteobacteria Gallaecimonas xiamenensis 3-C-1
gpr-1-1 to gpr-1-4 Bacteria Proteobacteria Gammaproteobacteria gamma proteobacterium NOR51-B
Mtu-1-1 to Mtu-1-2 Bacteria Proteobacteria Gammaproteobacteria Methylococcales Methylococcaceae Methylobacter tundripaludum SV96
Mal-1-1 Bacteria Proteobacteria Gammaproteobacteria Methylococcales Methylococcaceae Methylomicrobium alcaliphilum 20Z
Mme-1-1 to Mme-1-7 Bacteria Proteobacteria Gammaproteobacteria Methylococcales Methylococcaceae Methylomonas methanica MC09
Nca-1-1 to Nca-1-3 Bacteria Proteobacteria Gammaproteobacteria Oceanospirillales Neptuniibacter caesariensis
Mam-1-1 to Mam-1-9 Bacteria Proteobacteria Gammaproteobacteria Thiotrichales Piscirickettsiaceae Methylophaga aminisulfidivorans MP
Msp-4-1 to Msp-4-6 Bacteria Proteobacteria Gammaproteobacteria Thiotrichales Piscirickettsiaceae Methylophaga sp. JAM1
Tcr-1-1 to Tcr-1-3 Bacteria Proteobacteria Gammaproteobacteria Thiotrichales Piscirickettsiaceae Thiomicrospira crunogena XCL-2
Vba-1-1 to Vba-1-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales unclassified Vibrionales Vibrionales bacterium SWAT-3
Asa-2-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Aliivibrio salmonicida LFI1238
Vfi-1-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Aliivibrio Vibrio fischeri ES114
Vfi-2-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Aliivibrio Vibrio fischeri MJ11
Gho-1-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Grimontia hollisae CIP 101886
Pan-1-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Photobacterium angustum S14
Pda-1-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Photobacterium damselae subsp. damselae CIP 102761
Ple-1-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Photobacterium leiognathi subsp. mandapamensis svers.1.1
Ppr-1-1 to Ppr-1-3 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Photobacterium profundum 3TCK
Ppr-2-1 to Ppr-2-3 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Photobacterium profundum SS9
Psp-5-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Photobacterium sp. SKA34
Val-1-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio alginolyticus 12G01
Val-2-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio alginolyticus 40B
Van-1-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio anguillarum 775
Vbr-1-1 to Vbr-1-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio brasiliensis LMG 20546
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Vca-1-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio campbellii DS40M4
Vca-2-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio caribbenthicus ATCC BAA-2122
Vch-1-1 to Vch-1-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholera CIRS 101
Vch-2-1 to Vch-2-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae 12129(1)
Vch-3-1 to Vch-3-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae 1587
Vch-4-1 to Vch-4-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae 2740-80
Vch-5-1 to Vch-5-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae 623-39
Vch-6-1 to Vch-6-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae AM-19226
Vch-7-1 to Vch-7-4 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae B33
Vch-30-1 to Vch-30-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae bv. albensis VL426
Vch-8-1 to Vch-8-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae BX 330286
Vch-9-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae CT 5369-93
Vch-10-1 to Vch-10-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae IEC224
Vch-11-1 to Vch-11-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae INDRE 91/1
Vch-12-1 to Vch-12-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae LMA3984-4
Vch-13-1 to Vch-13-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae M66-2
Vch-14-1 to Vch-14-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae MAK 757
Vch-15-1 to Vch-15-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae MJ-1236
Vch-16-1 to Vch-16-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae MO10
Vch-17-1 to Vch-17-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae MZO-2
Vch-18-1 to Vch-18-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae MZO-3
Vch-19-1 to Vch-19-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae NCTC 8457
Vch-20-1 to Vch-20-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae O1 biovar El Tor str. N16961
Vch-21-1 to Vch-21-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae O1 str. 2010EL-1786
Vch-22-1 to Vch-22-4 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae O395
Vch-23-1 to Vch-23-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae RC27
Vch-24-1 to Vch-24-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae RC385
Vch-25-1 to Vch-25-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae RC9
Vch-26-1 to Vch-26-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae TM 11079-80
Vch-27-1 to Vch-27-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae TMA 21
Vch-28-1 to Vch-28-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae V51
Vch-29-1 to Vch-29-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae V52
Vco-1-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio coralliilyticus ATCC BAA-450
Vcy-1-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cyclitrophicus ZF14
Vfu-1-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio furnissii CIP 102972
Vfu-2-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio furnissii NCTC 11218
Vha-1-1 to Vha-1-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio harveyi 1DA3
Vha-2-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio harveyi ATCC BAA-1116
Vha-3-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio harveyi HY01
Vic-1-1 to Vic-1-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio ichthyoenteri ATCC 700023
Vme-1-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio metschnikovii CIP 69.14
Vmi-1-1 to Vmi-1-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio mimicus MB-451
Vmi-2-1 to Vmi-2-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio mimicus VM223
Vmi-3-1 to Vmi-3-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio mimicus VM573
Vmi-4-1 to Vmi-4-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio mimicus VM603
Vni-1-1 to Vni-1-4 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio nigripulchritudo ATCC 27043
Vor-1-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio ordalii ATCC 33509
Vor-2-1 to Vor-2-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio orientalis CIP 102891
Vpa-1-1 to Vpa-1-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio parahaemolyticus 16
Vpa-2-1 to Vpa-2-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio parahaemolyticus AN-5034
Vpa-3-1 to Vpa-3-5 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio parahaemolyticus AQ3810
Vpa-4-1 to Vpa-4-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio parahaemolyticus AQ4037
Vpa-5-1 to Vpa-5-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio parahaemolyticus K5030
Vpa-6-1 to Vpa-6-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio parahaemolyticus Peru-466
Vpa-7-1 to Vpa-7-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio parahaemolyticus RIMD 2210633
Vro-1-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio rotiferianus DAT722
Vsc-1-1 to Vsc-1-3 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio scophthalmi LMG 19158
Vsh-1-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio shilonii AK1
Vsi-1-1 to Vsi-1-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio sinaloensis DSM 21326
Vsp-1-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio sp. AND4
Vsp-2-1 to Vsp-2-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio sp. EJY3
Vsp-3-1 to Vsp-3-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio sp. Ex25
Vsp-4-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio sp. MED222
Vsp-5-1 to Vsp-5-3 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio sp. N418
Vsp-6-1 to Vsp-6-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio sp. RC341
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Vsp-7-1 to Vsp-7-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio sp. RC586
Vsp-8-1 to Vsp-8-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio splendidus 12B01
Vsp-9-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio splendidus LGP32
Vtu-1-1 to Vtu-1-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio tubiashii ATCC 19109
Vvu-1-1 to Vvu-1-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio vulnificus CMCP6
Vvu-2-1 to Vvu-2-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio vulnificus MO6-24/O
Vvu-3-1 to Vvu-3-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio vulnificus YJ016
env-1 environmental sample

12.2 Gene contexts

Each Gamma (indicated by “RNA→”) is listed. For each hit, the genes located
within 6 Kb of the hit are given, except that genes are not listed for eukaryotes, be-
cause these organisms were not used in the statistics of genetic elements associated
with c-di-GMP riboswitches.. Some environmental sequences and some RefSeq en-
tries lack gene annotations, and so no genes are available for such sequences. The
direction of each gene is indicated with an arrow (→), and each conserved domain
in the gene is colored. Conserved domains associated with more than one Gamma
are assigned a color; other domains are gray. Information about these conserved

domains is given in Section 12.3. The accession number of the sequence containing
each Gamma is given. Accessions beginning with “NC ”, “NS ”, “NW ” or “NZ ”
are contained in RefSeq. Other accession refer to environmental samples, whose
sources are cited in Methods. Nucleotide coordinates are given for the 5′ and 3′

boundaries of each Gamma. If the 5′ coordinate is greater than the 3′ coordinate,
the RNA is present on the reverse-complement strand of the containing genomic
DNA sequence. Each hit is denoted by an abbreviation (like “Eco-1-1”) that refers
to a taxonomy given in Section 12.1.

abbrev. Seq. accession 5′ at 3′ at genes

Bacteria Proteobacteria Gammaproteobacteria

Rsp-1-1 NZ AFHI01000023.1 - 163841 163724 RNA→ PAS (cd00130)MA (smart00283)→
Vni-1-1 NZ AFWJ01000289.1 + 14502 14622 RNA→ hypo→
Vni-1-2 NZ AFWJ01000289.1 + 18165 18361 RNA→ hypo→
Mam-1-1 NZ AFIG01000003.1 - 631354 631243 RNA→ hypo→
Ave-2-1 NC 015424.1 + 929473 929594 RNA→ ChtBD3 (cd00036)Chitinase N term (cd02848)GH18 chitinase (cd06548)REJ (pfam02010)→
Ave-1-1 NZ AGWW01000017.1 - 169583 169462 RNA→ ChtBD3 (cd00036)Chitinase N term (cd02848)GH18 chitinase (cd06548)REJ (pfam02010)→
Ave-2-2 NC 015424.1 + 2331346 2331456 RNA→ hypo→ CESA like (cd06423)→ EmrA (COG1566)→
Nca-1-1 NZ AAOW01000017.1 - 31255 31139 RNA→ hypo→
Mme-1-1 NC 015572.1 - 3378111 3377999 RNA→ hypo→
Vha-1-1 NZ ACZC01000013.1 + 188412 188521 RNA→ hypo→
Vni-1-3 NZ AFWJ01000289.1 + 16349 16474 RNA→ hypo→
Msp-3-1 NZ ABCQ01000007.1 - 1357 1243 RNA→ OmpA C-like (cd07185)→ PleD (COG3706)→
Msp-2-1 NZ AAXY01000014.1 + 257 365 RNA→ hypo→
Msp-1-1 NC 018268.1 + 2301702 2301818 RNA→ hypo→
Mma-1-1 NZ AGTR01000027.1 + 919 1030 RNA→ hypo→
Mad-1-1 NC 017506.1 + 2000835 2000940 RNA→ hypo→
Gpa-1-1 NZ BAEQ01000050.1 + 30380 30492 RNA→ hypo→
Pin-1-1 NC 008709.1 + 1867267 1867393 RNA→ FN3 (cd00063)→
Nca-1-2 NZ AAOW01000025.1 + 38973 39084 RNA→ ←hypo
Mme-1-2 NC 015572.1 - 4842575 4842462 RNA→ hypo→
gpr-1-1 NZ DS999411.1 - 2899211 2899094 RNA→ DUF796 (pfam05638)→
Ssp-3-1 NC 008322.1 + 675026 675148 RNA→ hypo→
Ssp-2-1 NC 008321.1 - 4029427 4029305 RNA→ hypo→
Spu-1-1 NC 017566.1 + 712641 712757 RNA→ hypo→
Ssp-4-1 NC 008750.1 - 3966343 3966227 RNA→ hypo→
Nwa-1-1 NC 014315.1 - 3036693 3036585 RNA→ NTP transferase (cd04181)→ AHBA syn (cd00616)→

Bac transf (pfam02397)EPS sugtrans (TIGR03025)→ GT1 cap1E like (cd03808)→
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Nwa-1-2 NC 014315.1 - 3042781 3042661 RNA→ NosD (COG3420)→ hypo→
Mme-1-3 NC 015572.1 - 3052780 3052659 RNA→ PEP motif anchor domain-containing protein→ SpeE (COG0421)efflux EmrB (TIGR00711)→
Mme-1-4 NC 015572.1 - 4651121 4651006 RNA→ hypo→
Tcr-1-1 NC 007520.2 + 325936 326043 RNA→ hypo→
Sde-1-1 NC 007912.1 - 787502 787381 RNA→ COG2206 (COG2206)DUF3391 (pfam11871)→
Gpa-1-2 NZ BAEQ01000066.1 - 14146 14038 RNA→ FimC (COG3121)→ hypo→ hypo→ hypo→
Pin-1-2 NC 008709.1 - 3752593 3752483 RNA→ ←hypo

Pin-1-3 NC 008709.1 - 3759591 3759487 RNA→ FimC (COG3121)→ hypo→ hypo→ hypo→
Nha-1-1 NC 013960.1 + 3391727 3391846 RNA→ fn3 (pfam00041)→
Rsp-1-2 NZ AFHI01000034.1 - 24943 24831 RNA→ DUF3718 (pfam12514)→
Aag-1-1 NZ AKKU01000002.1 - 6417 6302 RNA→ DUF3718 (pfam12514)→
Aje-1-1 NZ AHTH01000063.1 - 6314 6199 RNA→ DUF3718 (pfam12514)→
Aae-1-1 NZ ALAB01000043.1 - 10224 10113 RNA→ DUF3718 (pfam12514)→
Rna-1-1 NZ BAFK01000002.1 - 275351 275224 RNA→ DUF3718 (pfam12514)→
Iba-1-1 NZ AAMX01000014.1 - 21214 21090 RNA→ hypo→ FimC (COG3121)→ FimD (COG3188)→ hypo→ hypo→
Mme-1-5 NC 015572.1 + 986068 986253 RNA→ hypo→ hypo→
Msp-4-1 NC 017857.1 + 844787 844897 RNA→ hypo→
Sha-1-1 NC 010334.1 - 4546754 4546633 RNA→ ChtBD3 (cd00036)GH18 chitinase D-like (cd02871)→
Spe-1-1 NC 009901.1 - 4449153 4449035 RNA→ ChtBD3 (cd00036)GH18 chitinase D-like (cd02871)→
Mam-1-2 NZ AFIG01000003.1 + 123977 124096 RNA→ TSP C (pfam05735)→
Mam-1-3 NZ AFIG01000003.1 - 233725 233617 RNA→ hypo→
Mam-1-4 NZ AFIG01000001.1 - 1236864 1236749 RNA→ hypo→
Mme-1-6 NC 015572.1 + 477515 477628 RNA→ hypo→ CBM 4 9 (pfam02018)→ PEPCTERM Roseo (TIGR03370)→
Mam-1-5 NZ AFIG01000001.1 - 1881465 1881357 RNA→ PEPCTERM Roseo (TIGR03370)→ COG4335 (COG4335)→
Tcr-1-2 NC 007520.2 + 1048643 1048743 RNA→ RF3 II (cd03689)RF3 (cd04169)→
Mam-1-6 NZ AFIG01000003.1 - 123633 123518 RNA→ hypo→
Msp-4-2 NC 017857.1 + 1407024 1407138 RNA→ hypo→
Msp-4-3 NC 017857.1 + 1405161 1405276 RNA→ hypo→
Msp-4-4 NC 017857.1 + 1406083 1406198 RNA→ hypo→
Mam-1-7 NZ AFIG01000003.1 - 355057 354948 RNA→ hypo→
Mam-1-8 NZ AFIG01000003.1 - 355856 355739 RNA→ hypo→
Mam-1-9 NZ AFIG01000001.1 + 1615953 1616059 RNA→ hypo→
Mme-1-7 NC 015572.1 + 990638 990735 RNA→ adhes NPXG (TIGR01901)DUF3739 (pfam12545)→
Tcr-1-3 NC 007520.2 + 1051057 1051169 RNA→ ←CBS pair Mg transporter (cd04606)
Msp-4-5 NC 017857.1 - 82903 82790 RNA→ PEPCTERM Roseo (TIGR03370)TSP C (pfam05735)→
Vsp-5-1 NZ AFWD01000016.1 - 79637 79524 RNA→ hypo→
Vsc-1-1 NZ AFWE01000220.1 - 3190 3077 RNA→ hypo→
Msp-4-6 NC 017857.1 + 1390528 1390637 RNA→ PEPCTERM Roseo (TIGR03370)→ COG4335 (COG4335)→
Psp-3-1 NC 014803.1 + 971590 971705 RNA→ OmpA C-like (cd07185)→
Pun-1-1 NZ AHCF01000005.1 + 164617 164732 RNA→ OmpA C-like (cd07185)→ AAA (cd00009)→ FliE (pfam02049)→ fliF (COG1766)→ FliG (COG1536)→

FliH (COG1317)→ RecA-like NTPases (cd01120)→ hypo→ DEXDc (cd00046)HELICc (cd00079)→
Tma-1-1 NZ AFWV01000020.1 + 58876 59001 RNA→ COG3335 (COG3335)COG3415 (COG3415)→ vWFA (cd00198)LACT (pfam02450)→
Asa-1-1 NC 009348.1 + 365066 365189 RNA→ REC (cd00156)AAA (cd00009)→ FliE (pfam02049)→ fliF (COG1766)→ FliG (COG1536)→

FliH (pfam02108)Yae1 N (pfam09811)→ ATPase flagellum-secretory path III (cd01136)→
lateral flagellar protein, LfiJ→

Ptu-1-1 NZ AAOH01000001.1 - 581807 581691 RNA→ hypo→ cytidine deaminase (cd01283)→
gpr-1-2 NZ DS999411.1 - 2888277 2888156 RNA→ (big gap) collagen alpha-1(XI) chain→
gpr-1-3 NZ DS999411.1 - 2442312 2442191 RNA→ DUF796 (pfam05638)→
Ptu-1-2 NZ AAOH01000011.1 - 15165 15049 RNA→ ←DUF885 (pfam05960)
Psp-2-1 NZ BADT01000169.1 + 30228 30346 RNA→ PRK13211 (PRK13211)→
Pha-1-1 NZ ADOP01000017.1 - 55111 54991 RNA→ PRK13211 (PRK13211)→
Par-1-1 NZ AHBY01000024.1 + 27813 27934 RNA→ PRK13211 (PRK13211)→
Psp-1-1 NZ BADV01000004.1 + 32053 32174 RNA→ PRK13211 (PRK13211)→
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Ttu-1-1 NC 012997.1 - 634912 634795 RNA→ HDc (cd00077)DUF3391 (pfam11871)→
gpr-1-4 NZ DS999411.1 - 2904207 2904086 RNA→ MhpC (COG0596)→
Mtu-1-1 NZ JH109153.1 + 242652 242765 RNA→ ←hypo
Mtu-1-2 NZ JH109152.1 + 2172777 2172874 RNA→ hypo→ copper res A (TIGR01480)→ SufI (COG2132)→ SufI (COG2132)→
Mal-1-1 NC 016112.1 + 3219708 3219826 RNA→ Peptidases S8 15 (cd07498)→
Psp-5-1 NZ AAOU01000011.1 - 39740 39612 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Pan-1-1 NZ AAOJ01000002.1 + 319449 319577 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Ple-1-1 NZ DF093596.1 + 1216196 1216322 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Pci-1-1 NZ AHBZ01000010.1 - 48927 48808 RNA→ hypo→ LamG (smart00282)→
Swo-1-1 NC 010506.1 + 1418930 1419079 RNA→ ChtBD3 (cd00036)Chitinase N term (cd02848)GH18 chitinase (cd06548)REJ (pfam02010)→
Vsp-2-1 NC 016614.1 - 1866607 1866491 RNA→ Glyco hydro 68 (pfam02435)→ SacC (COG1621)→
Aca-1-1 NZ CACP01000017.1 - 7901 7785 RNA→ COG3397 (COG3397)→
Aaq-1-1 NZ BAFL01000016.1 + 163070 163190 RNA→ COG3397 (COG3397)→
Asa-1-2 NC 009348.1 - 610713 610597 RNA→ COG3397 (COG3397)→
Ave-2-3 NC 015424.1 + 3993866 3993983 RNA→ COG3397 (COG3397)→
Ave-1-2 NZ AGWW01000008.1 - 22403 22286 RNA→ COG3397 (COG3397)→
Asa-1-3 NC 009348.1 + 899648 899767 RNA→ GH18 chitinase (cd06548)ChiC (pfam06483)→
Aaq-1-2 NZ BAFL01000001.1 + 46222 46340 RNA→ ChtBD3 (cd00036)GH18 chitinase (cd06548)ChiC (pfam06483)→
Aca-1-2 NZ CACP01000095.1 - 68808 68692 RNA→ ChtBD3 (cd00036)GH18 chitinase (cd06548)ChiC (pfam06483)→
Cps-1-1 NC 003910.7 - 1642534 1642408 RNA→ DUF3718 (pfam12514)→
Psp-4-1 NZ AHCE01000004.1 - 231332 231212 RNA→ ←DUF885 (pfam05960)

Vpa-1-1 NZ DS999351.1 - 3629 3510 RNA→ COG3397 (COG3397)→
Cps-1-2 NC 003910.7 + 4612602 4612713 RNA→ ←DUF885 (pfam05960)
Swo-1-2 NC 010506.1 - 4728878 4728748 RNA→ COG3397 (COG3397)→
Ptu-1-3 NZ AAOH01000007.1 + 198676 198797 RNA→ hypo→ PRK13211 (PRK13211)→
Gho-1-1 NZ ADAQ01000013.1 + 435849 435978 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Ppr-2-1 NC 006370.1 + 2427558 2427701 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Ppr-1-1 NZ AAPH01000002.1 + 334477 334621 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Pda-1-1 NZ ADBS01000001.1 + 1452423 1452551 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vsh-1-1 NZ ABCH01000059.1 - 9258 9135 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vsp-9-1 NC 011753.2 - 1146274 1146155 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→ COG0398 (COG0398)→ hypo→
Vsp-4-1 NZ AAND01000010.1 - 47387 47268 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vcy-1-1 NZ AIDH01000125.1 - 11401 11282 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vsp-8-1 NZ AAMR01000021.1 - 11859 11738 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vba-1-1 NZ AAZW01000020.1 + 21372 21493 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vni-1-4 NZ AFWJ01000073.1 + 9679 9806 RNA→ TfoX N (pfam04993)→
Vvu-3-1 NC 005139.1 + 2327895 2328017 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→ hypo→ COG0398 (COG0398)→ hypo→
Vvu-2-1 NC 014965.1 - 1123248 1123126 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vvu-1-1 NC 004459.3 - 2138097 2137975 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vme-1-1 NZ ACZO01000006.1 - 562477 562361 RNA→ TfoX N (pfam04993)→ TfoX C (pfam04994)→
Vsp-7-1 NZ ADBD01000013.1 + 222748 222869 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-24-1 NZ AAKH03000009.1 + 28629 28749 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-28-1 NZ DS179715.1 + 68642 68762 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-22-1 NC 009457.1 + 1413791 1413911 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-22-2 NC 012582.1 + 1945210 1945330 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-12-1 NC 017270.1 + 1730405 1730525 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-29-1 NZ AAKJ02000030.1 + 26326 26446 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-3-1 NZ AAUR01000002.1 + 72147 72267 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-18-1 NZ AAUU01000047.1 - 27444 27324 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-17-1 NZ AAWF01000029.1 + 2506 2626 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-5-1 NZ AAWG01000002.1 + 25194 25314 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-2-1 NZ ACFQ01000010.1 - 734758 734638 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
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Vch-30-1 NZ ACHV01000001.1 + 439531 439651 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-26-1 NZ ACHW01000019.1 - 33521 33401 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-23-1 NZ ADAI01000041.1 + 281035 281155 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-6-1 NZ DS265226.1 - 114988 114868 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-9-1 NZ ADAL01000127.1 + 2617 2737 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-13-1 NC 012578.1 + 1807813 1807933 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-15-1 NC 012668.1 - 1806556 1806436 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-20-1 NC 002505.1 + 1860679 1860799 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-10-1 NC 016944.1 + 1906987 1907107 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-21-1 NC 016445.1 + 1332079 1332199 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-16-1 NZ DS990136.1 + 1091991 1092111 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-14-1 NZ AAUS02000005.1 - 126686 126566 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-4-1 NZ AAUT01000003.1 + 5799 5919 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-7-1 NZ AAWE01000118.1 - 3465 3345 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-25-1 NZ ACHX01000011.1 + 282842 282962 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-27-1 NZ ACHY01000017.1 + 281205 281325 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-7-2 NZ ACHZ01000017.1 + 1070892 1071012 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-8-1 NZ ACIA01000006.1 - 1070699 1070579 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-1-1 NZ ACVW01000011.1 - 76142 76022 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-11-1 NZ ADAK01000056.1 + 255714 255834 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-19-1 NZ AAWD01000198.1 - 2314 2194 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vmi-2-1 NZ ADAJ01000008.1 + 1115345 1115465 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vmi-4-1 NZ ACYU01000186.1 + 66707 66827 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vmi-3-1 NZ ACYV01000008.1 - 760149 760029 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vmi-1-1 NZ ADAF01000001.1 - 1074686 1074566 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vsp-6-1 NZ ACZT01000023.1 + 296960 297079 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Van-1-1 NC 015633.1 + 1996176 1996295 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vor-1-1 NZ AEZC01000128.1 - 5983 5864 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vfu-2-1 NC 016602.1 - 1685139 1685020 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vfu-1-1 NZ ACZP01000013.1 - 323544 323425 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vpa-3-1 NZ AAWQ01000045.1 + 17404 17529 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vpa-4-1 NZ ACFN01000044.1 - 10808 10683 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vpa-7-1 NC 004603.1 - 1078754 1078629 RNA→ hypo→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vpa-6-1 NZ ACFM01000141.1 - 9256 9131 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vpa-2-1 NZ ACFO01000009.1 - 100736 100611 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vpa-5-1 NZ ACKB01000125.1 + 18284 18409 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vha-3-1 NZ AAWP01000006.1 + 124144 124269 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vha-2-1 NC 009783.1 - 1588094 1587969 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vsp-1-1 NZ ABGR01000006.1 + 118478 118603 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vro-1-1 NZ AFAJ01000025.1 - 99314 99190 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vsp-3-1 NC 013456.1 + 2580783 2580906 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vsp-2-2 NC 016613.1 - 1089394 1089272 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vha-1-2 NZ ACZC01000050.1 - 13242 13119 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vca-1-1 NZ AGIE01000036.1 + 12285 12408 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vor-2-1 NZ ACZV01000005.1 - 451378 451257 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vtu-1-1 NZ AFWI01000113.1 + 53814 53934 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vca-2-1 NZ AEIU01000122.1 + 2624 2744 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vsi-1-1 NZ AEVT01000105.1 + 24684 24805 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vpa-1-2 NZ DS999328.1 + 192179 192299 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vbr-1-1 NZ AEVS01000091.1 + 2975 3094 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vco-1-1 NZ ACZN01000018.1 + 915370 915493 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vsp-5-2 NZ AFWD01000022.1 + 16278 16400 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
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Vsc-1-2 NZ AFWE01000226.1 + 43104 43226 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vic-1-1 NZ AFWF01000175.1 - 38406 38284 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Asa-2-1 NC 011312.1 - 2124508 2124394 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→ COG0398 (COG0398)→
Vfi-2-1 NC 011184.1 + 1780741 1780859 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vfi-1-1 NC 006840.2 + 1762247 1762365 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Ssp-1-1 NZ AFOZ01000014.1 + 232513 232644 RNA→ COG3397 (COG3397)→
Son-1-1 NC 004347.1 + 1112471 1112597 RNA→ COG3397 (COG3397)→
Ssp-3-2 NC 008322.1 + 1084456 1084586 RNA→ COG3397 (COG3397)→
Ssp-2-2 NC 008321.1 - 3621639 3621509 RNA→ COG3397 (COG3397)→
Sba-8-1 NC 016901.1 - 4172602 4172469 RNA→ COG3397 (COG3397)→
Sba-6-1 NC 009997.1 - 4224638 4224505 RNA→ COG3397 (COG3397)→
Sba-2-1 NC 017579.1 + 1124956 1125089 RNA→ COG3397 (COG3397)→
Sba-3-1 NC 009052.1 + 1022711 1022844 RNA→ COG3397 (COG3397)→
Sba-5-1 NC 009665.1 - 4117756 4117623 RNA→ COG3397 (COG3397)→
Sba-4-1 NZ CM001435.1 + 1039543 1039676 RNA→ COG3397 (COG3397)→
Sba-1-1 NC 017571.1 - 3998700 3998567 RNA→ COG3397 (COG3397)→
Sba-7-1 NC 011663.1 - 4025260 4025127 RNA→ COG3397 (COG3397)→
Ppr-1-2 NZ AAPH01000007.1 - 119254 119140 RNA→ CybB (COG3038)→
Ppr-2-2 NC 006371.1 + 355534 355645 RNA→ COG3397 (COG3397)→ CybB (COG3038)→
Vor-2-2 NZ ACZV01000004.1 + 867721 867840 RNA→ COG3397 (COG3397)→
Vbr-1-2 NZ AEVS01000059.1 - 18451 18328 RNA→ COG3397 (COG3397)→
Vba-1-2 NZ AAZW01000005.1 + 50237 50352 RNA→ COG3397 (COG3397)→
Vsp-8-2 NZ AAMR01000015.1 - 100106 99991 RNA→ COG3397 (COG3397)→
Vsi-1-2 NZ AEVT01000083.1 - 27787 27667 RNA→ COG3397 (COG3397)→
Vtu-1-2 NZ AFWI01000214.1 + 14789 14912 RNA→ COG3397 (COG3397)→
Pru-1-1 NZ AHCD01000006.1 + 73331 73447 RNA→ PKD (cd00146)CBM 2 (pfam00553)YceI (pfam04264)→

CBM 2 (pfam00553)YceI (pfam04264)PSD3 (pfam07626)PSCyt3 (pfam07627)PSD4 (pfam07631)PSD5 (pfam07637)→
HXXSHH (pfam07586)→

Pci-1-2 NZ AHBZ01000010.1 + 144438 144554 RNA→ PKD (cd00146)CBM 2 (pfam00553)YceI (pfam04264)→
FN3 (cd00063)CBM 2 (pfam00553)Cytochrom C (pfam00034)YceI (pfam04264)PSD3 (pfam07626)PSCyt3 (pfam07627)PSD4 (pfam07631)PSD5 (pfam07637)→
DUF1501 (pfam07394)HXXSHH (pfam07586)→

Fba-1-1 NC 014541.1 + 739786 739912 RNA→ ChtBD3 (cd00036)COG3397 (COG3397)→
Vsp-3-2 NC 013457.1 - 1291334 1291202 RNA→ COG3397 (COG3397)→
Val-1-1 NZ AAPS01000001.1 - 220369 220228 RNA→ COG3397 (COG3397)→
Val-2-1 NZ ACZB01000024.1 + 14107 14237 RNA→ COG3397 (COG3397)→
Vpa-7-2 NC 004605.1 + 1695923 1696048 RNA→ COG3397 (COG3397)→
Vpa-6-2 NZ ACFM01000057.1 + 29046 29171 RNA→ COG3397 (COG3397)→
Vpa-2-2 NZ ACFO01000050.1 + 596710 596835 RNA→ COG3397 (COG3397)→
Vpa-5-2 NZ ACKB01000054.1 + 343145 343270 RNA→ COG3397 (COG3397)→
Vpa-3-2 NZ AAWQ01000012.1 + 168 293 RNA→ COG3397 (COG3397)→
Vpa-3-3 NZ AAWQ01000087.1 - 9662 9537 RNA→ COG3397 (COG3397)→
Vpa-3-4 NZ AAWQ01000114.1 + 168 293 RNA→ COG3397 (COG3397)→
Vpa-3-5 NZ AAWQ01000571.1 - 196 71 RNA→
Vpa-4-2 NZ ACFN01000028.1 + 32851 32978 RNA→ COG3397 (COG3397)→
Svi-1-1 NC 014012.1 + 990508 990660 RNA→ ChtBD3 (cd00036)Chitinase N term (cd02848)GH18 chitinase (cd06548)REJ (pfam02010)→
Ppr-1-3 NZ AAPH01000029.1 - 24037 23914 RNA→ Peptidase M66 (pfam10462)→
Ppr-2-3 NC 006370.1 + 2634469 2634592 RNA→ Peptidase M66 (pfam10462)→
Vch-17-2 NZ AAWF01000100.1 - 2259 2115 RNA→ COG3397 (COG3397)→
Asa-1-4 NC 009348.1 - 3594044 3593922 RNA→ pseudogene→ Peptidase M66 (pfam10462)→ chitinase glyco hydro 19 (cd00325)CBM 5 12 (pfam02839)→
Aaq-1-3 NZ BAFL01000012.1 - 319574 319454 RNA→ ChtBD3 (cd00036)Chitinase N term (cd02848)GH18 chitinase (cd06548)REJ (pfam02010)→

Peptidase M66 (pfam10462)→ chitinase glyco hydro 19 (cd00325)CBM 5 12 (pfam02839)→
Aca-1-3 NZ CACP01000024.1 + 108770 108888 RNA→ ChtBD3 (cd00036)Chitinase N term (cd02848)GH18 chitinase (cd06548)REJ (pfam02010)→
Aaq-1-4 NZ BAFL01000016.1 + 264557 264674 RNA→ fimbrial protein→
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Ave-2-4 NC 015424.1 - 529909 529791 RNA→ (big gap) Peptidase M9 (pfam01752)→
Ave-1-3 NZ AGWW01000020.1 + 136946 137064 RNA→ hypo→
Asa-1-5 NC 009348.1 - 4016052 4015930 RNA→ hypo→
Ave-2-5 NC 015424.1 + 4488269 4488388 RNA→ ChtBD3 (cd00036)Big 3 (pfam07523)GH18 chitinase D-like (cd02871)ChtBD3 (smart00495)→
Ave-1-4 NZ AGWW01000005.1 - 18568 18449 RNA→ ChtBD3 (cd00036)Big 3 (pfam07523)GH18 chitinase D-like (cd02871)ChtBD3 (smart00495)→
Ave-1-5 NZ AGWW01000017.1 - 165124 165004 RNA→ ChtBD3 (cd00036)Chitinase N term (cd02848)GH18 chitinase (cd06548)REJ (pfam02010)→

ChtBD3 (cd00036)Peptidase M66 (pfam10462)→
chitinase glyco hydro 19 (cd00325)CADG (smart00736)CBM 5 12 (pfam02839)→

Ave-2-6 NC 015424.1 + 933938 934058 RNA→ ChtBD3 (cd00036)Chitinase N term (cd02848)GH18 chitinase (cd06548)REJ (pfam02010)→
ChtBD3 (cd00036)Peptidase M66 (pfam10462)→
chitinase glyco hydro 19 (cd00325)CADG (smart00736)CBM 5 12 (pfam02839)→

Fba-1-2 NC 014541.1 - 2762211 2762094 RNA→ ParA (cd02042)→ RepA domain-containing protein→
Sha-1-2 NC 010334.1 + 4237442 4237564 RNA→ Peptidase M66 (pfam10462)TagA (pfam12561)→
Ssp-2-3 NC 008321.1 - 3357389 3357266 RNA→ ChtBD3 (cd00036)Chitinase N term (cd02848)GH18 chitinase (cd06548)→
Ssp-3-3 NC 008322.1 - 3427754 3427631 RNA→ ChtBD3 (cd00036)Chitinase N term (cd02848)GH18 chitinase (cd06548)→
Sde-2-1 NC 007954.1 + 2534217 2534338 RNA→ ChtBD3 (cd00036)GH18 chitinase (cd06548)ChitinaseA N (pfam08329)→
Ssp-1-2 NZ AFOZ01000015.1 + 27157 27278 RNA→ ChtBD3 (cd00036)Chitinase N term (cd02848)GH18 chitinase (cd06548)→
Sba-8-2 NC 016901.1 - 3754937 3754816 RNA→ ChtBD3 (cd00036)Chitinase N term (cd02848)GH18 chitinase (cd06548)→
Sba-6-2 NC 009997.1 - 3806673 3806552 RNA→ ChtBD3 (cd00036)Chitinase N term (cd02848)GH18 chitinase (cd06548)→
Sba-7-2 NC 011663.1 + 1519278 1519399 RNA→ ChtBD3 (cd00036)Chitinase N term (cd02848)GH18 chitinase (cd06548)→
Sba-5-2 NC 009665.1 - 3685705 3685584 RNA→ ChtBD3 (cd00036)Chitinase N term (cd02848)GH18 chitinase (cd06548)→
Sba-2-2 NC 017579.1 - 3702534 3702413 RNA→ ChtBD3 (cd00036)Chitinase N term (cd02848)GH18 chitinase (cd06548)→
Sba-3-2 NC 009052.1 - 3606451 3606330 RNA→ ChtBD3 (cd00036)Chitinase N term (cd02848)GH18 chitinase (cd06548)→
Sba-4-2 NZ CM001435.1 - 3512110 3511991 RNA→ ChtBD3 (cd00036)Chitinase N term (cd02848)GH18 chitinase (cd06548)→
Sba-1-2 NC 017571.1 + 1523452 1523571 RNA→ ChtBD3 (cd00036)Chitinase N term (cd02848)GH18 chitinase (cd06548)→
Osp-1-1 NC 016745.1 - 3057617 3057495 RNA→ OmpA C-like (cd07185)→ REC (cd00156)AAA (cd00009)→ FliE (pfam02049)→ fliF (COG1766)→

FliG (COG1536)→ FliH (pfam02108)Yae1 N (pfam09811)→ ATPase flagellum-secretory path III (cd01136)→
hypo→

Gxi-1-1 NZ AMRI01000011.1 + 35524 35645 RNA→ OmpA C-like (cd07185)→ REC (cd00156)AAA (cd00009)→ FliE (pfam02049)→ fliF (COG1766)→
FliG (COG1536)→ FliH (pfam02108)Yae1 N (pfam09811)→ ATPase flagellum-secretory path III (cd01136)→
lateral flagellar protein, LfiJ→

Fba-1-3 NC 014541.1 + 2783808 2783924 RNA→ ChtBD3 (cd00036)GH18 chitinase (cd06548)REJ (pfam02010)ChitinaseA N (pfam08329)→
Vvu-2-2 NC 014966.1 - 602648 602534 RNA→ COG3397 (COG3397)→
Vvu-3-2 NC 005140.1 - 624591 624477 RNA→ COG3397 (COG3397)→
Vvu-1-2 NC 004460.2 - 45979 45865 RNA→ COG3397 (COG3397)→
Vsp-6-2 NZ ACZT01000025.1 + 262120 262253 RNA→ COG3397 (COG3397)→
Vch-24-2 NZ AAKH03000018.1 - 618067 617938 RNA→ COG3397 (COG3397)→
Vch-22-3 NC 012583.1 + 794071 794200 RNA→ ←hypo
Vch-22-4 NC 009456.1 - 469871 469742 RNA→ COG3397 (COG3397)→
Vch-29-2 NZ AAKJ02000083.1 - 10253 10124 RNA→ COG3397 (COG3397)→
Vch-23-2 NZ ADAI01000039.1 + 58387 58516 RNA→ COG3397 (COG3397)→
Vch-15-2 NC 012667.1 - 590585 590456 RNA→ COG3397 (COG3397)→
Vch-20-2 NC 002506.1 + 755249 755378 RNA→ ←hypo
Vch-10-2 NC 016945.1 + 755072 755201 RNA→ COG3397 (COG3397)→
Vch-21-2 NC 016446.1 + 455779 455908 RNA→ COG3397 (COG3397)→
Vch-16-2 NZ DS990137.1 + 359091 359220 RNA→ ←hypo (cons)

Vch-19-2 NZ AAWD01000128.1 - 3815 3686 RNA→ COG3397 (COG3397)→
Vch-7-3 NZ AAWE01000144.1 - 2855 2726 RNA→ COG3397 (COG3397)→
Vch-25-2 NZ ACHX01000009.1 - 660104 659975 RNA→ COG3397 (COG3397)→
Vch-7-4 NZ ACHZ01000016.1 + 248010 248139 RNA→ COG3397 (COG3397)→
Vch-8-2 NZ ACIA01000003.1 - 289208 289079 RNA→ COG3397 (COG3397)→
Vch-1-2 NZ ACVW01000014.1 - 686179 686050 RNA→ COG3397 (COG3397)→
Vch-11-2 NZ ADAK01000048.1 + 2718 2847 RNA→ COG3397 (COG3397)→



233

Vch-4-2 NZ AAUT01000081.1 - 11071 10942 RNA→ COG3397 (COG3397)→
Vch-13-2 NC 012580.1 + 729233 729362 RNA→ ←hypo

Vch-14-2 NZ AAUS02000011.1 + 440451 440580 RNA→ COG3397 (COG3397)→
Vch-27-2 NZ ACHY01000016.1 + 146181 146310 RNA→ COG3397 (COG3397)→
Vch-18-2 NZ AAUU01000070.1 - 19561 19432 RNA→ COG3397 (COG3397)→
Vch-5-2 NZ AAWG01000058.1 + 6718 6847 RNA→ COG3397 (COG3397)→
Vch-30-2 NZ ACHV01000002.1 - 827249 827120 RNA→ COG3397 (COG3397)→
Vch-6-2 NZ DS265224.1 + 2520 2649 RNA→ COG3397 (COG3397)→
Vch-26-2 NZ ACHW01000026.1 + 153400 153529 RNA→ COG3397 (COG3397)→
Vch-12-2 NC 017269.1 + 639794 639923 RNA→ COG3397 (COG3397)→
Vch-2-2 NZ ACFQ01000009.1 - 839957 839828 RNA→ COG3397 (COG3397)→
Vch-3-2 NZ AAUR01000056.1 + 3597 3726 RNA→ COG3397 (COG3397)→
Vch-28-2 NZ DS179777.1 + 2728 2857 RNA→ COG3397 (COG3397)→
Vsp-7-2 NZ ADBD01000010.1 + 477406 477535 RNA→ COG3397 (COG3397)→
Vmi-1-2 NZ ADAF01000002.1 + 1275654 1275807 RNA→ COG3397 (COG3397)→
Vmi-2-2 NZ ADAJ01000007.1 - 980673 980525 RNA→ COG3397 (COG3397)→
Vmi-4-2 NZ ACYU01000014.1 + 139531 139664 RNA→ COG3397 (COG3397)→
Vmi-3-2 NZ ACYV01000032.1 - 4416 4283 RNA→ COG3397 (COG3397)→
Vic-1-2 NZ AFWF01000007.1 - 54201 54083 RNA→ COG3397 (COG3397)→
Vsp-5-3 NZ AFWD01000095.1 + 82003 82121 RNA→ COG3397 (COG3397)→
Vsc-1-3 NZ AFWE01000073.1 - 62769 62651 RNA→ COG3397 (COG3397)→
Tsp-1-1 NC 011901.1 + 2479048 2479165 RNA→ (big gap) NosD (COG3420)→
Tsp-1-2 NC 011901.1 - 1219790 1219673 RNA→ hypo→
Tsp-1-3 NC 011901.1 - 1221179 1221060 RNA→ hypo→
Tsp-1-4 NC 011901.1 - 3208772 3208655 RNA→ hypo→
Cps-1-3 NC 003910.7 + 807363 807482 RNA→ Peptidases S8 15 (cd07498)→
Tau-1-1 NC 012691.1 + 1034191 1034311 RNA→ M6dom TIGR03296 (TIGR03296)→
Slo-1-1 NC 009092.1 + 1879193 1879313 RNA→ Peptidase M11 (pfam05548)→
Tth-1-1 NZ AGFB01000006.1 + 139884 140010 RNA→ Peptidases S8 S53 (cd00306)→
Nca-1-3 NZ AAOW01000010.1 - 54997 54891 RNA→ hypo→
Gxi-1-2 NZ AMRI01000006.1 + 129335 129445 RNA→ M6dom TIGR03296 (TIGR03296)→
Sde-1-2 NC 007912.1 - 989448 989325 RNA→ hypo→
Sse-1-1 NC 009831.1 + 3858371 3858489 RNA→ hypo→
Mst-1-1 NZ AFPL01000054.1 - 32938 32826 RNA→ COG4067 (COG4067)→ hypo→ rimK rel E lig (TIGR02291)→

environmental
env-1 M590M1 1026232 + 137 249 RNA→ PA26 (pfam04636)→

12.3 Conserved domains

Conserved domains found in protein-coding genes listed in Section 12.2 are
shown below, with the first sentence in their description from the Conserved
Domain Database (if any). Conserved domains associated with more than one
Gamma are assigned a color, while others are shown in gray. The symbols ‘d’ and
‘u’ (if any) to the left of the colored domain name indicate whether the domain
occurs upstream or downstream of the RNA motif. Domains marked with lower-
case ‘d’ occur (at least once) present downstream of some Gamma in the opposite

orientation. Domains marked with capital ‘D’ occur downstream and in the same
orientation (i.e., a potential cis-regulatory arrangement). Domains marked with
a ‘u’ occur upstream of the RNA in either orientation. If the ‘d’/‘u’ symbols are
missing, then the domain is downstream and in the same strand. (This mode is
used for motifs predicted as cis-regulatory. The number in parentheses after the
colored domain name is the number of occurrences in Section 12.2.
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cd00009 (4) The AAA+ (ATPases Associated with a wide variety of cellular Activities) super-

family represents an ancient group of ATPases belonging to the ASCE (for additional strand,

catalytic E) division of the P-loop NTPase fold.
cd00036 (30) Chitin/cellulose binding domain.

cd00046 (1) DEAD-like helicases superfamily.

cd00063 (2) Fibronectin type 3 domain; One of three types of internal repeats found in the

plasma protein fibronectin.
cd00077 (1) Metal dependent phosphohydrolases with conserved ’HD’ motif
cd00079 (1) Helicase superfamily c-terminal domain; associated with DEXDc-, DEAD-, and

DEAH-box proteins, yeast initiation factor 4A, Ski2p, and Hepatitis C virus NS3 helicases;

this domain is found in a wide variety of helicases and helicase related proteins; may not be

an autonomously folding unit, but an integral part of the helicase; 4 helicase superfamilies at

present according to the organization of their signature motifs; all helicases share the ability to

unwind nucleic acid duplexes with a distinct directional polarity; they utilize the free energy

from nucleoside triphosphate hydrolysis to fuel their translocation along DNA, unwinding the

duplex in the process

cd00130 (1) PAS domain; PAS motifs appear in archaea, eubacteria and eukarya.

cd00146 (2) polycystic kidney disease I (PKD) domain; similar to other cell-surface modules,

with an IG-like fold; domain probably functions as a ligand binding site in protein-protein or

protein-carbohydrate interactions; a single instance of the repeat is presented here.

cd00156 (3) Signal receiver domain; originally thought to be unique to bacteria (CheY, OmpR,

NtrC, and PhoB), now recently identified in eukaroytes ETR1 Arabidopsis thaliana; this domain

receives the signal from the sensor partner in a two-component systems; contains a phosphoac-

ceptor site that is phosphorylated by histidine kinase homologs; usually found N-terminal to a

DNA binding effector domain; forms homodimers

cd00198 (1) Von Willebrand factor type A (vWA) domain was originally found in the blood

coagulation protein von Willebrand factor (vWF).

cd00306 (1) Peptidase domain in the S8 and S53 families.
cd00325 (4) Glycoside hydrolase family 19 chitinase domain.
cd00616 (1) 3-amino-5-hydroxybenzoic acid synthase family (AHBA syn).

cd01120 (1) RecA-like NTPases.
cd01136 (3) Flagellum-specific ATPase/type III secretory pathway virulence-related protein.
cd01283 (1) Cytidine deaminase zinc-binding domain.

cd02042 (1) ParA and ParB of Caulobacter crescentus belong to a conserved family of bacterial

proteins implicated in chromosome segregation.
cd02848 (19) Chitinase N-terminus domain.

cd02871 (4) GH18 domain of Chitinase D (ChiD).

cd03689 (1) RF3 II: this subfamily represents the domain II of bacterial Release Factor 3 (RF3).
cd03808 (1) This family is most closely related to the GT1 family of glycosyltransferases.

cd04169 (1) RF3 subfamily.

cd04181 (1) NTP transferases catalyze the transfer of nucleotides onto phosphosugars.
cd04606 (1) This cd contains two tandem repeats of the cystathionine beta-synthase (CBS pair)

domain in the magnesium transporter, MgtE.

cd06423 (1) CESA like is the cellulose synthase superfamily.

cd06548 (24) The GH18 (glycosyl hydrolases, family 18) type II chitinases hydrolyze chitin, an

abundant polymer of N-acetylglucosamine and have been identified in bacteria, fungi, insects,

plants, viruses, and protozoan parasites.

cd07185 (5) Peptidoglycan binding domains similar to the C-terminal domain of outer-membrane

protein OmpA.

cd07498 (2) Peptidase S8 family domain, uncharacterized subfamily 15.

COG0398 (3) Uncharacterized conserved protein [Function unknown]
COG0421 (1) Spermidine synthase [Amino acid transport and metabolism]

COG0596 (1) Predicted hydrolases or acyltransferases (alpha/beta hydrolase superfamily) [Gen-

eral function prediction only]

COG1317 (1) Flagellar biosynthesis/type III secretory pathway protein [Cell motility and se-

cretion / Intracellular trafficking and secretion]

COG1536 (4) Flagellar motor switch protein [Cell motility and secretion]
COG1566 (1) Multidrug resistance efflux pump [Defense mechanisms]

COG1621 (1) Beta-fructosidases (levanase/invertase) [Carbohydrate transport and metabolism]

COG1766 (4) Flagellar basal body M-ring protein [Cell motility and secretion]
COG2132 (2) Putative multicopper oxidases [Secondary metabolites biosynthesis, transport,

and catabolism]

COG2206 (1) c-di-GMP phosphodiesterase class II (HD-GYP domain) [Signal transduction

mechanisms]

COG3038 (2) Cytochrome B561 [Energy production and conversion]
COG3121 (3) P pilus assembly protein, chaperone PapD [Cell motility and secretion / Intracel-

lular trafficking and secretion]
COG3188 (1) P pilus assembly protein, porin PapC [Cell motility and secretion / Intracellular

trafficking and secretion]

COG3335 (1) Transposase and inactivated derivatives [DNA replication, recombination, and

repair]

COG3397 (77) Uncharacterized protein conserved in bacteria [Function unknown]
COG3415 (1) Transposase and inactivated derivatives [DNA replication, recombination, and

repair]
COG3420 (2) Nitrous oxidase accessory protein [Inorganic ion transport and metabolism]

COG3706 (1) Response regulator containing a CheY-like receiver domain and a GGDEF domain

[Signal transduction mechanisms]
COG4067 (1) Uncharacterized protein conserved in archaea [Posttranslational modification,

protein turnover, chaperones]

COG4335 (2) DNA alkylation repair enzyme [DNA replication, recombination, and repair]
pfam00034 (1) Cytochrome c.

pfam00041 (1) Fibronectin type III domain.
pfam00553 (4) Cellulose binding domain.
pfam01752 (1) Collagenase.

pfam02010 (9) REJ domain.
pfam02018 (1) Carbohydrate binding domain.
pfam02049 (4) Flagellar hook-basal body complex protein FliE.

pfam02108 (3) Flagellar assembly protein FliH.
pfam02397 (1) Bacterial sugar transferase.
pfam02435 (1) Levansucrase/Invertase.

pfam02450 (1) Lecithin:cholesterol acyltransferase.
pfam02839 (4) Carbohydrate binding domain.
pfam04264 (4) YceI-like domain.

pfam04636 (1) PA26 p53-induced protein (sestrin).
pfam04993 (87) TfoX N-terminal domain.

pfam04994 (86) TfoX C-terminal domain.
pfam05548 (1) Gametolysin peptidase M11.

pfam05638 (2) Protein of unknown function (DUF796).
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pfam05735 (2) Thrombospondin C-terminal region.

pfam05960 (3) Bacterial protein of unknown function (DUF885).

pfam06483 (3) Chitinase C.
pfam07394 (1) Protein of unknown function (DUF1501).

pfam07523 (2) Bacterial Ig-like domain (group 3).
pfam07586 (2) Protein of unknown function (DUF1552).
pfam07626 (2) Protein of unknown function (DUF1587).

pfam07627 (2) Protein of unknown function (DUF1588).
pfam07631 (2) Protein of unknown function (DUF1592).
pfam07637 (2) Protein of unknown function (DUF1595).

pfam08329 (2) Chitinase A, N-terminal domain.
pfam09811 (3) Essential protein Yae1, N terminal.

pfam10462 (7) Peptidase M66.

pfam11871 (2) Domain of unknown function (DUF3391).
pfam12514 (6) Protein of unknown function (DUF3718).

pfam12545 (1) Filamentous haemagglutinin family outer membrane protein.

pfam12561 (1) ToxR activated gene A lipoprotein.

PRK13211 (5) N-acetylglucosamine-binding protein A; Reviewed
smart00282 (1) Laminin G domain.

smart00283 (1) Methyl-accepting chemotaxis-like domains (chemotaxis sensory transducer).
smart00495 (2) Chitin-binding domain type 3.
smart00736 (2) Dystroglycan-type cadherin-like domains.

TIGR00711 (1) drug resistance transporter, EmrB/QacA subfamily.
TIGR01480 (1) copper-resistance protein, CopA family.
TIGR01901 (1) filamentous haemagglutinin family N-terminal domain.

TIGR02291 (1) alpha-L-glutamate ligase-related protein.
TIGR03025 (1) exopolysaccharide biosynthesis polyprenyl glycosylphosphotransferase.

TIGR03296 (2) M6 family metalloprotease domain.

TIGR03370 (4) variant PEP-CTERM putative exosortase signal, Roseobacter type.

12.4 Multiple-sequence alignment

Each Gamma is denoted by an abbreviation (like “Eco-1-1”) that refers to a
taxonomy given in Section 12.1. Nucleotides proposed to basepair as part of
the consensus structure are shaded in color when they comprise Watson-Crick or
G-U pairs. Otherwise they are shaded gray. Conserved stems are also indicated at
the bottom of the alignment by angle brackets, where matching < and > denote
base-paired columns. Below these angle brackets, the symbol “2” denotes base
pairs exhibiting covariation, “1” denotes base pairs exhibiting compatible muta-
tions, “0” denotes base pairs that are not observed to mutate and “?” denotes base

pairs that have a significant frequency of non-canonical nucleotides for Watson-
Crick or G-U pairs (> 5%). Below these base pair annotation is the consensus
sequence: “R” = “A” or “G”, “Y” = “C” or “U”, red nucleotides: nucleotide
identity conserved more than 97% of the time, black nucleotides: 90%, gray nu-
cleotides: 75%, red circle (qa): nucleotide is present 97% of the time, black circle (qa):
90%, gray circle (qa): 75%, white circle (qa): 50%. All percentages of sequences just
described (e.g. 97% conserved) assume that sequences have been weighted by the
GSC algorithm implemented by the Infernal software package.

Duplicate sequences: the following putative homologs are not shown in the alignment because their sequences are identical to a homolog already shown: Sba-1-1,
Sba-1-2, Sba-3-1, Sba-3-2, Sba-6-1, Sba-6-2, Ssp-4-1, Vch-1-1, Vch-1-2, Vch-10-1, Vch-10-2, Vch-11-1, Vch-11-2, Vch-12-1, Vch-14-1, Vch-14-2, Vch-15-1, Vch-16-1,
Vch-16-2, Vch-17-1, Vch-18-1, Vch-19-2, Vch-2-1, Vch-2-2, Vch-20-1, Vch-20-2, Vch-21-1, Vch-21-2, Vch-22-1, Vch-22-2, Vch-22-4, Vch-23-1, Vch-23-2, Vch-25-1,
Vch-25-2, Vch-26-1, Vch-27-1, Vch-27-2, Vch-29-1, Vch-29-2, Vch-3-1, Vch-30-1, Vch-4-1, Vch-5-1, Vch-7-1, Vch-7-2, Vch-7-3, Vch-7-4, Vch-8-1, Vch-8-2, Vch-9-1,
Vmi-1-1, Vpa-2-1, Vpa-2-2, Vpa-3-3, Vpa-3-4, Vpa-4-1, Vpa-5-1, Vpa-5-2, Vpa-6-1, Vpa-6-2, Vvu-1-1

alignment positions 1 · · · 79

Rsp-1-1 GAAAAAUACUCUGGCACCUACUUCGAUUUUGAGAUCAGCCAGCCGUUAAACUAGUAAAGCUACCAGUGGGCAAUUCAAU
Vni-1-1 AACCAUCCUAUUGGACUGAGUGCGAACUCAUCAAUUAACACUUUUAUCAUGUAGGAGAUCUUGUCUGGUUAGCUUAUUU
Vni-1-2 CAUAUUUCUUAUUAAGGAGAACGACUCUACGACUUUAAGACACCGAGUAUAUUAGCGAUUUUUCUGAUUUUAGGUGCGC
Mam-1-1 UCGAUUUAAGUAACCUGUUAACAACAGAAUAUAAGUGUUCAUCUGUUACUCGCCAUAGCAAGUUAACUUUAAUUUAUUA
Ave-2-1 UGGCUUGCCACUGUCGUUCAACGCCGACAGUGGCAGACCGGAUUGGCUCACUCUAUAGUCGGGAUGCGAUUUUUUGCAU
Ave-1-1 UGGCUUGCCACUAUCGGUCAACGCCGACAGUGGCAGACCGGGUUGGCUCACUCUAUAGUCGGGAUGCGAUUUUUUGCAU
Ave-2-2 ACAAGGUCUCGAAUGGCAGGCUACCGAACAUGAUUAAUUGAUAACAAUUCCUAUUUCCAAGCAUUGACUAAGUUUUGCA
Nca-1-1 GUCACAAAUAACGGUCUUAAAAAACCAAAAAGCUGUUUGAAAUUUAUACAUCUGCAAACCUGAUCAUUUAUUUUGUGCU
Mme-1-1 GGAUAUGGAGUGCUUGGCAGCAAGUAAAUUGCCGGAUCUUCAAAAAUGCAGAGGAUUUGCGAGCUCAAGGAGUCGAGUG
Vha-1-1 AAGUAUUGUUUUAUCAAUAAAGCUCAAUUAACUAAUACUAAAUUGGUAUUAAGAGCUUGAAUAGUAAUCCUAAUGUACU
Vni-1-3 GCGCUCUCUUAUAUAAGAUAUGAGUAGCAUAUUUGAGAAUGCUGACGAUCGUGCAUUUUUUCUGAACGAAGAUCAUGUA
Msp-3-1 AAUAUACAUAAAUAUACAUAAAUAUACAUAAAUAUACAUAAAUAUGUAUAUUUGGAAUUGAUUUAUGGUUUGCGAUGUU
Msp-2-1 CAGAGUAAUAAAAAACCUAUAAGAAACAACAAGCUUAAAAGUUGGCACGGUAAUCGCUUCGUAUUAGAUAUGGAAAAGG
Msp-1-1 ACUAAAUCAAGACAAUAAAAAACCCAUAAAAAACAAUAGAUUUAAAACUUGGCACGGUAAUCGCUUUGUAUUACUCGUG
Mma-1-1 GCGAAUCCAUUUUUCGUUAUAUUUUUCAAGAAGUUAAAUUAGUGGCAUGAUUCUGGCUUGCAUAAAGCAUAGGAUCGGG
Mad-1-1 CAACCAAUCUGACGGCUUCUUCACUCAACUGUUUUAUAUAUGUUUUUCCGUUCUGGCACGGAUGUUGUUUAACAGACGA
Gpa-1-1 UUAUUGCUUUAUUUUUAUUUGGCACAGAACGUGCUACAUGUUUUGAUAAGCAAUACUUAUUAGUGAAAAAUAAGAUUUG
Pin-1-1 CAAAUUUUGAUGUUGUUUUGUACUAUUUUCUGUUUAAAUACGCUCGAAUUUAAUCAAUCCUAUUAUUUCCAUUCAGUUG
Nca-1-2 CUGCUAUAUUACACUCAGGCUUAAUCGAGUAUGAAUCUGGGGUUUGUGUUCCCCAGCCAAAAAGUUAGGCCGUUUCCAG

...............................................................................

...............................................................................qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa



236

Mme-1-2 CAAUAACUUGAUAGUUGGCCUGCGUGUUGCAAUAAAACAGUGCUGCAGACUUUUUACGGCAACAGGCAGUAUCGUCCGC
gpr-1-1 AGUGCCAGCUAAUUUGUCGCUAUUGAAUUCUCGUGUGCUAGAGGGACAUUCGUGUUUCCUUGUAUUUUGGGUGUGGGGG
Ssp-3-1 CGAAUAAAUUUAAUACUAAAGUUUGACGCCUUCAUUUUUAUCUAUCAUCUUAUAGUAGGAUUUUAAGCUUGGCUUAUUU
Ssp-2-1 CGAAUAAAUUUAAUACUAAAGUUUGACGCCUUCAUUUUUAUCUAUCAUCUUAUAGUAGGAUUUUAAGCUUGGCUUAUUU
Spu-1-1 UUGCAAUUGUUAUUUUUUUGUUCAUACUUGCGACUGAUAUAGGAGUUUUACGGGGAAGCUAAGUGCUUUCUUGACUUCU
Nwa-1-1 UUGUGAUUUCUCAAGGAAGAGAGUUCUUUAUGGUUGAGACUAAGCGCUUAAAACAACCCAGCGGGAAGGAGGUUUAACA
Nwa-1-2 GUGAUUGUUAGUGUAUUUUUUGAGAAAGCAGAUAAAUUAAACACUCGGGUAUAAGAAGCGAGACCAAGACCUUAUUGAA
Mme-1-3 GUUAGUAGCUAUUAAGUUGAGUUAGGAAUCGAAUUAAAUCGAUUUAAACGCCCAAAAUAUCGACCGGUUUUUGAGUUUA
Mme-1-4 AUCGGGGGGUAGAAGGCAUUUACCGGCUGAAUGACAGGGAUGAGGAUACCGUAGUUGGAUGAAAGACCGCGGAUAGGGC
Tcr-1-1 AUCUAAGUAGUUGAUGUUGCAUUAAAAAUGGGUAGAAUGGAUUCCAAGUAACACUACAAUGCUUAAUUGUUGUUACCCG
Sde-1-1 CAGUCUCGCUCUAUUCCUGUUUGCUCUAUAAGCCAUUAUUUGUUUUACAGGCUUGGCAACUCAUGUUAAUUUUUUGUGA
Gpa-1-2 UAUUAAAGUGAGAAAAAAAAUAGUUUAUAAAUGAACAAAAUGUUAACACUCAAGCUUAUUUUCAUUAUCCAACCGAUAA
Pin-1-2 AGCCCCUCUUUUUUAAUGACUUAAGGUUGUUUUAUCACUUUUAGUUCAUGACUUUUAUUGUUAAAAUAUUAUUGUGUGA
Pin-1-3 AACAUUUUUUAUUCCCUUUUUUUAUAAUAAGAUAGAUAAUCGCUUGAUUUAAUAUUUUAAAUUGUUACCAUGGACUCAC
Nha-1-1 CAAAAAAAGAUAAAACUUUACCGAUAUGAUAGUCAAGAAAAACAUUCAAAGUAAGACGGAUAAUAAUUUUUCUUAAAUA
Rsp-1-2 AUGGGAAAUUCUUUUAGAGUCAAUACUUUAACUUUAUUCAAAAGCUUUAAAAUUCUUCUUGCAUAAAAAUCAACCACUG
Aag-1-1 AAAAUGAAUUUUGGCUGGUAUUCUGGUUUAUUUAUCGUGAUUACCGAGAUUUUUAACUUGCAUAUAAUUUAGCCAUUCC
Aje-1-1 UUCCGCGACCUUAUCGCAAUUAGCACACUGUUCAACGUGUUUGGCAGUAAUAUUUUCUUGCGUAAAUUUUCAGCAUUCC
Aae-1-1 CCGCGACUUUAUCGCAAUUAGCACACUGUUCAACGUGUUUGGCAGUAAUAUUUUCUUGCGUAUAAUUUCAGCAUUCCUU
Rna-1-1 GCUGUUUAGCUAAGCGAUUAAAGUUAAAAAUAUUUUUGUUUUGCUGAAAAUUUCGCUUGCAUAAAAAUUAAGCGCUUAU
Iba-1-1 GGCCAAACCCUCCGUGAGGCGGGGACGGAAAGCUUCGGGUCUUCUAAAAAUAAAAACGAAGAUAGCCGGGUUGCAGCUA
Mme-1-5 GAGCGGCAAGGGAGAGGGUUAUGGAGUCAAAGGUGGGGGAAUUAAGAAAUGGUAGCGGGGAAGCGCCACUCUUUGAGUG
Msp-4-1 CGUUUGAAAGAAAAAACAAAUUUGUACCAAAGUACAGUAUUGCAUUCCCUAACGAUCAUGUAUAAAAAAACUGUGAUUU
Sha-1-1 CUGUUAGCUUGGGUUUUGUCGCUAUAUUUAGAUUUACAAAAUUAGGGUUACAGAUAAUAAUCCGCAAAAUAAGACGAGU
Spe-1-1 CUUUAGAUGUGUGUUUUUACGCUAUUUUUUGAUUUACAAAAUUAAGUAAGCAGAUAAUAAUCCACGAAAUUUUGUGGGU
Mam-1-2 UUAAUAUUUGUAAAAAUUAUUGACAUUAGCUAUUCCUUAAUAAAUUUCUUCGGACUAUGAUUAUGUGUGCUGAUUUUAU
Mam-1-3 CGUCUCUCAUUAAUUUAUACGUUUGCGAAAAUCGGAUAGUGCCGUUGUAGCUGUCUCUAUAUCAUCAAUCCUGGCUGGG
Mam-1-4 ACUCCCUUUUUUUAUUGCUUAUUUAUUUUUCUCACAAAAUCAUACUUUUGGCUGAUAGUCGCUACAACCCCAUUUCAUU
Mme-1-6 GGUAUAGCUAUUUUUGAAUAUUGUCAUAGAUGACUAUUCUCGAUUUGACUUGACGGGGCAGCAUGCCACGGCAAGCCAU
Mam-1-5 CUGAUUAAUUUUACGUUUUAGUACCAAAGUACAAUUGUUCAGCUAAUGACGAAUCACUAAUAUGUAUUCUGCAGGUAGU
Tcr-1-2 AAGCAUUGAGAAAAGGCGUUUUUUUUUAAAUUUACGUAAAAAAACUAUUGUUUUUUAGUAUCGAAUCUUUUAGUAUUAC
Mam-1-6 UCCAAUAGACGCUUACAUUAAACUGAAUUUAUUAUCGAAUCGUCUGAAAUUGUUCAGAUAAGAUCAUUAUUAGUGUAUA
Msp-4-2 AAUUCCAAUCGUACUAACUAGCGAGUAAUGUUCAACUAUCCCCGAGAGAAAUUUCUGGGAGAUAAAUGGUUCAGGGACA
Msp-4-3 UCAUUAUUAGUAACAAAGUAACAGUAUUGUUUAACCGUCGCUUGAGAGAUGUUUCUAAGGGACUUUUUUGUUAGGAACA
Msp-4-4 UUCUCAACAUUACUAGUGGGCUAGUAAUGUUUAAUCAUCACUGAGAGAUGUUUCUGGGAGAUAAAAGUUUCGGAAGUGG
Mam-1-7 AAGGUACAAUAGACACGGGUGGACAAUGCUCCAUAUCAUUCACUCAUCUGAAAAAGUCAGAUAGGUGAUUAUCAUAUCU
Mam-1-8 UUAAUAGCAAUCAGAACAAUAGACAUCAACGGUGAUGGCUUUGUAGCAAGAUCAUACUGGUCUUACACAAUGUCGGCGU
Mam-1-9 CAUUUUCUUGUAAUAGAGCCUCUAUACACUUAGCCGCAGAUGAAUAAUUAACUACUUGAGCAAUUGAGUGGUUUAUCAC
Mme-1-7 UCCGCUUGAUCACGCAAUUCUAAAUAAAGUACCGCGCUACAACGGUUGGCAAUGGCUGCCUCCGAACCAUGCAGGGAUG
Tcr-1-3 UAUGUUAUUGUUUAAUAGUUAAUUUUUCGUAAGAUUAAUAAAUUAACCUGAUUUAAGUUCAGGUUUCAUUAAUAUCAAU
Msp-4-5 GAAUUAUCUUGAAAUUUUUUGUUGUCAACCGGUUUAACCUUGGUUAAUAAUUUACAUGGGCUUAAUAGCUAAGCCUAAA
Vsp-5-1 AAAUGAGCGGGAUAUCUCCCUUUGUUUUACUAGUGCCAAUCUACAUCACUACAAAGCAGAUUAGUACAGCGAUAUCCCA
Vsc-1-1 AAAUGAGCGGGAUAUCUCCCUUUGUUUUACUAGUGCCAAUCUACAUCACUACAAAGCAGAUUAGUACAGCGAUAUCCCA
Msp-4-6 UCCUUAUUUAGUACCAAGGUACAAUAGUUUUAGCAAUUUUUUCCUAUAAGAUAGGCAACAUUGCUCCAGAAAUGAAUCG
Psp-3-1 AAUAUUUGCAAUUAAUUCUAUUUAACUAUAGUCUAUUGUUUUUAUUAUACAUAGUUACUAGUUUUUAUGUUGGUAAAAA
Pun-1-1 AAUAUUUGCAUUUAAUGAUAUUUAACUAUAGUCUGUUGUUUUUAUUGUACAUAGUUACUAGUUUUUAUAUUGGUUUAAA
Tma-1-1 ACUCGCCAAGAGCACGUCUUUCGUCGCCGAAAGCCAGACAAAAGCGCUUCGUUGAUUUGCCAUUAACAUUGUGCAAGUC
Asa-1-1 GUGUUAAAAAUAAAUAACAAAUAUAACAAUUCACAUGUGUUACACAGCUAUCACCGGAUAGGUGGAGCUGUCUUGUCCC
Ptu-1-1 UUAACGCAGUGGUUUGUUAUUGAUUUAUUAACUCACUCUUUUUUACUGUUUAGAGUAUUGACUCUAAUUCUUUUGUCGG
gpr-1-2 CGGUGCUGGGCCUCCGAUGCUAUGCAACACAUCCCUCCAUUUAACGUGGCCUAAGCUCCAUUAUCUGAUAUCUUGAUCA
gpr-1-3 CUGAAAAAAACUCAGCUUACUGUUCGGCACCUGUUGACCACUACAGUGGCCUAAACUUCAUUAUCUGCUAUCUUGAUCG
Ptu-1-2 ACAGAUAUAUGUACAACAAAUUAAAAACUAUUUUGUCAUGUUAAUGACAGGCAUCAAUUAUGCAGCUAAACUCAAAAGU
Psp-2-1 UAAAAACACAUUAAACCAGUCUUAAAGGAUUGGUUUUAUUUUUGGUUACAUUCUUUUGUUUGAUUGUUAUGCUAGGCCG
Pha-1-1 UAAAAACACAUUAAACCAAUCUUAAAGGAUUGGUUUUUGUUUUUGGUUACAUUCUUUUGUUUGAUUGUUAUGCGGGGUC
Par-1-1 UAAAAACACACUAAACCAACCCUAAAGGGUUGGUUUUUGUUUUUGGUUACAUUCUUUUGUUUGAUUGUUAUGCGGGGCC
Psp-1-1 UAAAAACACAUUAAACCAACCUUAAAGGGUUGGUUUUUAUUUUUGGUUACAUUCUUUUGUUUGAUUGUUAUGCGGGGCC
Ttu-1-1 UUUACGUACAUUCAGUAUGUUUUCCGCGCUAUACAAUUGUAAAAAUUAUGGUACUUUUAACGGCCAUUGUUGCCGCGAC
gpr-1-4 GGACCCGACGCUAGGUCAGCCGUUGAAUUGACAAGAAGCGGUGUGCGACUAUACUCAAUCUGGCUCGCACAACAGUGGG
Mtu-1-1 CCUACCAAAUUACGCCCGAAACACUCUACGUAAAAAUACUUUAAGUAGUUGUAUCAAUAUAUAUUUAUCAAAUCCUGAC
Mtu-1-2 AUAUUUCCAUGAGACAUUGAGACCCGAAGACGUUGUGCUUCAACUUAUACGCUACAAAUAUAAAUAUUAAUUUAAUGAC
Mal-1-1 CACAUCAAUUAUUUCUGAAAUUUAUACACUGUAACUCAACCGGAACGAAAAAAGCUUUCAAAGGGCUUUUAGACGCUCC
Psp-5-1 UUAAAUAAGCCAAGAAAAAUACCUGAACCAAUAUCACACUUUUGAGGGCUUAGAUUUAAUAUUAAAAGUAUUAUUUAAU
Pan-1-1 UAAAUAAGCUAAGAAAAAAUACCUGAACCAAUAUCACAUUUUUGAGAGCUUAAAUUUAAUAUUAAAAGUAUUAUUUAAU
Ple-1-1 CCAUAAGAUAAGAACAAUUACCUGAAGCAAUAUCACACUUUUGAGAGCUUGGAUUUAAUAUUAAAACUAAUAUUUAAUA
Pci-1-1 UCACAAUCAUUUAGAGCUUAUACGUAAAUUUAUUAUUGUAAAAAUUGGAACCUUCCUAUAAAGUGCCGGCAACACAUCA
Swo-1-1 AUGUUAAAUUAUUGUGUUGCAUAUGUAGUUAAAUUAAGUCUAUCCUAAAUAACAGAUGACAGCGUUGUCAUCCAAAGCA
Vsp-2-1 GAAUUGUCAUUUUUCGUUGUUAUGCUUUUUCGCGUGGUUAGCAAAGGCUUACCCACACUCAGUUCAUCAUCUCUUCUCU
Aca-1-1 AUGAGAUGGCACUGUCAAUUUUUACACUUAAUUUUUUAACAAAAUAUAGUCAUGAUGAGUGGUCGCCACAGGCGGCACC
Aaq-1-1 CGAUGAGGUCAAGCUGUAAAGAUUUACACUUAAUUAUUUAAUCAAAAAUAGUCAUGAUGAGUUGUCGCCAAACGCGACA
Asa-1-2 AUGAGUCAAGCUGUAAACAUUUACACUUAAUUAACUAAUCAAAAUUAGUCAUGAUGGUAGUGUCGCAAGAUGCGACACC
Ave-2-3 UGGAUGAUGCAUUUAAACAUUCAACUUCAAAUAGCGAAUCAAUGCAGUGCACAAUGCUGAUGGCCGAACAUUUGGCCCA
Ave-1-2 GGGAUGAUGCAUUUAAACAUUUAACUUCAAAUAAUUAAUCAAUGCUGUGCACAAUGCAGACGGCCGAACAUUUGGCCCA
Asa-1-3 GUGAUCUGGCUUGCAUCCACAUAUUUUUCUUCGAGAAUGAAGAUUGAGACUCUGCUGGUUGAUUCCUAUACUCGGCUUG
Aaq-1-2 UGAUCCCGCUGGCAUCCACAUAUUUUUCCUCGAGAAUGAAGAUUGAGACUCGGCUGGUUGAUUCCUAUACUCGGCUUGU
Aca-1-2 UGAGGCCGCCAGCAUUCACAUAUUUUCCUUCGAGAAUAAAGAUUGAGCAGUGGUCACUUGCUUCCUAUACUCGAGCCGU
Cps-1-1 CGUAUUAUUUCCAUUCUCAUUUUCACUAACUGUUCUCUCGCGCCCAUUUAGCUUGCACUUUGGUAACAAUUACGUGAUA
Psp-4-1 CGUGAAAUUAUCUCAGUUUAGAUUGCAGUAAAAAAACAGCAAAUUGAUAGGCAAAAUAAUGAAACCCGUUCUAGACUUA
Vpa-1-1 GAAAUUUCAAAGCGAGAUUGCCCUUCCACAAACGCAAUCAGAUCGUCGCUUUUAAACAAAACUAUCACUACAUUUCGCG
Cps-1-2 CUCUUUUUACCUCAUAAAGGUAAACAAAAAUAGCCUUUUCUGUUUACAUUUAAGGAAUUCAUCUUAUAAUAAUGGGGUU
Swo-1-2 UAAAAUUGACAGCGUUAUCAUUGUUACGUAUUUUAUGCCUGUCGGUGACGAUAAGCAGAAGGUAAAUUAGUCUGCCCUU
Ptu-1-3 GUUAGCCAAUCAUUUAAAUCUAGUGAUUAAGUUUGGUUUUUAAUCUUAAUGUAAUAUUUUUGUUUGAUUUUUUAGGUGG
Gho-1-1 AGGAUAUCAAUAACCUUUGUUUUGGACCAAUAUCACACUUUGCCAGACCAGCAAUAACGACAAAGUGAUGCGAUUCGGU
Ppr-2-1 UAACUGAAGCAACAUCACAUUUACGCAGUUUCCAAGCAGGAACAAACGGGAACAAACAGGACCAAACUUACUAUCUACG
Ppr-1-1 ACCCAUAGAAAUAAACCCAAUACCUGAAGCAAUAUCACAUUUAAAAAAUUUCGAAACGGAAUAAAACUGACUAUCUACG
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Pda-1-1 UUACUCAUUUUAAAUUAUUAACUGAAUCAACAUCACAAAUUUUGCAACUUAAUAUAAAAAAUAUUAAGCUAUCUACGUU
Vsh-1-1 GGCACAAAUCCCAAUCGAUUAUCUGAAGCAAUAUCACACUUUUACCAUACAACCGUCAUAGAUGUGAGUCAUUUUCAUU
Vsp-9-1 AUAAUUCAAAGAUCAUUAAUUGAAGCAAUAUCACAUUUUGAAAUAAGAAGUGUGAGCCUAAUUCAACAAAAACUUUAUU
Vsp-4-1 AUAUCUCAAAGAUCAUUAAUUGAAGCAAUAUCACAUUUUGAAAUAAGAAGUGUGAGCCUAAUUCAACAAAAACUUUAUU
Vcy-1-1 AUAACAGCAAGAUCAUUAAUUGAAGCAAUAUCACAUUUUGAAAUAACAAGUGUGAGCUUCAUUCAACAAAAACUUUAUU
Vsp-8-1 CAUACCGGAAAGAUCAUUAAUUGAAGCAAUAUCACAUUUUGAAAUAACAAGUGUGAGCCUCAUUCAACAAAAACUUUAU
Vba-1-1 CAUAUAAUAAGGAUCAUUAAUUGAAGCAAUAUCACACUUUGAAAUAACAAGUGUGAGCCUCAUUCAACAAAAACUUUAU
Vni-1-4 UUUAUAUCUAUGCAUUUAUUUUUUGGAUUAAGAUCACAUUAGAGGCAUCUCGAUGUGAUUCUUGUUCAAUUUUUUCUCU
Vvu-3-1 UUCACUUAACUGCAACUAUUAUCUGAACCAAUGUCACAUUUUUUAUUUGAAAAUGUGAUGUUACUCCAAUAGAAAUCGU
Vvu-2-1 UUCACUUAACUGCAACUAUUAUCUGAACCAAUGUCACAUUUUUUAUUUGAAAAUGUGAUGUUACUCCAAUAGAAAUCGU
Vme-1-1 UCAUAUAAACAAUCACUGAGUGUGAUAUUUAUUCAAUGAUUUGUUUAUUUUAUACAUCCAAGUUAUACUAUUUUUUCAA
Vsp-7-1 CAUAGGUAUUAAUAACUUAGCUUAUUCUCACAUUUGAAAUACCAAGUUGUGAGAAUAAGCCAAGAUUGGUUAAUUUUUA
Vch-24-1 UGCGAGUAUUAUUAGUAGGGCUCAUUCUCACAUUUGAAAUAUCAGUAUGUGAGAAUGACCCAAGAAUGAUUAAUUCUUA
Vch-28-1 UGCGAGUAUUAUUAGUAGGGCUCAUUCUCACAUUUGAAAUAUCAGUAUGUGAGAAUGACCCAAGAAUGAUUAAUUUUUA
Vch-6-1 UGCGAGUAUUAUUAGUAGGGUUCAUUCUCACAUUUGAAAUAUCAGUAUGUGAGAAUGACCCAAGAAUGAUUAAUUUUUA
Vch-13-1 UGCGAGUAUUAUUAGUAGGGCUCAUUCUCACAUUUGAAAUAUCAGUAUGUGAGAAUGACCCAAGAAUGAUUAAUUUUUA
Vch-19-1 ................................UUUGAAAUAUCAGUAUGUGAGAAUGACCCAAGAAUGAUUAAUUUUUA
Vmi-2-1 AACUAGUAUUAUUAACUGGGCGCAUUCUCACAAUUGAAAUAUCAAUAUGUGAGAAUAACCCAAGAACGAUUAUUUUUUA
Vmi-4-1 AACUAGUAUUAUUAACUGGGCGCAUUCUCACAAUUGAAAUAUCAAUAUGUGAGAAUAACCCAAGAACGAUUAUUUUUUA
Vmi-3-1 AACUAGUAUUAUUAACUGGGCGCAUUCUCACAAUUGAAAUAUCAAUAUGUGAGAAUAACCCAAGAACGAUUAUUUUUUA
Vsp-6-1 AGCGAGUAUUAUUAACAUGGCUCAUUCUCACAAUUGAAAUAUCAGUAUGUGAGAAUUACCCAAGUUUGGUUAUUUUUUA
Van-1-1 UUAAAUAAUGGUAAAUUUGGAAUGAGUGUCACGCAAAUAAUAAAUAAACGUGAUGCUCAUCCAAAAAUUUAUAUAUUCU
Vor-1-1 UCAAAUAAUAGUAAAUUUGGAAUAAGCAUCACGAAAAUAAUAAAUAAACGUGAUGCUCAUCCAAAAAUUUAUAUAUUCU
Vfu-2-1 GUUAGAGACAUAUAUUUGAAUGACAUCACAUUUACAUCAAGUAAAUGUGAUGCUUAUUCAAACUUUUGAUUAUCCUUUU
Vfu-1-1 GUUAGAGACAUAUAUUUGAAUGACAUCACAUUUACAUCAAGUAAAUGUGAUGCUUAUUCAAACUUUUGAUUAUCCUUUU
Vpa-3-1 CAUGCACAAAAUGGCAUUAUUUAUUGAAUCAAGAUCACGUUUUAAAAUCUAAAGUGUGAUGUUAAUUCAAUAUACGAAG
Vpa-7-1 CAUGCACAAAAUGGCAUUAUUUAUUGAAUAAAGAUCACGUUUUAAAAUCUAAAGUGUGAUGUUAAUUCAAUAUACGAAG
Vha-3-1 ACACACCAAAAUAGCACUAUUAACUGAACCAAGAUCACACUUUGAUGCUUGAAACGUGAUGUUAAUUCAAUAUACGAAG
Vha-2-1 ACACAUCAAAAUGGCACUAUUAACUGAACCAACAUCACAUUUUGGUGUUUGAAACGUGAUGUUAAUUCAAUAUACGAAG
Vsp-1-1 ACACAUUAAAACAGCACUAUUUCCUGAAGUAAGAUCACGUUUUUAAAUUUGAAGCGUGAUGUUAAUUCAAUAUACAAAG
Vro-1-1 CUCACGAAAAAAUAAUUAUUAAUUGAACCGAAAUCACAUUUAUAAACGCAAAAUGUGAUAUUAGUCCAAUAUAGCAAGU
Vsp-3-1 AUGCGCUUGUCGACACUUUUUAUUGAACCAGAAUCACACUUUUACGGGUAAAACGUGAUGUUAAUUCAAUAUACGAAGU
Vsp-2-2 ACCAUAAAAGCACUGCGUUUUACUGAAGCAAUAUCACACUUUGAUCUCUAGAUUGUGAUGUUAAUUCAAGAUAAAAAGU
Vha-1-2 CACAUCAAUUUAACGCUAUUAACUGAACCAAGAUCACACUUUUAUAUUUGAAACGUGAUGUUAAUUCAAUAUACGAAGU
Vca-1-1 CACAUCAAAAUAGCACUAUUAACUGAACCAAGAUCACACUUUGGUGCUUGGAACGUGAUGUUAAUUCAAUAUACGAAGU
Vor-2-1 GAGCCUAUUUAUUGAAGCAAGAUCACAUUUAUCCUAUAGAGACGUGAUUCUCAGCCCAAAAUCCAUUUAUGCUUAUUAU
Vtu-1-1 CCCUCUAUUUAUUGAACCAAUGUCACAUUUAUCCUAUACAAACGUGAUGUUCUGCGCAGAAUUUAUUUAUUCUUAAAGU
Vca-2-1 UGGGCUUUUUCCUGCAUCAAGAUCACACUUAUUUGAUUUGGGCGUGAUGUUACGCUCAAAAUUUAUUUAUUCUCAGAAU
Vsi-1-1 CACACCAAUUUAAUGAACCAAGAUCACAUUUAGUCACUCUAAGUGUGAUACUUACCUCAAAUAUUAUUUAUCCUUAAAU
Vpa-1-2 CCGCCAAAUUACUGAACUAAGAUCACAUUUACUCACUACAAGUGUGAUACUUACCUCAAAUAUUAUUUAUUCUUAACUU
Vbr-1-1 CCCUCUUUUUACUGAACCAAGAUCACACUUAUCCGAUUCCGGCGUGAUGUUCUGCGCAUAUUUUAUUUAUGCUCUAAAU
Vco-1-1 CACGCAAUUUCCUUGAACCAAGAUCACAUUUGAUCAAUAGAGAUGUGAUACUUACCUCAAAUUUUAUUUAUCCUUAAAA
Vsp-5-2 AAAGUUAUUCUUGCAUAAAGAUCACAAUUAUCCCAUAUUAAUAGACUACUUCCUGACAGAAGUAAUUUAAUCUUUAGCA
Vsc-1-2 AAAGUUAUUCUUGCAUAAAGAUCACAAUUAUCCCAUAUUAAUAGACUACUUCCUGACAGAAGUAAUUUAAUCUUUAGCA
Vic-1-1 AAACUUAUUCUUGCAUAAAGAUCACAUCUAUCUCAUAGUAAAGAGAUACUUCCUGACAGAAGUAUUUUAAUCUUUAGCA
Asa-2-1 CAGAAAAUCACUCCUAUUUUCUGAACCAAUGUCACAUAACUUGCAAGUGGACAACAUUUCAUCUUAUUGAUUACUAUAU
Vfi-2-1 ACAAAUUUACACAGGUAUUUUUUGGAUCAAUAUCACAUUUCCGUGUUUUUUCGUUCAAACUUUUGUUAUUGAUUGCUAU
Vfi-1-1 ACAAAUUUCUGUAAGUAUUUUUUGGAUCGAUAUCACACUUUUGUAUUUUUCCGUUCAAACUUUUGUUAUUGAUUGCUAU
Ssp-1-1 AAUUUUUGACAGCGCUGUCUUUUGUUGCUAAUUUAGCCAGGUCAUUGCUACUCGAUUACAUACUAUUAACUCGUAGUGA
Son-1-1 AUUUAUUUUUUGACAACGUUGUCUUUUGUUGUUAGGUUAGCCGGGUCUUAGUGUUUAAGUUACAUCCUGUUAACUUAAU
Ssp-3-2 UAUUGAUUUAAUUUUUGACAGCGCUGUCUUUUGUUGUUAGUUUAGCCGAGUCUCAUUGCUUACGUUACAUACUGUUAAC
Ssp-2-2 UAAUAACUUAAAUUUUGACAACGCUGUCUUUUGUUGUUAGAUUAGCCGGGUCUCAACGUUUAAGUUACAUACUGUUAAC
Sba-8-1 AAUUUUUUGACAGCGUUGUCUUUUGUUGCUAAUUUAGCCAAGUCAUUUCUACUUGAUUACAUACUAUUAACUCGUAGUG
Sba-2-1 AUUUUUUUGACAGCGUUGUCUUUUGUUGCUAAUUUAGCCAGGUCAUUUCUACUUGAUUACAUACUAUUAACUCGUAGUG
Sba-5-1 AAUUUUUUGACAGCGUUGUCUUUUGUUGCUAAUUUAGCCAAGUCAUUUCUACUUGAUUACAUACUAUUAACUCGUAGUG
Sba-4-1 AAUUUUUUGACAGCGUUGUCUUUUGUUGCUAAUUUAGCCAGGUCAUUUCUACUUGAUUACAUACUAUUAACUCGUAGUG
Sba-7-1 AAUUUUUUGACAGCGUUGUCUUUUGUUGCUAAUUUAGCCAGGUCAUUUCUACUUGAUUACAUACUAUUAACUCGUAGUG
Ppr-1-2 UCCUGUGAAAUUAAAUGCACUUAAGCCUGCUUUUUUAGGCAUUUAAUGUAGAGUGGUUAUGAGUGAUGAAGAUCACAUU
Ppr-2-2 GUGAAAUUAUAUGCACUCAAGUCUGCUUUUUUAGGCAUUUAAUGUAGAGUGGUUAUGAGUGAUGAAGAUCACAUUUAAA
Vor-2-2 GGAAUUCGAGAAGACCAUUCCACAAUCAAACUAUUCACAUCGAUUUUAUAAGGAAGCUUAACUACAUUUCGCCUGCCUA
Vbr-1-2 UAUCGACAACUUAUUCAAUUCGAGAAUGUAAUUCCAUAUUCGUUCGUCUGCGUAGAUUUUGCCAAAACCUUUGGCUACA
Vba-1-2 AUUAAAAGUUCGAGAUUAGCAUCCCACAUUUAAAUCGAUUGAUUCGCAUUUAUAAAACUCGUUGGCUACAUUCCGCUUG
Vsp-8-2 AUUAAAAGUUCGAGAUUAGCAUUCCACAUUUCAAUCUAUUGAUUCGCAUUUAUAAAACUGGUUGGCUACAUUUCUCUUG
Vsi-1-2 UCGCUUAAAUUUGAAAUCGAGAAUAUGCUUCCACAAACCCAUUUCAUUCGUCGCUUUUCUUAAAUUAUUUAACUACAUU
Vtu-1-2 GGCUUAGCUUUUCUGAUUGGCGUUAGCUACAUUUCGCCUGCUUAUACAAAACUCAUUACUUUGUAAUCUAACAAUAUAU
Pru-1-1 GGCCUUAUUUCAGGUGAAAUGUGCAAAUAAUGUGAAAGUUGAUGUGUGGGCUUUGUGAUUAUUGCAAUUUUGGGCUACC
Pci-1-2 GAAUCUUGCUUGAUUGAAAUGUGCAAAUAUUGUGAAUUUUAAGGUUUGGGCCUUGCGGUUAUUGUCACCUUAAGCUAAC
Fba-1-1 AUAUCGGGAAAUUGACGCCAAAUCUUUGUUGUUGAAAGUGUUUUUGCGGUGGCCAUACCAUCCGCUGGCGUAUGCGGUG
Vsp-3-2 ACCGUUACCUUUCAAUUUGAGAACAUGAUUCCAUGUCAGUGUCGUUUACUUUUCCACAUGUAAAUUCUUGAGCUAAAUU
Val-1-1 UUAAGAUAUCGUUAUCUUUCAAUUUGAGAACAGGAUUCCAUGUCAGUGACGUUUACUUUUCCACAUGUAAAUUCUUAAG
Val-2-1 UCAUUAUCUUUCAAUUUGAGAACAGGAUUCCAUGUCAGUGACGUUUACUUUUCCACAUGUAAAUUCUUAAGCUAAAUUU
Vpa-7-2 GAUAUUAAAUUGCGAGAACGAUUCCACAAGGAGAUGAAUUAUUUUUAUUUGCCCAGAUUCAUACGCUACAUUCCGAGUG
Vpa-3-2 GAUAUUAAAUUGCGAGAACGAUUCCACAAGGAGAUGAAUUAUUUUUAUUUGCCCAGAUUCAUACGCUACAUUCCGAGUG
Vpa-3-5 GAUAUUAAAUUGCGAGAACGAUUCCACAAGGAGAUGAAUUAUUUUUAUUUGCCCAGAUUCAUACGCUACAUUCCGAGUG
Vpa-4-2 AAUGGAUAUUAAAUUGCGAGAACGAUUCCACAAGGAGAUGAAUUAUUUUUAUUUGCCCAGAUUCAUACGCUACAUUCCG
Svi-1-1 GCGUUCUUGCUUAAAAUUAUGUUGUAUUUUUGAUCAAAUUAAGCCUAUGCUAAACAAGUGAUGACAGCGUUGUCAUCUG
Ppr-1-3 UAGCAGCAGAAUAACGUUUCAUCCGUUAUGGUUGGGAUAAGAACCCAUAAGAUAUACCUCAAUAUUUAUUUAAAAUCAC
Ppr-2-3 UAGCAGAAUAACGCUUUAUCGACAGUGUUGCGUUUCAACAAAAUGAUAAGGAUCUAUCUAGGCAUUUAUUUAAAAUCAC
Vch-17-2 UUAUUUAACUCUAAAAAAUAAGCGUGAGAGCUUGAUUCCACAUAUUGAGUAAUGACUUCGCUUUCUCUCUUGGUCUUAA
Asa-1-4 AAAAGUGGCUUAUUAAUAACCUGCCAGGGGUUUGCCCUUCCUCGUUUAACUCCUUAUAUUCAACCGGCGAUUAUUUUUU
Aaq-1-3 AAAGUGACUUAUUAAUAAUCAAUCAGGGGUUUGCCCUCUCUCCUUUGACUCCCUUAUAGUCAGGUCGCGAUUAUUUUUA
Aca-1-3 UUGAGUCUUGUUGGGUGUCACUUUUGGCAGGUGGCACCCGGGCGACUCUCCUCUAUAGUCAUUCGGCGAUUAUUUUUGU
Aaq-1-4 ACCGAGGAGAAUAAAAAACUAUUUGUGACCGAUACCUCACACUUUUUUAUGGUGAUUGAUUUCUCAAAGUGCGAUGUUA
Ave-2-4 ACGUUAUUAAUUAUGCAGACUAACUGUGAUCCAUCUCUCAUGAUUUUUAAGCCGAUUGAUUUCUCAAAGUGGAGUGUUA
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Ave-1-3 ACGUUAUUAAUUAUGCAGACUAACUGUGAUCCAUCUCUCAUGAUUUUUAAGCCGAUUGAUUUCUCAAAGUGGAGUGUUA
Asa-1-5 CCAAUACUAAUUGGCACUUGUGAGGUGUGACUUAUAUCCCAUCUUUUUUUAUAGCGAUUGAUUUCUCAAAGUGGGGUGU
Ave-2-5 UCAAAACCAACUAUUGAUUAAUUUAUUUUCAAGCAUCUAUCAUAGGCAACCUGCCAUGCAGGUCACUUGAUUCUCUGUG
Ave-1-4 UCAAAACCAACUAUUGAUUAAUUUAUUUUCAAGCAUCUAUCAUAGGCAACCUGCCAUGCAGGUCACUUGAUUCUCUGUG
Ave-1-5 UGGAAACCGGUGGGCUGGCAAUGGUCCGAUUUGCUUACUUAUCAGAAUUACCCUACAGUCAAUCGGCGAUUAUUUAUCG
Ave-2-6 UGGUAACUGGUGGGCUGGCAAUGGUCCGAUUUGCUUACUUAUCAGAAUUACCCUACAGUCAAUCGGCGAUUAUUUAUCG
Fba-1-2 CCCUUUUUUGUUACUUCGUUGUGAGUCAGUUGGUGAAAUGUGUGAAAAAUGAUCUGGUAUCCGCUAACGCAUUGGCUAU
Sha-1-2 CAAACAAAGCAAGUAACCAACAAUUUCAAGAUAAAGAUUGCACUACAAAGCCGUUACCAAUACAUUCGCGCAACAGUAA
Ssp-2-3 AGCAAUCGGUAUAACAGCCUAGCUGUUAAUAUUUGGUUGCAAUUUGGUUGGGUUGCGACAUAUGCUAAAUAACGUAAUG
Ssp-3-3 AGCAAUUGGUAUAACAGCCUAGCUGUUAAUAUUUGGUUGCAAUUUGGUUGGGUUGCGACAUAUGCUAAAUAACGUAAUG
Sde-2-1 CUCAUCUUUACCCCAUUCCUUUUGUUAAGUUUUUGUUGCUUUUUUAAUACCCAUGAGUUUAUGCUAACCAACCCAAUGA
Ssp-1-2 UUAUCGGUACGACAUUCCAUUUGUUAAUAUUUGGUUGCAAUUUUAAUCAAUGUGCGUUUAUGCUGAUUACCGUAAUGAC
Sba-8-2 UUAUCAGACCACUACCUUAGUUGAUAAUAUUUUGUUGCAUUUUUAUUGCGCUUACGUCUAUGCUGAUUAUCGCAAUGAC
Sba-7-2 UUAUCAGACCACUACCUUAGUUGAUAAUAUUUUGUUGCAUUUUUAUUGCGCUUACGUCUAUGCUGAUUAUCGCAAUGAC
Sba-5-2 UUAUCAGACCAUUACCUUAGUUGAUAAUAUUUUGUUGCAUUUUUAUUGCGCUUACGUCUAUGCUGAUUAUCGCAAUGAC
Sba-2-2 UUAUCAGACCACUACCUUAGUUGAUAAUAUUUUGUUGCAUUUUUAUUGCGCUUACGUCUAUGCUGAUUAUCGCAAUGAC
Sba-4-2 AUCAGACCACUACCUUAGUUGAUAAUAUUUUGUUGCAUUUUUAUUGCGCUUACGUCUAUGCUGAACAUCGCAAUGACAA
Osp-1-1 UCCUGAGGCCAAUACCCCCAAUAAAAUCAAGGACAGGGUUGCAAAGUCCUUGUUUUUUUAGUCAAAUAUUGACGCACAG
Gxi-1-1 GCACUUUACGCAAGCAAUAUGCAAAUAUAUGCUAGGACCUGAACCGUUAAGGUUCCGUUUAAGUAAUGGAAGCCGAGCU
Fba-1-3 UGCUUCCGCCCCACCCCAUUGCGAAAGGCGUUUUUUCUGCCCUAAUCUGACGCCGGUGACAACGCUGUCAUUUGUACCU
Vvu-2-2 UUUUCAUCACACUUUUUCGAGAAAUUAAUUCCAAAUCCAAUCAAUUAAUUCGCCUCAUCGUUAUUCUCAUCCUAAAUUA
Vvu-3-2 UUUUCAUCACACUUUUUCGAGAAAUUAAUUCCAAAUCCAAUCAAUUAAUUCGCCUCAUCGUUAUUCUCAUCCUAAAUUA
Vvu-1-2 UUUUCAUCACACUUUUUCGAGAAAUUAAUUCCAAAUCCAAUCAAUUAAUUCGCCUCAUCGUUAUUCUCAUCCUAAAUUA
Vsp-6-2 ACUCUAAAAAUUAAGCCUGAGAGCUUCAUUCCACAAACGUUGUCUUCGCUUAGCCUUAUUGAACAAAGUUAGUUAAAUU
Vch-24-2 ACUCUAAAAAAUAAGCGUGAGAGCUUGAUUCCACAUAUUGAGUAAUGACUUCGCUUUCUCUCUUGGUCUUAAGUAAAUU
Vch-22-3 ACUCUAAAAAAUAAGCGUGAGAGCUUGAUUCCACAUAUUGAGUAAUGACUUCGCUUUCUCUCUUGGUCUUAAGUAAAUU
Vch-15-2 ACUCUAAAAAAUAAGCGUGAGAGCUUGAUUCCACAUAUUGAGUAAUGACUUCGCUUUCUCUCUUGGUCUUAAGUAAAUU
Vch-4-2 ACUCUAAAAAAUAAGCGUGAGAGCUUGAUUCCACAUAUUGAGUAAUGACUUCGCUUUCUCUCUUGGUCUUAAGUAAAUU
Vch-13-2 ACUCUAAAAAAUAAGCGUGAGAGCUUGAUUCCACAUAUUGAGUAAUGACUUCGCUUUCUCUCUUGGUCUUAAGUAAAUU
Vch-18-2 ACUCUAAAAAAUAAGCGUGAGAGCUUGAUUCCACAUAUUGAGUAAUGACUUCGCUUUCUCUCUUGGUCUUAAGUAAAUU
Vch-5-2 ACUCUAAAAAAUAAGCAUGAGAGCUUGAUUCCACAUAUUGAGUAAUGACUUCGCUUUCUCUCUUAGUCUUAAGUAAAUU
Vch-30-2 ACUCUAAAAAAUAAGCGUGAGAGCUUGAUUCCACAUAUUGAGUAAUGACUUCGCUUUCUCUCUUGGUCUUAAGUAAAUU
Vch-6-2 ACUCUAAAAAAUAAGCGUGAGAGCUUGAUUCCACAUAUUGAGUAAUGACUUCGCUUUCUCUCUUGGUCUUAAGUAAAUU
Vch-26-2 ACUCUAAAAAAUAAGCGUGAGAGCUUGAUUCCACAUAUUGAGUAAUGACUUCGCUUUCUCUCUUGGUCUUAAGUAAAUU
Vch-12-2 ACUCUAAAAAAUAAGCGUGAGAGCUUGAUUCCACAUAUUGAGUAAUGACUUCGCUUUCUCUCUUGGUCUUAAGUAAAUU
Vch-3-2 ACUCUAAAAAAUAAGCGUGAGAGCUUGAUUCCACAUAUUGAGUAAUGACUUCGCUUUCUCUCUUGGUCUUAAGUAAAUU
Vch-28-2 ACUCUAAAAAAUAAGCGUGAGAGCUUGAUUCCACAUAUUGAGUAAUGACUUCGCUUUCUCUCUUGGUCUUAAGUAAAUU
Vsp-7-2 ACUCUAAAAAUUAAGCGUGAGAGCUUCAUUCCACAAACCUAGUAAUGACUUCGCUUUCUCCUCUGACCUUAAGUAAAUU
Vmi-1-2 AUAUUAGUUAUUUAGCUCUAAAAAUUAAGGAUGAGAGCUUCAUUCCACAAAAUCUGUCACCACUUCGCUUUCCCACCCC
Vmi-2-2 AGUUAUUUAGCUCUAAAAAUUAAGGGUGAGAGCUUCAUUCCACAAAAUCUGUCACCACUUCGCUUUCCCACCUCAAAUU
Vmi-4-2 GCUCUAAAAAUUAAGGAUGAGAGCUUCAUUCCACAAAAUCUGUCACCACUUCGCUUUCCCACCCCAAAUUGAUUAAAUU
Vmi-3-2 GCUCUAAAAAUUAAGGAUGAGAGCUUCAUUCCACAAAAUCUGUCACCACUUCGCUUUCCCACCCCAAAUUGAUUAAAUU
Vic-1-2 AAAAGCAUACCAAAGGAGAUUUUCAUUCCAUCUUCUGCUGGAUUUUAUCGCUGUAAAUCCACUUUGUAAGCUAAAUUAC
Vsp-5-3 GAUUCUGUCGCGCUCUUUUCACUUUCUAAGCUAAAUUUCUCCAGCUCAUAACAAGUAGAACAAGCAAAGACUUGUUUUG
Vsc-1-3 GAUUCUGUCGCACUCUUUUCACUUUCUAAGCUAAAUUUCUCCAGCUCAUAACAAGUAGAACAAGCAAAGACUUGUUUUG
Tsp-1-1 AACGCUGUGAUUUGAAUCACGGAGACCAAUCGCCUGAUCAGCGACUAUUCCUACGUGAAAGCCACUAGCCAAGGCAAUU
Tsp-1-2 AGGGAAUCGGAUGACAUCCAUUCACGCCCUUCCCUCGCGGGAUGGCGGAACGACACAAGGACAGGCCCAACACGCGUUA
Tsp-1-3 GGCAUCUCGACGCCCUCGCUACGAACGGUGGUGAGAUUUGCGGGCUAGGCCAACGGAUACAGGAGUGCCAUCGGCAGAA
Tsp-1-4 GACGAAAGGGCCCGCAGGAUGUGAUGAAACCCUCAAACCCGCACCCGCUCCUUGACCAGAAUCACAGUCGUGGCCAGAU
Cps-1-3 UUGCGGCGAACAGCACAAGAAGGUCAAAUUAACCUUGAGUUUAAUCUGACCAACUACUUAGUAAUUUAUAAUAUAAAUU
Tau-1-1 GCAUGAUACGGACGUCAUGAAUAUCCAUUCAUUUUGUUUGUGCUGGUCACAUUUGAUGUGACGUCAUGCGACCAACCAC
Slo-1-1 UCGAUUUUUUGGUUGAGCUUCGCUUGAAUUAAUUGCUAGAAUGCCCGUGUUCUCUGGGCUGUAGCAGCUUAGAGGUUUA
Tth-1-1 UGUAAAUUUAUAUCUUUAGUCCUAUAUUUUUACCAACAAGAAUCCCACCUUUUGUUCUAUACUUCUAGUUGCUAAGGAC
Nca-1-3 GAAUUGAUCAGUAUUGACUGGUUAUUCUUUGUACAGGUAUGUGCUAUGCUGGUUAAACAAGCGUUUGUUUGGCUUGUUU
Gxi-1-2 AAUGCGGGGCCUUACUGCCGUCAGCCGGAUCGGUGCUGACUCAGUCGGAGCGGACCCCCUCCGAGGCCUGUAGUUAUUC
Sde-1-2 AUACAAAGCAGACGUUUAUUUAAACAAUCUGCUCCUCAUUUCAGCCUGUAUCGGCUUGUUUUGAGUAUCGUCGCUCGCU
Sse-1-1 CGAAACACUUUGAUACAUUGAUUGGCAGCAACAUUUCACUUCGUAAAGUGCCAAUGAUAUGCGGGCAUCAAGCCUCAUA
Mst-1-1 AAAUUGGCAGACGAGGUUUUUUGCUGCUACUAUCACCCUAGGUUUGGCUGUGUCAGCGGUCCGACUUAUUAUUACUCCA
env-1 CAAAAAUUGGCAGACGAGGUUUUUUGCUGCUACUAUCACCCUAGGUUUGGCUGUGUCAGCGGUCCGACUUAUUACUCCA
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Rsp-1-1 AGCUGUAGCUA.........U.A.C..U......CAGCAGUGGCACG.U.C..A.G..CUGAAA.................................................A.G.C..UGC.A
Vni-1-1 UUUGCUCAACG.............C..U........CAAAAGGCAAA.C.U..U.G..CUUAAA.................................................A.G.C..AG..G
Vni-1-2 UAACCUGACUU.......CGCU..C............UAAGGGCAAA.C.U..G.G..CUGUAA.................................................A.G.U..CA..G
Mam-1-1 AUUUUGUUCAA.........CA..U..A........UUAUCGCCAAA.C.C..U.G..AUGUGA.................................................G.U.C..AG..G
Ave-2-1 CGCAAAUGAAG....U..A.AC..C..G..........AAGGGCAAA.C.C..G.A..UCGCAA.................................................G.A.U..CG..G
Ave-1-1 CGCAAAUGAAG....U..A.AC..C..G..........AAGGGCAAA.C.C..G.A..UCGCAA.................................................G.A.U..CG..G
Ave-2-2 CAAGGUUGUAU....U..U.AUC.C...........ACCUCGCCACU.C.C..C.G..AUGUGA.................................................G.U.C..GG..G
Nca-1-1 UAACUGCAAUG.........GAACC..C........UAAUGGCCAAA.C.C..U.G..CCGUGA.................................................G.A.C..AG..G
Mme-1-1 AUGUUGCAAGG.............AUUG......CAACCCCGCCACA.U.C..C.G..CCGCGA.................................................G.A.C..GG..A
Vha-1-1 AAAUUUAUGCC.....A.A.CU..C..A........UUAAGGGCAAA.C.C..A.A..UCGUGA.................................................G.G.U..UG..G
Vni-1-3 UUCUACCGCGA.........CU..CUUA............GGGCAAA.C.C..C.A..UUGAGA.................................................A.G.U..GG..G
Msp-3-1 GUUAAAUGCGC.......C.GU..U..G.......UAAAAAGGCAAA.C.A..A.A..UCGUGA.................................................G.G.U..UU..G
Msp-2-1 C.......AAG...CG..C.CU...........AACCAGCAGCCAAA.C.C..A.U..UUGUGA.................................................G.G.A..UG..G
Msp-1-1 GGAAAGGCAAG.......U.GCC.U..G......ACCAGCAGCCAAA.C.C..A.U..UUGUGA.................................................G.G.A..UG..G
Mma-1-1 UACGUAGUUCC.........CG..U..U........CGGGAGCCAAA.C.C..A.U..UCGCGA.................................................G.G.A..UG..G
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Mad-1-1 CGUGGGGACAU....U..U.CCC.C..G...........CCGCCAAA.C.C..U.C..UCGCGA.................................................G.A.G..GG..G
Gpa-1-1 UUAAUUAAACA.............CAUA........AACAAGCCAAA.C.C..U.G..UUGUGA.................................................A.G.U..AG..G
Pin-1-1 UUUAAAUAUUG.......UAGCU.G..G........AAAAAAGCAAA.U.U..A.A..GGGAAA.................................................C.C.U..UA..A
Nca-1-2 CGAAUAGAUCC...UC..U.CU..C..G........AUAAUGGCAAA.C.C..A.G..AAGCGA.................................................U.U.C..UG..G
Mme-1-2 UAUUCAGGUCC..........G..........CAUAAAUUCGCCAUC.C.C..C.G..UCGCAA.................................................G.G.C..GG..G
gpr-1-1 AGCUACUCUUC.....................AUGCACAAGGGCAAA.C.C..C.A..UCGAAA.................................................G.G.U..GG..G
Ssp-3-1 UCCUACCUCAA....C..U.GA..C..G.........AACAGGCACA.C.C..C.G..UUGUGA.................................................A.A.C..GG..G
Ssp-2-1 UCCUACGUCAA....C..U.GA..C..G.........AACAGGCACA.C.C..C.G..UUGUGA.................................................A.A.C..GG..G
Spu-1-1 UAUUUAGUCAA....C..U.GA..C..G.........AACAGGUACA.C.C..C.G..UUGUGA.................................................G.A.C..GG..G
Nwa-1-1 AAAAUUUAUUC...................AUAUUCAUAAAGCUAAA.C.C..A.G..CUGAGA.................................................G.G.C..UG..G
Nwa-1-2 GUAACGUUAAC.....G.U.UUA.U..U........UAAAAGCUAAA.C.C..G.A..CCGCAA.................................................G.G.U..UG..G
Mme-1-3 UCUUGACCUAA....U..U..U..AACG..........UUUGCCACU.C.C..C.G..UUGCGA.................................................G.G.C..GG..G
Mme-1-4 AUAAGCCCUUA....C....UA..CCC.........AAUUUGCCACA.G.C..C.G..UCGUGA.................................................G.G.C..GG..C
Tcr-1-1 U....................A..UUAG.ACAGAAAAUUUUGCCAAA.C.U..U.G..UUGUGA.................................................A.G.C..AA..G
Sde-1-1 CAUAUGUCACA.........CU..C...........UAAAUGGCUAA.C.C..G.UC.GCGAAA.................................................G.C.G..CG..G
Gpa-1-2 UUUAAUUGUCG....C..A...U.U..G.......AUGCAUCGCAAA.C.C..U.A..GGGAAA.................................................C.U.U..AG..G
Pin-1-2 U......UAAG....U....UU..UUAG...GAAAGUCAUUCGCAAA.C.U..U.G..GGGAAA.................................................U.U.C..AA..G
Pin-1-3 G....................U..UUUG.AGAUAACUAAUUCGCAAA.C.C..U.G..GGGAAA.................................................C.C.C..UG..G
Nha-1-1 GCAAAUUUCUA.....A.A.A.ACC..G........AAAAAGGCAAA.C.U..A.U..CCGAAA.................................................G.G.A..UG..G
Rsp-1-2 C....UUAAAA.......U.G...C..G..CGCGCUCGAAAGGCAAG.U.C..U.C..CCGAAA.................................................G.G.G..AGU.A
Aag-1-1 UUAGAAUGCGC.....G.C.C...AUCG..........AAAGGCACG.A.C..A.U..CUGAAA.................................................G.G.A..UGG.U
Aje-1-1 UUAAAAUGCGC....G....CC..UACG..........AAAGGCACG.G.C..A.U..CCGAAA.................................................G.G.G..UG..U
Aae-1-1 AAAAUGCGCCC......................CAACGAAAGGCACG.G.C..A.U..CCGAAA.................................................G.G.G..UG..C
Rna-1-1 UAGAAUGCGCA.......C.G...CUCG..........AAAGGCAAG.U.C..A.C..CCGAAA.................................................G.G.G..UG..A
Iba-1-1 A...AUAAUUA....A..U.UU..UGUU........UAACUGCCAAA.C.U..C.A..UCGCGA.................................................G.A.U..GA..G
Mme-1-5 UUAGAUAGGAA....A..G.CG..U..G........UAAAAGCCAAA.C.C..C.G..UCGCGA.................................................G.G.C..GG..G
Msp-4-1 GAUCACUCUUU.........UU..UUAU........AAUUUGCCAAA.C.C..U.A..GCGUGA.................................................G.C.C..UG..G
Sha-1-1 GCUAUUUAUGC...AC..U.UGA.U..G........AAAAAGGCAAA.A.C..C.U..GUGAAA.................................................G.C.G..GG..U
Spe-1-1 GCAUUGGUUGC...AC..U.UGA.U..G........AAAAAGGCAAA.A.C..C.U..GUGAAA.................................................G.C.A..GG..U
Mam-1-2 CAUCAGCCACG.......U.A...AU.U.......AUCGGAGCCAAC.C.U..U.G..GUGCGA.................................................G.C.C..AA..G
Mam-1-3 UUGGAUGCCCA....U..A.UC..A..U.........UAUUGCCAAA.C.U..C.A..GCGUGA.................................................G.C.U..GA..G
Mam-1-4 AUGAUCGGCGU.....G.U.UA..UU.U........AAUCGGCCAAA.C.U..U.G..GUGUGA.................................................A.U.C..AG..G
Mme-1-6 GUCGACGGCGC.............G..G....ACAUCUAUCGCCAAA.C.C..C.G..CUGCGA.................................................A.G.U..GG..G
Mam-1-5 G..AUUGCAUA....U..U.GAACA..G.........UUAAGCCAAC.C.U..U.G..GUGUGA.................................................G.C.C..AU..G
Tcr-1-2 G...UCAUCUU.........AA..UUUG........AUAAAGCUAAA.U.U..C.G..UCGCGA.................................................G.G.C..GA..A
Mam-1-6 UUAAUAGUGUU........AU...UUUU........UUAAAGCCAAA.C.U..C.G..UCGUGA.................................................G.G.C..GG..G
Msp-4-2 AUGUUUGCUCC.........UG..AUUU.........UAUAGCCAAA.C.U..U.A..CCGCGA.................................................G.G.U..GA..G
Msp-4-3 AAGUUUGUUCC.........UA..UUUU........AAAUCGCCAAA.C.U..U.G..UCGUGA.................................................G.G.C..AA..G
Msp-4-4 AGUUUUGUUCC.......U.GA..U..G........AUGUUGCCAAA.C.U..U.A..CUGUGA.................................................A.G.U..AA..G
Mam-1-7 UAUGGAUAUGG.........U......A..AUUUAACAAAAGCCAAA.C.U..C.G..UCGUGA.................................................G.G.C..GG..G
Mam-1-8 GUUUGAUGUUG....................UGUAAUUAAAGCCAAA.C.U..C.G..CUGUGA.................................................G.G.C..GG..G
Mam-1-9 UUUCAUCCUUU.........UA..A..U.........CGAAGCCAAA.C.U..C.G..UCGUGA.................................................G.G.C..GG..G
Mme-1-7 CCGAAAAUAAC..........................CAUGGCCAAA.C.U..C.G..UCGCGA.................................................G.G.C..GG..G
Tcr-1-3 CACCUUAUUAA.......U.GU..A..G.........AUUUGCCAAA.C.U..U.A..CUGUGA.................................................A.G.U..AA..G
Msp-4-5 CGAUUUGUGUC.....................UAAAUAUUUGCCAAA.C.U..U.A..AUGUGA.................................................G.U.U..AA..G
Vsp-5-1 AACAACAUAAC....A..A.CG..A..G.........AAAAGCCAAA.C.C..U.A..UCGCGA.................................................G.G.U..AG..G
Vsc-1-1 AACAACAUAAC....A..A.CG..A..G.........AAAAGCCAAA.C.C..U.A..UCGCGA.................................................G.G.U..AG..G
Msp-4-6 GAACAAUACCA.....A.U.UA..AU.U.........GAGUGCCAAC.C.U..U.G..GUGCGA.................................................A.C.C..AA..G
Psp-3-1 ACAAUGCAUAA....G..UAAA.....U........UAAAUGGCAAA.C.U..A.U..GCGAAA.................................................G.C.A..UA..G
Pun-1-1 AUAAUGCUUAA....G..UAAA.....U........UAAAUGGCAAA.C.U..A.U..GCGAAA.................................................G.C.A..UA..G
Tma-1-1 UUCCUGCCAGA.........UAAGC..G.........AAAGGCCAAA.C.C..U.A..CCGAGA.................................................G.G.U..AG..G
Asa-1-1 ACUACGGACAG.......UCGCA.U..G........AUAAAGGCAAA.C.U..G.AA.CUGAAA.................................................A.G.U..CA..G
Ptu-1-1 UAUUAUAACCG.........CG..CAAG........UCAAAGGCAAG.C.C..A.C..UUGAAA.................................................A.A.G..UA..G
gpr-1-2 GGGCAGCGCCA.........UUGCU..G.......CUUAAAGGCAAC.C.C..C.G..CUGAAA.................................................G.G.C..GG..G
gpr-1-3 AGGCAGCGCCA.........UUGCU..G.......CUUAAAGGCAAC.C.C..C.G..CUGAAA.................................................G.G.C..GG..G
Ptu-1-2 GAACUGUCAUA.......G.UU..C..G........UAAAGGGCAAA.C.U..U.A..GUGAAA.................................................A.U.U..AA..G
Psp-2-1 AAUUAUAAUCG.........CUG.C..A........UUGCAAGCAAA.C.U..A.A..UCGAAA.................................................G.A.U..UA..G
Pha-1-1 GAAUUAUAAUCG......C.C.G.C..A........UUGCUGGCAAA.C.U..A.G..CCGAAA.................................................G.G.U..UA..G
Par-1-1 GAAUUAUAAUCG......C.C.G.C..A........UUGCUGGCAAA.C.U..A.A..UCGAAA.................................................G.A.U..UA..G
Psp-1-1 GAAUUAUAAUCG......C.C.G.C..A........UUGCUGGCAAA.C.U..A.A..UCGAAA.................................................G.A.U..UA..G
Ttu-1-1 ACGAGCAACAC.........UC..U..G......AUAAAAAGGCACG.C.U..G.AC.GCGAAA.................................................G.C.C..CA..G
gpr-1-4 UAGAGUUUUCA..CGU.....AG.C..A........AAAAGGGCAUG.A.C..C.A..UCGAAA.................................................G.G.U..GG..U
Mtu-1-1 GCACACUUCCA....U..C.ACA.C..G........AUAAAGCCAAU.C.C..U.G..CCGAAA.................................................G.A.C..AG..G
Mtu-1-2 UAAAAAUAAAU.......................AAAUAAAGCUAAA.C.C..U.A..UUGAAA.................................................G.G.U..AG..G
Mal-1-1 AGUCAAUCGAA...................AAUCAUAAAAGGGCAAA.A.C..C.A..CCGAAA.................................................G.G.U..GG..U
Psp-5-1 AUAACUUUAUA...UA..G.UCA.C..G.........AACUGGCAAA.U.U..A.A..UUGAAA.................................................G.A.U..UA..A
Pan-1-1 AUAACUUUAUA...UA..G.UCA.C..G.........AACUGGCAAA.U.U..A.A..UUGAAA.................................................G.A.U..UA..A
Ple-1-1 UAACUUUAUAU.......A.GUCAC..G.........AACAGGCAAA.U.U..A.A..UUGAAA.................................................G.A.U..UA..A
Pci-1-1 AGUAGAUGUGC.........UGU.A..G........UCACUGGCAAA.C.U..A.A..AUGAAA.................................................A.U.U..UA..G
Swo-1-1 GUAACUUG................U.....AAAUGUACAAAGGCAAA.C.C..A.A..UCGAAA.................................................G.G.U..UG..G
Vsp-2-1 UGUAGGAUGCA....U..G.AC..U..G.........AAAAGGCAAA.A.C..C.U..CCGAAA.................................................G.G.G..GG..U
Aca-1-1 AUGAUCCUUUC..UGU..A.GU..CAUU............UGGCAAA.C.U..G.G..UUGAAA.................................................G.G.C..CA..G
Aaq-1-1 CCAUGACCCUU.......U.AU..GUAG.......UCAUUUGGCAAA.C.U..G.G..UUGAAA.................................................G.G.C..CA..G
Asa-1-2 AUGACCCUUUA..........U..GUAG.......UCAUUUGGCAAA.C.U..G.G..UUGAAA.................................................G.G.C..CA..G
Ave-2-3 UCACUAAUCAU.............CUAG.......UCAUUUGGCAAA.C.U..G.A..CCGAAA.................................................G.G.U..CG..G
Ave-1-2 UCACUAAUCAU.............CUAG.......UCAUUUGGCAAA.C.U..G.A..CCGAAA.................................................G.G.U..CG..G
Asa-1-3 UUCCUCACGGA....A..C.CCA.G..G........UAAAGGGCAAA.C.C..G.G..UCGAAA.................................................U.G.C..CG..G
Aaq-1-2 UCCUCACGGAA.......C.CCA.G..G........UAAAGGGCAAA.C.C..G.G..CCGAGA.................................................C.G.C..CG..G
Aca-1-2 UCCUCACGGAA.......C.CCA.G..G........CAAAGGGCAAA.C.C..G.G..CAGUGA.................................................U.G.C..CG..G
Cps-1-1 C..UUAUUUUU...GA.....C..AAAG.........AAAAGGCAAA.G.C..A.C..GCGAAA.................................................A.C.G..UG..U
Psp-4-1 AUUUGAACUGU....U..A.A.G.UUCG........ACAAAGGCAAA.C.U..C.A..GCGAAA.................................................G.C.U..GA..U
Vpa-1-1 UGCUCAACUGC........................ACUUCUGGCAAA.C.U..A.U..CUGAAA.................................................A.G.U..UA..G
Cps-1-2 G...AGCUACC....A..A.GC..UU.G........AUAAGGGCAAA.U.C..U.A..AUGAAA.................................................G.U.U..AG..A
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Swo-1-2 A..UCUGCCGA....U..A.UC..CAUG........UAUUUGGCAAA.C.U..A.G..CUGAAA.................................................A.G.U..UA..G
Ptu-1-3 UUUGAUUAUCA....U..U.UG..CACC........UAUUUGGCAAA.C.U..A.A..CCGAAA.................................................G.G.U..UA..G
Gho-1-1 UAAGCUAAAUC.......C.GU..CAAG........AAAAAGGCAAA.C.C..A.UG.GCGAAA.................................................G.C.C..UG..G
Ppr-2-1 UUACAAUCGUU...AUG.U.CA..C..G.......AAACAAGGCAAA.C.U..A.U..UCGAAA.................................................G.A.A..UA..G
Ppr-1-1 UUACAAUCGUU...AUG.U.CA..C..G.......AAACAAGGCAAA.C.U..A.U..UCGAAA.................................................G.A.A..UA..G
Pda-1-1 AACCUUUAUCA...G...U.UA..C..G........AACAGGGCAAA.C.U..A.UC.UUGAAA.................................................G.AGA..UG..G
Vsh-1-1 UAUUCUAAAUA...UG..U.CA..C..G........CACAGGGCAAA.C.C..A.C..UUGAAA.................................................G.G.G..UG..G
Vsp-9-1 CUAAUAACCCA....G..U.CA..C..G........CACAGGGCAAA.C.C..A.C..UUGAAA.................................................A.A.G..UG..G
Vsp-4-1 CUAAUAACCCA....G..U.CA..C..G........CACAGGGCAAA.C.C..A.C..UUGAAA.................................................A.A.G..UG..G
Vcy-1-1 CUAUUUAAUCA....G..U.CA..C..G........CACAGGGCAAA.C.C..A.C..UCGAAA.................................................G.A.G..UG..A
Vsp-8-1 UCUAUUCAAUC...AG..U.CA..C..G........CACAGGGCAAA.U.C..A.C..UUGAAA.................................................G.A.G..UG..A
Vba-1-1 UCUAUUCAAUC...AG..U.CA..C..G........CACAGGGCAAA.U.C..A.C..UUGAAA.................................................A.G.G..UG..A
Vni-1-4 AUGAUUUUACU....G..U.CA..C..G........CACAGGGCAAA.C.C..A.U..UUGAAA.................................................A.A.G..UG..G
Vvu-3-1 AUCCUUCUAGU....G..U.CA..C..G........CACAGGGCAAA.C.C..A.U..UUGAAA.................................................A.A.G..UG..G
Vvu-2-1 AUCCUUCUAGU....G..U.CA..C..G........CACAGGGCAAA.C.C..A.U..UUGAAA.................................................A.A.G..UG..G
Vme-1-1 UAAUGAAACGU....G..U.CA..C..G........CACAGGGCAAA.C.C..A.U..UUGAAA.................................................A.G.A..UG..G
Vsp-7-1 UCAGGAAAAAU....G..U.CA..C..G........CACAGGGCAAA.C.C..A.U..UUGAAA.................................................A.A.G..UG..G
Vch-24-1 UCAGGAAAAAU....G..U.CA..C..G........CACAGGGCAAA.C.C..A.U..UCGAAA.................................................G.A.G..UG..G
Vch-28-1 UCAGGAAAAAU....G..U.CA..C..G........CACAGGGCAAA.C.C..A.U..UCGAAA.................................................G.A.G..UG..G
Vch-6-1 UCAGGAAAAAU....G..U.CA..C..G........CACAGGGCAAA.C.C..A.U..UCGAAA.................................................G.A.G..UG..G
Vch-13-1 UCAGGAAAAAU....G..U.CA..C..G........CACAGGGCAAA.C.C..A.U..UCGAAA.................................................G.A.G..UG..G
Vch-19-1 UCAGGAAAAAU....G..U.CA..C..G........CACAGGGCAAA.C.C..A.U..UCGAAA.................................................G.A.G..UG..G
Vmi-2-1 UCAGGAAAAAU....G..U.CA..C..G........CACAGGGCAAA.C.C..A.U..UUGAAA.................................................A.A.G..UG..G
Vmi-4-1 UCAGGAAAAAU....G..U.CA..C..G........CACAGGGCAAA.C.C..A.U..UUGAAA.................................................A.A.G..UG..G
Vmi-3-1 UCAGGAAAAAU....G..U.CA..C..G........CACAGGGCAAA.C.C..A.U..UUGAAA.................................................A.A.G..UG..G
Vsp-6-1 UCAGGAAAAAU....G..U.CA..C..G........CACAGGGCAAA.C.C..A.U..UCGAAA.................................................G.A.G..UG..G
Van-1-1 UAUUAUUAGAA....G..U.CA..C..G........CACAGGGCAAA.C.C..A.U..UUGAAA.................................................A.G.A..UG..G
Vor-1-1 UAUUAUUAGAA....G..U.CA..C..G........CACAGGGCAAA.C.C..A.U..UUGAAA.................................................G.G.A..UG..G
Vfu-2-1 CUAAAGGAAAU....G..U.CA..C..G........CACAGGGCAAA.C.C..A.U..CUGAAA.................................................A.G.G..UG..G
Vfu-1-1 CUAAAGGAAAU....G..U.CA..C..G........CACAGGGCAAA.C.C..A.U..CUGAAA.................................................A.G.G..UG..G
Vpa-3-1 UAUCCUCAUCU...GG..U.CA..C..G........CACAGGGCAAA.C.C..A.U..CCGAAA.................................................G.G.G..UG..G
Vpa-7-1 UAUCCUCAUCU...GG..U.CA..C..G........CACAGGGCAAA.C.C..A.U..CCGAAA.................................................G.G.G..UG..G
Vha-3-1 UAUUCUCAAAU...GG..U.CA..C..G........CACAGGGCAAA.C.C..A.U..UCGAAA.................................................G.G.G..UG..G
Vha-2-1 UAUCCUCAAAU...GG..U.CA..C..G........CACAGGGCAAA.C.C..A.U..UCGAAA.................................................G.G.G..UG..G
Vsp-1-1 UAUUCUCAAAU...GG..U.CA..C..G........CACAGGGCAAA.C.C..U.C..UCGAAA.................................................G.G.G..GG..G
Vro-1-1 AUGCUCUCAGU....G..U.CA..C..G........CACAGGGCAAA.C.C..A.C..UCUAAA.................................................G.G.G..UG..G
Vsp-3-1 AUGCUCAUUCU....G..U.CA..C..G........CACAGGGCAAA.C.C..A.U..UCGAAA.................................................G.G.G..UG..G
Vsp-2-2 AUUCUCAACAU....G..U.CA..C..G........CACAGGGCAAA.C.C..A.U..CCGAAA.................................................G.G.G..UG..G
Vha-1-2 AUUCUCAAAGA....G..U.CA..C..G........CACAGGGCAAA.C.C..A.U..UCGAAA.................................................G.G.G..UG..G
Vca-1-1 AUUCUCAAAUG....G..U.CA..C..G........CACAGGGCAAA.C.C..A.U..UCGAAA.................................................G.G.G..UG..G
Vor-2-1 UGUUCGAUUAU...GC....CA..C..G........AACAGGGCAAA.C.C..A.UU.UCGAAA.................................................G.G.A..UG..G
Vtu-1-1 GUUCGAUUAAU....G..C.CA..C..G........AACAGGGCAAA.C.C..A.UU.CCGAAA.................................................G.G.A..UG..G
Vca-2-1 GUUCGAAUCGU....G..C.CA..C..G........AACAGGGCAAA.C.C..A.UU.UCGAAA.................................................G.A.G..UG..G
Vsi-1-1 UGUUCGACAAU....G..C.CA..C..G........AACAGGGCAAA.C.C..A.CU.CCGAAA.................................................G.G.A..UG..G
Vpa-1-2 GUUCGAUCAAU....G..C.CA..C..G........AACAGGGCAAA.C.C..A.UU.UCGAAA.................................................G.G.A..UG..G
Vbr-1-1 GUUCGAAUAAU...GC....CA..C..G........AACAGGGCAAA.C.C..A.CU.CCGAAA.................................................G.G.G..UG..G
Vco-1-1 UGUUCGACUAA...UG..C.CA..C..G........AACAGGGCAAA.C.C..A.CU.UCGAAA.................................................G.A.G..UG..G
Vsp-5-2 GAGCAAAUUAA...GU....CA..C..G........CACAGGGCAAA.C.C..A.AA.CUGAAA.................................................A.G.U..UG..G
Vsc-1-2 GAGCAAAUUAA...GU....CA..C..G........CACAGGGCAAA.C.C..A.AA.CUGAAA.................................................A.G.U..UG..G
Vic-1-1 GAGCAAAUUAA...GU....CA..C..G........CACAGGGCAAA.C.C..A.UU.CUGAAA.................................................A.G.A..UG..G
Asa-2-1 C..AUCUUAAC...UG..U.CA..C..G........AACAGGGCAAA.C.U..G.U..GCGAAA.................................................G.C.U..CA..G
Vfi-2-1 AUCAUCAAUCU...UG..U.CA..C..G........AACAUGGCAAA.C.U..A.C..AUGAAA.................................................A.U.G..UA..G
Vfi-1-1 AUCAUCAAUCU...UG..U.CA..C..G........AACAUGGCAAA.C.U..A.C..AUGAAA.................................................A.U.G..UA..G
Ssp-1-1 UUCGAUGACAC.........CUACU..G........UAUUUGGCAAA.C.U..A.A..UUGAAA.................................................A.G.U..UA..G
Son-1-1 C...AAUUAAG....A..U.AC..ACCG........UAUUGGGCAAA.C.U..A.A..UUGAAA.................................................A.A.U..UA..G
Ssp-3-2 UUCAAUGGAGA....U..C.CAC.C..G........UAUUUGGCAAA.C.U..A.A..UUGAAA.................................................A.A.U..UA..G
Ssp-2-2 UUCAAUGGAGA....U..C.CAC.C..G........UAUUUGGCAAA.C.U..A.A..UUGAAA.................................................A.A.U..UA..G
Sba-8-1 AUUCGAUGACA........CCUACC..G........UAUUUGGCAAA.C.U..A.A..UUGAAA.................................................A.G.U..UA..G
Sba-2-1 AUUCGAUGACA........CCUACC..G........UAUUUGGCAAA.C.U..A.A..UUGAAA.................................................A.G.U..UA..G
Sba-5-1 AUUCGAUGACA........CCUACC..G........UAUUUGGCAAA.C.U..A.A..UUGAAA.................................................A.G.U..UA..G
Sba-4-1 AUUCGAUGACA........CCUACC..G........UAUUUGGCAAA.C.U..A.A..UUGAAA.................................................A.G.U..UA..G
Sba-7-1 AUUCGAUGACA........CCUACC..G........UAUUUGGCAAA.C.U..A.A..UUGAAA.................................................A.G.U..UA..G
Ppr-1-2 UAAACCAAAUA....A..C.CA..C..........AUUAUUGGCAAA.C.U..A.U..CCUAAA.................................................G.G.G..UA..G
Ppr-2-2 C.CAGAUAACC.......A.C...A...........UUGUUGGCAAA.C.U..A.U..CCUAAA.................................................G.G.G..UA..G
Vor-2-2 UACAUAGCGGC........................ACUUUUGGCAAA.C.U..A.U..UCGAAA.................................................G.G.A..UA..A
Vbr-1-2 UUCUCCCUGCU...CA..A.AC..U..G......CACUUCAGGCAAA.C.U..A.U..CCGAAA.................................................G.G.U..UA..G
Vba-1-2 C.................U.UA..AACG......CACUUCUGGCAAA.C.U..A.U..UUGAAA.................................................G.A.A..UA..G
Vsp-8-2 C.................U.CA..AACG......CACUUCUGGCAAA.C.U..A.U..UUGAAA.................................................G.A.A..UA..G
Vsi-1-2 UCGUUUGCUCA.........UA..U..G......CACUUCUGGCAAA.C.U..A.U..CUGAAA.................................................A.G.A..UA..G
Vtu-1-2 UGCGGCAAGUA..........U..A..G..GCUGCACUUCAGGCAAA.C.U..A.U..CCGAAA.................................................G.G.U..UA..G
Pru-1-1 UUCCUCAGACA.........GG..CUUA.........AAAUAGCAAA.C.C..U.U..UCGAAA.................................................G.G.A..AG..G
Pci-1-2 UUGCUUGAACA.........GG..CUUA.........AAAUAGCAAA.C.C..U.U..UUGAAA.................................................G.A.A..AG..G
Fba-1-1 CACCGCAUACC.........G.A.CGUG........AUAAAGGCAAA.C.C..C.G..GCGAAA.................................................G.C.C..GG..U
Vsp-3-2 UUGGCUGCUCA....................AUCACAUUUCGGCAAA.C.C..A.U..UCGAAA.................................................G.G.G..UG..G
Val-1-1 CUAAAUUUUGG....C..U.GC..U..C..AAUCACAUUUCGGCAAA.C.C..A.U..UCGAAA.................................................G.G.G..UG..G
Val-2-1 U....GGCUGC.......U.CAA.U........CACAUUUCGGCAAA.C.C..A.U..UCGAAA.................................................G.G.G..UG..G
Vpa-7-2 C.......................U..C..AAUCACAUUUCGGCAAA.C.C..A.U..UCGAAA.................................................G.G.A..UG..G
Vpa-3-2 C.......................U..C..AAUCACAUUUCGGCAAA.C.C..A.U..UCGAAA.................................................G.G.A..UG..G
Vpa-3-5 C.......................U..C..AAUCACAUUUCGGCAAA.C.C..A.U..UCGAAA.................................................G.G.A..UG..G
Vpa-4-2 AGUGCUCAAUC.......................ACAUUUCGGCAAA.C.C..A.U..UCGAAA.................................................G.G.A..UG..G
Svi-1-1 ACUUUGGCUAA....U..U.UG..A..A........UAAAAGGCAAA.C.C..A.A..UCGAAA.................................................G.A.U..UG..G
Ppr-1-3 AAUUUUACAUA...UA..G.UA..U..G........UAAAGGGCAAA.C.U..A.G..UCGAAA.................................................G.G.C..UA..G
Ppr-2-3 AAUUUUACAUA...UA..G.UA..U..G........UAAAGGGCAAA.C.U..A.G..UCGAAA.................................................G.G.C..UA..G
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Vch-17-2 GUAAAUUUGCU....C..U.CG.....G....UCACACUUUGGCAAA.C.C..C.U..UUGAAA.................................................A.A.A..UG..G
Asa-1-4 GUCGCAAAUCA....AG.U.UG..U..G........CAAAAGGCAAA.C.C..G.G..ACGAAA.................................................G.U.C..CG..G
Aaq-1-3 UCGCAAAUCAA.........GU..UGUG........CAAAAGGCAAA.C.C..G.G..ACGAAA.................................................G.U.C..CG..G
Aca-1-3 CGCAAAUCAAG..........U..UGUG.......CAAAAAGGCAAA.C.C..G.G..AUGAAA.................................................G.U.C..CG..G
Aaq-1-4 UCAUCUAGACA....U....AG..A..G........UAAAGGGCAAA.C.C..G.A..UCGAAA.................................................G.G.U..CG..G
Ave-2-4 UCAUCUAGACA....U....AG..A..G........UAAAGGGCAAA.C.C..G.A..UCGAAA.................................................G.G.U..CG..G
Ave-1-3 UCAUCUAGACA....U....AG..A..G........UAAAGGGCAAA.C.C..G.A..UCGAAA.................................................G.G.U..CG..G
Asa-1-5 UAUCAUCCGGA....CA.U.AG..A..G........UAAAGGGCAAA.C.C..G.A..UCGAAA.................................................G.G.U..CG..G
Ave-2-5 CUGCACAGAAA...UC..G.GG..U..G........AAAAAGGCAAA.G.U..G.AC.CCGAAA.................................................G.G.G..CG..C
Ave-1-4 CUGCACAGAAA...UC..G.GG..U..G........AAAAAGGCAAA.G.U..G.AC.CCGAAA.................................................G.G.G..CG..C
Ave-1-5 CCAGAAAUAAC...GU..U..G..U..G........ACAAGGGCAAA.C.C..G.A..UUGAAA.................................................A.G.U..CG..G
Ave-2-6 CCAGAAAUAAC...GU..U..G..U..G........ACAAGGGCAAA.C.C..G.A..UUGAAA.................................................A.G.U..CG..G
Fba-1-2 GAUUGGGAAAG.......C.ACGAC..G........AAAAAGGCAAA.C.C..A.G..GUGAAA.................................................G.C.C..UG..G
Sha-1-2 UUCACAAUUGU.......U.AC..AGCG.........AAAAGGCAAA.C.C..A.G..UUGAAA.................................................G.A.C..UG..G
Ssp-2-3 ACAACGUUGUC....A..U.UAU.U..G........UGAAAGGCAAA.C.C..A.A..UUGAAA.................................................G.A.U..UG..G
Ssp-3-3 ACAACGUUGUC....A..U.UAU.U..G........UGAAAGGCAAA.C.C..A.A..UUGAAA.................................................G.A.U..UG..G
Sde-2-1 CAACGCUGUCA....U..U.GC..U..G........UGGAAGGCAAA.C.C..A.GU.UUUAAA.................................................G.A.C..UG..G
Ssp-1-2 AACGUUGUCAU.........UA..UGUG........UAAAAGGCAAA.C.C..A.G..UUGAAA.................................................A.A.C..UG..G
Sba-8-2 AACGUUGUCAU.........CG..CGUG........UAAAAGGCAAA.C.C..A.G..UUGAAA.................................................A.A.C..UG..G
Sba-7-2 AACGUUGUCAU.........UG..CGUG........UAAAAGGCAAA.C.C..A.G..UUGAAA.................................................A.A.C..UG..G
Sba-5-2 AACGUUGUCAU.........UG..CGUG........UAAAAGGCAAA.C.C..A.G..UUGAAA.................................................A.A.C..UG..G
Sba-2-2 AACGUUGUCAU.........UG..CGUG........UAAAAGGCAAA.C.C..A.G..UUGAAA.................................................A.A.C..UG..G
Sba-4-2 CGUUGUCAUUG.............CAUG........UAAAAGGCAAA.C.C..A.G..UUGAAA.................................................A.A.C..UG..G
Osp-1-1 AAAUACGAUUG.......C.UGA.U..G........ACAAGGGCAAA.C.U..G.C..GUGAAA.................................................G.C.G..CA..G
Gxi-1-1 UCCAAAACUUA.....G.C.UGU.U..G........AUAAGGGCAAA.C.U..G.CG.GCGAAA.................................................G.C.U..CA..G
Fba-1-3 CACAAGUGGUC.....A.C.U.G.U..G........AUAAAGGCAAA.C.C..G.G..UCGAAA.................................................G.G.C..CG..G
Vvu-2-2 UGCCUGACAUC.......................ACACAUAGGCAAA.C.C..U.U..CUGAAA.................................................A.G.A..UG..G
Vvu-3-2 UGCCUGACAUC.......................ACACAUAGGCAAA.C.C..U.U..CUGAAA.................................................A.G.A..UG..G
Vvu-1-2 UGCCUGACAUC.......................ACACAUAGGCAAA.C.C..U.U..CUGAAA.................................................A.G.A..UG..G
Vsp-6-2 UGCUACCGAUC.......................ACAUUUCGGCAAA.C.C..A.U..UUGAAA.................................................A.A.A..UG..G
Vch-24-2 UGCUUUCGGUC.......................ACACUUUGGCAAA.C.C..C.U..UUGAAA.................................................A.A.A..UG..G
Vch-22-3 UGCUCUCGGUC.......................ACACUUUGGCAAA.C.C..C.U..UUGGAA.................................................A.A.A..UG..G
Vch-15-2 UGCUCUCGGUC.......................ACACUUUGGCAAA.C.C..C.U..UUGAAA.................................................A.A.A..UG..G
Vch-4-2 UGCUCUCGGUC.......................ACACUUUGGCAAA.C.C..C.U..UUGAAA.................................................A.A.A..UG..G
Vch-13-2 UGCUCUCGGUC.......................ACACUUUGGCAAA.C.C..C.U..UUGAAA.................................................A.A.A..UG..G
Vch-18-2 UGCUCUCGGUC.......................ACACUUUGGCAAA.C.C..C.U..UUGAAA.................................................A.A.A..UG..G
Vch-5-2 UGCUCUCGGUC.......................ACACUUUGGCAAA.C.C..C.U..UUGAAA.................................................A.A.A..UG..G
Vch-30-2 UGCUCUCGGUC.......................ACACUUUGGCAAA.C.C..C.U..UUGAAA.................................................A.A.A..UG..G
Vch-6-2 UGCUCUCGGUC.......................ACACUUUGGCAAA.C.C..C.U..UUGAAA.................................................A.A.A..UG..G
Vch-26-2 UGCUCUCGGUC.......................ACACUUUGGCAAA.C.C..C.U..UUGAAA.................................................A.A.A..UG..G
Vch-12-2 UGCUCUCGGUC.......................ACACUUUGGCAAA.C.C..C.U..UUGAAA.................................................A.A.A..UG..G
Vch-3-2 UGCUCUCGGUC.......................ACACUUUGGCAAA.C.C..C.U..UUGAAA.................................................A.A.A..UG..G
Vch-28-2 UGCUCUCGGUC.......................ACACUUUGGCAAA.C.C..C.U..UUGAAA.................................................A.A.A..UG..G
Vsp-7-2 UGCUUUCGGUC.......................ACACUUCGGCAAA.C.C..A.U..UUGAAA.................................................A.A.A..UG..G
Vmi-1-2 AAAUUGAUUAA...AU..U.UGCCUUCG...AUCACAUUUCGGCAAA.C.C..A.C..UUGAAA.................................................A.A.G..UG..G
Vmi-2-2 G.AUUAAAUUC.........GCC.UUCG...AUCACAUUUCGGCAAA.C.C..A.C..UUGAAA.................................................A.A.G..UG..G
Vmi-4-2 UGCCUUCGAUC.......................ACAUUUCGGCAAA.C.C..A.C..UUGAAA.................................................A.A.G..UG..G
Vmi-3-2 UGCCUUCGAUC.......................ACAUUUCGGCAAA.C.C..A.C..UUGAAA.................................................A.A.G..UG..G
Vic-1-2 CCGCGCUAAAA.......C.AC..ACUG...........UCGGCAAA.C.C..A.U..UUGAAA.................................................A.A.A..UG..G
Vsp-5-3 AUUGGUACAAA.......C.AC..ACUG...........UCGGCAAA.C.C..A.U..UUGAAA.................................................A.A.A..UG..G
Vsc-1-3 AUUGGUACAAA.......C.AC..ACUG...........UCGGCAAA.C.C..A.U..UUGAAA.................................................A.A.A..UG..G
Tsp-1-1 GAGAUCCAGGU....U..U.C.U.C..G........ACAAAGGCAUA.C.C..C.AG.CCGAAA.................................................G.G.C..GG..G
Tsp-1-2 AGAAAAAAAGC....U..C.AU..C..G.........AAAGGGCAUA.C.C..C.GA.CCGAAA.................................................G.G.C..GG..G
Tsp-1-3 AGUCCCGAUCG....U..UAA.A.C..G........ACAAGGGCAUA.C.C..C.GA.CCGAAA.................................................G.G.C..GG..G
Tsp-1-4 GCGAUCUGGAU....C..A.CA..G..G........ACAAAGGCAAA.C.C..C.G..UCGAAA.................................................G.G.C..GG..G
Cps-1-3 ACUAAGUAGCU...GU..AAUU.....G........AAAAGAGCAAA.A.C..U.U..UCGAAA.................................................G.A.A..AG..U
Tau-1-1 CAUCGAAAGCG....C..U.CC..C..G.........AAACGGCAAA.C.U..C.C..GGGUAA.................................................C.C.G..GAU.G
Slo-1-1 GUUCGAAAGCA....C..U.CU..C..G.........AAACGGCAAG.C.A..U.U..AAGUAA.................................................U.U.A..AU..G
Tth-1-1 UAGCACUUUUC....G.....U..CGAG........ACAAAGGUAAA.C.C..C.G..UCGCAA.................................................G.G.C..GG..G
Nca-1-3 AAUGAGAUCCU.........CU..CUCG.........AAAAGGCAAA.A.C..C.C..GAGUAA.................................................U.C.G..GG..U
Gxi-1-2 AAGAAAGAUCC.......U.CU..CCUG.........AAAAGGCAAA.C.C..C.C..GGGUAA.................................................C.C.G..GG..G
Sde-1-2 G.UUUAGCCUG.......C.UCAAC..G........AUAAAGGCAAA.C.C..C.G..CGGUAA.................................................C.G.U..GG..G
Sse-1-1 CUCAUUACCUG....C..U.CUA.C..G........AUAAAGGCAAA.A.C..C.G..GGGUAA.................................................C.C.C..GG..C
Mst-1-1 GCGAAAGAAUC....U..C.UCC.C..G.........AAAAGGCAAC.U.G..C.C..CCAAGA.................................................G.C.G..GC..A
env-1 GCGAAAGAAUC....U..C.UCC.C..G.........AAAAGGCAAC.U.G..C.C..CCAAGA.................................................G.C.G..GC..A
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Rsp-1-1 CAC......G.C.AAA.AC.UA.......U.....GG.....GCCUAAG...GUUGGAUCA..............................................................................
Vni-1-1 GAC......G.C.AAA.AU.GA.......CA....GU.....GCCACUG...AUUUUUGGAGAGG..........................................................................
Vni-1-2 GGC......G.C.AAA.AU.GA.......CA....GU.....GCCUGA....UGGCAGUGGUCGCUGAGUUUAAGUCAUUCAGCUGUGUUGAUUUUUCACAAUAAGUCGCGUUAACGCUCAAUGGAAACAUCAACAGUC
Mam-1-1 GAC......G.G.AAA.AC.CUA......C.....AG.....CUG.......UGCAUUAGUGGC...........................................................................
Ave-2-1 GAC......G.C.AAA.GC.UU.......C.....CG.....GUC.......CAGGGAUGAGCCGUACUU.....................................................................
Ave-1-1 GAC......G.C.AAA.GC.UU.......C.....CG.....GUC.......CAGGGAUGAGCCGUACUU.....................................................................
Ave-2-2 UUC......G.G.AAA.GC.UA.......C.....AG.....AUC.......UCUACACCU..............................................................................
Nca-1-1 GAC......G.G.AAA.GC.UA.......C.....AG.....GUCUAUG...UUUUGAUGUCAU...........................................................................
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Mme-1-1 GCC......G.G.AAA.GC.CA.......C.....GG.....GUC.......UUGGGA.................................................................................
Vha-1-1 GAC......G.C.AAA.GU.GA.......C.....AG.....CAC.......AGGGAUA................................................................................
Vni-1-3 GGC......G.C.AAA.AU.GA.......C.....AG.....UAC.......CUAGUUUAACUUUAGGACGUUCAAUUU............................................................
Msp-3-1 GAC......G.C.AAA.GU.UA.......C.....CA.....GUC.......UGUAUUUUAUUA...........................................................................
Msp-2-1 GAC......G.G.AAA.GC.CA.......A.....GG.....AUC.......UCUGGGGAAAA............................................................................
Msp-1-1 GAC......G.G.AAA.GC.CA.......A.....GG.....GUC.......UCCGAAGGAAAA...........................................................................
Mma-1-1 GAC......G.G.AAA.GC.CA.......A.....GG.....AUC.......UCUAGAAGAAUAA..........................................................................
Mad-1-1 GAC......G.G.AAA.GC.CA.......C.....GG.....AUC.......UCUCU..................................................................................
Gpa-1-1 GAC......G.G.AAA.GC.CA.......A.....GG.....GCCUUA....GGAUAGU................................................................................
Pin-1-1 UAC......G.C.AAA.AC.CA.......C.....CG.....GCCUGUU...GAUUGACUAUUUAG.........................................................................
Nca-1-2 GGC......G.C.AAA.GU.CA.......C.....AG.....GUC.......CCUUG..................................................................................
Mme-1-2 UUC......G.G.AAA.GC.CG.......C.....GG.....GUC.......UUGCCGCUCAGC...........................................................................
gpr-1-1 GAC......G.C.AAA.GU.UU.......C.....CG.....GCCUACC...GAGCAAGCC..............................................................................
Ssp-3-1 GUC......G.C.AAA.GC.UU.......C.....GG.....AUCUUA....UUGUACAGGCUGUU.........................................................................
Ssp-2-1 GUC......G.C.AAA.GC.UU.......C.....GG.....AUCUUA....UUGUACAGGCUGUU.........................................................................
Spu-1-1 GUC......G.C.AAA.GC.UU.......C.....GG.....GUC.......UUGAUUUUUU.............................................................................
Nwa-1-1 GGC......G.G.AAA.GU.UA.......C.....GG.....GUC.......CGUUAA.................................................................................
Nwa-1-2 GGC......A.G.AAA.GU.CA.......C.....GG.....GUC.......CUUAUUUCCAUGAGA........................................................................
Mme-1-3 GCC......G.G.AAA.GC.CA.......C.....GG.....UUC.......UUGAGAAACAACAAA........................................................................
Mme-1-4 GUC......G.G.AAA.GC.CU.......A.....GG.....GUC.......UGGUUAGGAUGC...........................................................................
Tcr-1-1 GAC......G.G.AAA.GC.CA.......U.....GG.....GUC.......UCAAUGGUU..............................................................................
Sde-1-1 CCAC.....G.C.AAA.GC.UU.......C.....CG.....GUCUAAG...GGUAUGUAAACCAUA........................................................................
Gpa-1-2 GAC......G.C.AAA.AC.UA.......AA....GG.....ACCUGU....AAA....................................................................................
Pin-1-2 GAC......G.C.AAA.AC.UA.......UA....GG.....GCCUGU....AA.....................................................................................
Pin-1-3 GGC......G.C.AAA.GC.UA.......UA....GG.....GCCUGU....AA.....................................................................................
Nha-1-1 GAC......G.C.AAA.GC.CU.......C.....UG.....GCCUAAG...UCCUUUAAG..............................................................................
Rsp-1-2 CAC......G.C.AAA.GC.UG.......C.....AG.....AUCUAAG...GGGAAA.................................................................................
Aag-1-1 CAC......G.C.AAA.GC.UG.......C.....GG.....AUCUAACG..GGAAA..................................................................................
Aje-1-1 GCAC.....G.C.AAA.GC.UG.......C.....GG.....AUCUAA....GGGGAAA................................................................................
Aae-1-1 ACAC.....G.C.AAA.GC.UG.......C.....GG.....AUCUAA....GGGGAAA................................................................................
Rna-1-1 ACAC.....G.C.AAA.GC.UU.......C.....AG.....GUCUAAG...GUUGUCAGUAAGCUGACU.....................................................................
Iba-1-1 GAC......G.G.AAA.GC.CA.......C.....GG.....GUCUCAG...AGUGUGUUGAGAUGUAUCU....................................................................
Mme-1-5 GAC......G.G.AAA.GU.CA.......C.....GG.....GUCUUGA...AUGGUUAGUCAUGCUCGCUUGCGAGUAGCCUGAAAUGGGGCUUGCCGCCUACGGGCGGCAAUGACAGGGACCGCU............
Msp-4-1 GAC......G.G.AAA.GC.UU.......C.....AG.....CUG.......UUGAACUU...............................................................................
Sha-1-1 GAC......G.C.AAA.GC.AU.......C.....CA.....GCCUAAC...GGAGCAACU..............................................................................
Spe-1-1 GAC......G.C.AAA.GC.AU.......C.....CA.....GCCUAAG...GGGACA.................................................................................
Mam-1-2 UAC......G.G.AAA.GC.UA.......C.....AG.....AUCUCGG...CUGAUGUACUU............................................................................
Mam-1-3 GAC......G.G.AAA.GC.UA.......C.....AG.....ACC.......UUAAGCUCUU.............................................................................
Mam-1-4 GAC......G.G.AAA.GC.CA.......C.....AG.....GCC.......UUGUUGUUUAAC...........................................................................
Mme-1-6 GGC......G.G.AAA.GU.CU.......C.....GG.....GUC.......UUGAGAUUCGUUAC.........................................................................
Mam-1-5 UGAC.....G.G.AAA.GC.CA.......C.....GG.....AUC.......UUUUUUA................................................................................
Tcr-1-2 GAC......A.G.AAA.GC.CA.......C.....GG.....AUCU......CCCU...................................................................................
Mam-1-6 GUC......G.G.AAA.GC.CA.......C.....GG.....GUC.......UCUGGUUUGAUUA..........................................................................
Msp-4-2 GUC......G.G.AAA.GC.CA.......C.....GG.....AUC.......UUCGGGCUUUAUUUG........................................................................
Msp-4-3 GUC......G.G.AAA.GC.CA.......C.....GG.....GUC.......UUCAGGUGUGAUUUG........................................................................
Msp-4-4 GUC......G.G.AAA.GC.CA.......C.....GG.....AUC.......UUCUGGGUUUGAUUUG.......................................................................
Mam-1-7 GUC......G.G.AAA.GC.CA.......C.....AG.....AUC.......UUUUUUA................................................................................
Mam-1-8 GUC......G.G.AAA.GC.CA.......C.....AG.....AUC.......UUUAAAUCUACAUUUA.......................................................................
Mam-1-9 GUC......G.G.AAA.GC.UA.......C.....AG.....GUC.......UUCCAAGUG..............................................................................
Mme-1-7 GGC......G.G.AAA.GC.UG.......C.....GG.....GUC.......UUGUUUGC...............................................................................
Tcr-1-3 GAC......G.G.AAA.GC.CA.......C.....GG.....GUC.......UUUGUCAUCA.............................................................................
Msp-4-5 GAC......G.G.AAA.GC.UA.......C.....GG.....GUC.......UAUUGGAUGA.............................................................................
Vsp-5-1 GAC......G.G.AAA.GC.UG.......C.....AG.....GUC.......UCAUUCCAUU.............................................................................
Vsc-1-1 GAC......G.G.AAA.GC.UG.......C.....AG.....GUC.......UCAUUCCAUU.............................................................................
Msp-4-6 CGAC.....G.G.AAA.GC.CA.......C.....GG.....GUCUUA....UAG....................................................................................
Psp-3-1 GAC......G.C.AAA.GC.UU.......C.....CA.....GUCUAAG...GCAAUC.................................................................................
Pun-1-1 GAC......G.C.AAA.GC.UC.......C.....CA.....GUCUAAG...GCAAUC.................................................................................
Tma-1-1 GGC......G.G.AAA.GU.CG.......C.....GG.....AUCCUAA...GAUCCCGGAUUCUGGGA......................................................................
Asa-1-1 GAC......G.C.AAA.GC.CU.......C.....CG.....GUCUAAU...AGCAGUAAUG.............................................................................
Ptu-1-1 UCAC.....G.C.AAA.GU.UA.......C.....AG.....AUCUAAG...GGGAAA.................................................................................
gpr-1-2 CAAC.....G.C.AAA.GU.CA.......C.....GG.....GUCUAAC...GGGCGCAUGC.............................................................................
gpr-1-3 CAAC.....G.C.AAA.GU.CA.......C.....GG.....GUCUAAC...GGGCGCAUGC.............................................................................
Ptu-1-2 GAC......G.C.AAA.GC.UA.......U.....UG.....GUCUAAG...GGUAUUUA...............................................................................
Psp-2-1 GGC......G.C.AAA.GU.UC.......C.....CG.....GUCUAAU...ACUUUUUAUAAA...........................................................................
Pha-1-1 GAC......G.C.AAA.GU.UU.......C.....CG.....GUCUAAG...GCUUUUUAAAA............................................................................
Par-1-1 GGC......G.C.AAA.GU.UU.......C.....CG.....GUCUAAG...GCUUUUUAUAAA...........................................................................
Psp-1-1 GGC......G.C.AAA.GU.UU.......C.....CG.....GUCUAAG...GCUUUUUAUAAA...........................................................................
Ttu-1-1 CAC......G.C.AAA.AU.UA.......C.....CG.....GUCUAAG...GACUCAAGG..............................................................................
gpr-1-4 GGC......G.C.AAA.GU.UA.......C.....CG.....GCCUAAG...GGCAAAA................................................................................
Mtu-1-1 AGC......A.G.AAA.GU.CG.......C.....GG.....AUCCUAU...UAA....................................................................................
Mtu-1-2 GAC......A.G.AAA.GU.UA.......C.....GG.....UUCCAA....AA.....................................................................................
Mal-1-1 GAC......G.C.AAA.GU.UU.......C.....CA.....GUCUAAC...GGAGUUAUU..............................................................................
Psp-5-1 GAC......G.C.AAA.AC.CA.......C.....CG.....GCCUAAA...AAUUAUGUUAAUAA.........................................................................
Pan-1-1 GAC......G.C.AAA.AC.CA.......C.....CG.....GCCUAAA...AAUUAUGUUAAUAA.........................................................................
Ple-1-1 GAC......G.C.AAA.AC.UU.......C.....CG.....GCCUAAA...AAUUAAUUUUUUAA.........................................................................
Pci-1-1 GAC......G.C.AAA.GC.CA.......C.....CG.....GUCUAAA...GAACGUUAUGU............................................................................
Swo-1-1 GAC......G.C.AAA.GC.UU.......C.....CG.....GUCUAAG...GGGAUAGUGUUUGAGAGGGUCGCACUCUUAACGUUAUUUUGGUA...........................................
Vsp-2-1 GAC......G.C.AAA.GU.CU.......C.....CG.....AUCUAAC...GGACAUUU...............................................................................
Aca-1-1 GAC......G.C.AAA.GC.CU.......C.....CG.....GUCUAAA...GACAAGCUG..............................................................................
Aaq-1-1 GAC......G.C.AAA.GC.CU.......C.....CG.....GUCUAAA...GACAUGUCG..............................................................................
Asa-1-2 GAC......G.C.AAA.GC.CU.......C.....CG.....GUCUAAA...GACAUGUCG..............................................................................
Ave-2-3 GAC......G.C.AAA.GC.CU.......C.....CG.....GUCUACA...GACGUUUUG..............................................................................
Ave-1-2 GAC......G.C.AAA.GC.CU.......C.....CG.....GUCUACA...GACGUUUUG..............................................................................
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Asa-1-3 GAC......G.C.AAU.GC.CU.......C.....CG.....GUCUCCA...GAUCAGUCGA.............................................................................
Aaq-1-2 GAC......G.C.AAU.GC.CU.......C.....CG.....GUCUUCA...GAUCGUGCGA.............................................................................
Aca-1-2 GAC......G.C.AAA.GC.CU.......C.....CG.....AUC.......UGUCCCAUCCGGGC.........................................................................
Cps-1-1 UAC......G.C.AAA.AC.CA.......C.....CG.....GUCUAAG...GGUAAAGUUUAAUUAUUUA....................................................................
Psp-4-1 GAC......G.C.AAA.GC.UA.......U.....CG.....GUCUAAG...GGAGCACU...............................................................................
Vpa-1-1 GAC......G.C.AAA.GU.CU.......C.....CG.....GUCUGUC...GACUCACUCAAG...........................................................................
Cps-1-2 GAC......G.C.AAA.GU.UA.......C.....CG.....GUCUAAU...GGGAAA.................................................................................
Swo-1-2 GAC......G.C.AAA.GC.UU.......C.....CG.....GUCUAAG...GUGCAGGACUCACUGAGUGCUC.................................................................
Ptu-1-3 GAC......G.C.AAA.GC.UU.......C.....CG.....GUCUACC...AUCAUUUUAUG............................................................................
Gho-1-1 GAC......G.C.AAA.GC.UU.......C.....CG.....GCCUCA....CACGGUAUAUAUUUUACG.....................................................................
Ppr-2-1 GAC......G.C.AAA.GC.UU.......C.....CG.....ACCUAAA...AGGUAUUAUUUGUGUCUUAAAUAAUAAAC..........................................................
Ppr-1-1 GAC......G.C.AAA.GC.UU.......C.....CG.....GCCUAAAA..AGGUAUUAUUUGUAUCUUAAAUAAUAACC..........................................................
Pda-1-1 GAC......G.C.AAA.GC.UU.......C.....CG.....GCCUAAAA..GUUUAUUUACAUAA.........................................................................
Vsh-1-1 GAC......G.C.AAA.GC.CA.......C.....CG.....GCCUAAAC..CAAAUUUAUU.............................................................................
Vsp-9-1 GAC......G.C.AAA.GC.UU.......C.....CG.....GCCUAAA...CCACUCGUU..............................................................................
Vsp-4-1 GAC......G.C.AAA.GC.UU.......C.....CG.....GCCUAAA...CCACUCGUU..............................................................................
Vcy-1-1 GAC......G.C.AAA.GC.UU.......C.....CG.....GCCUAAA...CCACUCGUU..............................................................................
Vsp-8-1 GAC......G.C.AAA.GC.UU.......C.....CG.....GCCUAAA...CCACUCGUU..............................................................................
Vba-1-1 GAC......G.C.AAA.GC.UU.......C.....CG.....GCCUAAA...CCACUCGUU..............................................................................
Vni-1-4 GAC......G.C.AAA.GC.UU.......C.....CG.....GCCUAAA...UGGAUGUAUAAAAAAUC......................................................................
Vvu-3-1 GAC......G.C.AAA.GC.CU.......C.....CG.....GCCUAA....ACCAGACGUUUUUUG........................................................................
Vvu-2-1 GAC......G.C.AAA.GC.CU.......C.....CG.....GCCUAA....ACCAGACGUUUUUUG........................................................................
Vme-1-1 GAC......G.C.AAA.GC.CU.......C.....CG.....GCCUAA....ACCAUAGUG..............................................................................
Vsp-7-1 GAC......G.C.AAA.GC.CU.......C.....CG.....GCCUAA....ACCAAAAGUUUAUG.........................................................................
Vch-24-1 GAC......G.C.AAA.GC.CU.......C.....CG.....GCCUAA....ACCAGAAGACGUG..........................................................................
Vch-28-1 GAC......G.C.AAA.GC.CU.......C.....CG.....GCCUAA....ACCAGAAGACGUG..........................................................................
Vch-6-1 GAC......G.C.AAA.GC.CU.......C.....CG.....GCCUAA....ACCAGAAGACGUG..........................................................................
Vch-13-1 GAC......G.C.AAA.GC.CU.......C.....CG.....GCCUAAA...CCAGAAGACAU............................................................................
Vch-19-1 GAC......G.C.AAA.GC.CU.......C.....CG.....GCCUAAA...CCAGAAGACAU............................................................................
Vmi-2-1 GAC......G.C.AAA.GC.CU.......C.....CG.....GCCUAA....ACCAGAGUUCAUG..........................................................................
Vmi-4-1 GAC......G.C.AAA.GC.CU.......C.....CG.....GCCUAA....ACCAGAGUUCAUG..........................................................................
Vmi-3-1 GAC......G.C.AAA.GC.CU.......C.....CG.....GCCUAA....ACCAGAGUUCAUG..........................................................................
Vsp-6-1 GAC......G.C.AAA.GC.CU.......C.....CG.....GCCUAA....ACCAGAACAUAGG..........................................................................
Van-1-1 GAC......G.C.AAA.GC.CU.......C.....CG.....GCCUAAA...CCGACUAUUC.............................................................................
Vor-1-1 GAC......G.C.AAA.GC.CU.......C.....CG.....GCCUAAAC..UGAAUAUUC..............................................................................
Vfu-2-1 GAC......G.C.AAA.GC.CU.......C.....CG.....GCCUAAA...CCCAAUUUUG.............................................................................
Vfu-1-1 GAC......G.C.AAA.GC.CU.......C.....CG.....GCCUAAA...CCCAAUUUCG.............................................................................
Vpa-3-1 GAC......G.C.AAA.GC.CU.......C.....CG.....GCCUGAAC..CAUAGUAGUAUA...........................................................................
Vpa-7-1 GAC......G.C.AAA.GC.CU.......C.....CG.....GCCUGAAC..CAUAGUAGUAUA...........................................................................
Vha-3-1 GAC......G.C.AAA.GC.CU.......C.....CG.....GCCUGAAC..CAUCGAAUUAGA...........................................................................
Vha-2-1 GAC......G.C.AAA.GC.CU.......C.....CG.....GCCUGAAC..CAUCGAAUUAGA...........................................................................
Vsp-1-1 GAC......G.C.AAA.GC.CU.......C.....CG.....GCCUGAAC..CAUCGAAUUAGA...........................................................................
Vro-1-1 GAC......G.C.AAA.GC.UU.......C.....CG.....GCCUAAA...CUAUCGCAUGAGAU.........................................................................
Vsp-3-1 GAC......G.C.AAA.GC.CU.......C.....CG.....GCCUGAAC..CAUAAUACUAUA...........................................................................
Vsp-2-2 GAC......G.C.AAA.GC.UU.......C.....CG.....GCCUUAA...CCAUUUUAUAAAU..........................................................................
Vha-1-2 GAC......G.C.AAA.GC.CU.......C.....CG.....GCCUGAAC..UAUCUUAUUAGAU..........................................................................
Vca-1-1 GAC......G.C.AAA.GC.CU.......C.....CG.....GCCUGAAC..CGUCGAAUUAGA...........................................................................
Vor-2-1 GAC......G.C.AAA.GC.CU.......C.....CG.....GCCUUCAA..CAAGUUAAU..............................................................................
Vtu-1-1 GAC......G.C.AAA.GC.CU.......C.....CG.....GCCUUAA...ACAAUUUAU..............................................................................
Vca-2-1 GAC......G.C.AAA.GC.CU.......C.....CG.....GCCUUAA...ACAUGAUAA..............................................................................
Vsi-1-1 GAC......G.C.AAA.GC.CA.......C.....CG.....GCCUUAA...GUAAUGUGUU.............................................................................
Vpa-1-2 GAC......G.C.AAA.GC.CU.......C.....CG.....GCCUUAAG..UAUACUUA...............................................................................
Vbr-1-1 GAC......G.C.AAA.GC.CU.......C.....CG.....GCCUUCA...ACAUUUUAU..............................................................................
Vco-1-1 GAC......G.C.AAA.GC.UU.......C.....CG.....GCCUGAC...UCAGGAGACU.............................................................................
Vsp-5-2 GAC......G.C.AAA.GC.CA.......C.....CG.....GCCUAAA...CAUUGUAAUGA............................................................................
Vsc-1-2 GAC......G.C.AAA.GC.CA.......C.....CG.....ACCUAAA...CAUUGUAAUGA............................................................................
Vic-1-1 GAC......G.C.AAA.GC.CA.......C.....CG.....ACCUACA...CAUUGAAUAAA............................................................................
Asa-2-1 GAC......G.C.AAA.GC.UU.......C.....CG.....GCCUACG...UAUUUA.................................................................................
Vfi-2-1 GAC......G.C.AAA.GC.UU.......C.....CG.....GCCUAAG...UAUUUA.................................................................................
Vfi-1-1 GAC......G.C.AAA.GC.UU.......C.....CG.....GCCUAAG...UAUUUA.................................................................................
Ssp-1-1 GAC......G.C.AAA.GC.UU.......C.....CG.....GUCUAAG...GUUGUAAAGGGAUUUUUUAGUGA................................................................
Son-1-1 GAC......G.C.AAA.GC.CU.......C.....CG.....GUCUAAG...GUUGUAAAGGGAUGUUA......................................................................
Ssp-3-2 GAC......G.C.AAA.GC.CU.......C.....CG.....GUCUAAG...GUUGUAAAGGGAUGUUGAA....................................................................
Ssp-2-2 GAC......G.C.AAA.GC.CU.......C.....CG.....GUCUAAG...GUUGUAAAGGGAUGUUGAA....................................................................
Sba-8-1 GAC......G.C.AAA.GC.UU.......C.....CG.....GUCUAA....GGUUGUAAAUGGAUUUUUUAGUGA...............................................................
Sba-2-1 GAC......G.C.AAA.GC.UU.......C.....CG.....GUCUAA....GGUUGUAAAUGGAUUUUUUAGUGA...............................................................
Sba-5-1 GAC......G.C.AAA.GC.UU.......C.....CG.....GUCUAA....GGUUGUAAAUGGAUUUUUUAGUGA...............................................................
Sba-4-1 GAC......G.C.AAA.GC.UU.......C.....CG.....GUCUAA....GGUUGUAAAUGGAUUUUUUAGUGA...............................................................
Sba-7-1 GAC......G.C.AAA.GC.UU.......C.....CG.....GUCUAA....GGUUGUAAAUGGAUUUUUUAGUGA...............................................................
Ppr-1-2 GAC......G.C.AAA.GC.UU.......C.....CG.....GUCUGUC...GACGCCAG...............................................................................
Ppr-2-2 GAC......G.C.AAA.GC.UU.......C.....CG.....GUCUGUC...GACGUCAG...............................................................................
Vor-2-2 GAC......G.C.AAA.GC.UU.......C.....CG.....GUCUGUC...GGUACAUAUCGUA..........................................................................
Vbr-1-2 GAC......G.C.AAA.GC.CA.......C.....CG.....GUCUGUC...GACACUCGAUG............................................................................
Vba-1-2 GAC......G.C.AAA.GC.CA.......C.....CG.....GUCUGUC...GACAAAUGUUCUG..........................................................................
Vsp-8-2 GAC......G.C.AAA.GC.CA.......C.....CG.....GUCUGUC...GACAAUUAUUCUG..........................................................................
Vsi-1-2 GAC......G.C.AAA.GC.CA.......C.....CG.....GUCUGUC...GACAAUUUUG.............................................................................
Vtu-1-2 GAC......G.C.AAA.GC.CA.......C.....CG.....GUCUGUC...GACAUCUUAUG............................................................................
Pru-1-1 GAC......G.C.AAA.GC.UU.......C.....CG.....GUCUAAG...GUGCGU.................................................................................
Pci-1-2 GAC......G.C.AAA.GC.UU.......C.....CG.....GUCUAAG...GUGAGA.................................................................................
Fba-1-1 GAC......G.C.AAA.GC.CA.......C.....CG.....GCCUAAG...GUGCCCCUGUAGGGGGU......................................................................
Vsp-3-2 GAC......G.C.AAA.GC.UU.......C.....CG.....GUCUGUC...AGCAUUCCAUCAUCAAAAGUAAUG...............................................................
Val-1-1 GAC......G.C.AAA.GC.UU.......C.....CG.....GUCUGUC...AGCAUUUAAAAAUCUAAAAGAAUG...............................................................
Val-2-1 GAC......G.C.AAA.GC.UU.......C.....CG.....GUCUGUC...AGCAUUUAAAAAUCUAAAAGAAUG...............................................................
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Vpa-7-2 GAC......G.C.AAA.GC.UU.......C.....CA.....GUCUGCC...AGCACUGCUUAACUAGUCAACACUAGUG...........................................................
Vpa-3-2 GAC......G.C.AAA.GC.UU.......C.....CG.....GUCUUCC...AGCACUGCUUAACUAGUCAACACUAGUG...........................................................
Vpa-3-5 GAC......G.C.AAA.GC.UU.......C.....CG.....GUCUUCC...AGCACUGCUUAACUAGUCAACACUAGUG...........................................................
Vpa-4-2 GAC......G.C.AAA.GC.UU.......C.....CG.....GUCUUCC...AGCACUGCUUAACUAGUCAACAUUAGUG...........................................................
Svi-1-1 GAC......G.C.AAA.GC.CU.......C.....CG.....GUCUAAGG..GGAUAGUGUUGAGGCGGUCGUUGUCUCAGUAUUAUCGCAGUA.............................................
Ppr-1-3 GAC......G.C.AAA.GC.UA.......C.....CG.....GUUUAAG...GGUUACACAGA............................................................................
Ppr-2-3 GAC......G.C.AAA.GC.UA.......C.....CG.....GUUUAAG...GGUUAUUAAGA............................................................................
Vch-17-2 GAC......G.C.AAA.GC.UU.......C.....CG.....GUCUGUC...GGUCAAGAAAGCUCAUAAAGCCCUCUUACA.........................................................
Asa-1-4 GAC......G.C.AAA.GC.CU.......C.....CG.....GUCUAAG...GGUCAGCAGUA............................................................................
Aaq-1-3 GAC......G.C.AAA.GC.UU.......C.....CG.....GUCUAAG...GGUCAGCGGUA............................................................................
Aca-1-3 GAC......G.C.AAA.GC.UU.......C.....CG.....GUCUAAG...GGUCUGCGUA.............................................................................
Aaq-1-4 GAC......G.C.AAA.GC.CA.......C.....CG.....GUCUAAG...GGUUCAUAA..............................................................................
Ave-2-4 GAC......G.C.AAA.GC.CA.......C.....CG.....GUCUAAG...GGUUUUGAUA.............................................................................
Ave-1-3 GAC......G.C.AAA.GC.CA.......C.....CG.....GUCUAAG...GGUUUUGAUA.............................................................................
Asa-1-5 GAC......G.C.AAA.GC.CA.......C.....CG.....GUCUAAG...GGUGUAGAUA.............................................................................
Ave-2-5 GAC......G.C.AAA.GC.CA.......C.....CG.....GUCUAA....GGGAAAACA..............................................................................
Ave-1-4 GAC......G.C.AAA.GC.CA.......C.....CG.....GUCUAA....GGGAAAACA..............................................................................
Ave-1-5 GAC......G.C.AAA.GC.UU.......C.....CG.....GUCUAAG...GGUCAAGACGA............................................................................
Ave-2-6 GAC......G.C.AAA.GC.UU.......C.....CG.....GUCUAAG...GGUCAAGACGG............................................................................
Fba-1-2 GAC......G.C.AAA.GC.CU.......C.....CG.....GUCUAAG...GUGAAC.................................................................................
Sha-1-2 GAC......G.C.AAA.AC.CA.......C.....CG.....GUCUAAG...GGUCAAUUGUA............................................................................
Ssp-2-3 GAC......G.C.AAA.GC.CU.......C.....CG.....GUCUAAG...GGUCGUUUGUA............................................................................
Ssp-3-3 GAC......G.C.AAA.GC.CU.......C.....CG.....GUCUAAG...GGUCGUUUGUA............................................................................
Sde-2-1 GAC......G.C.AAA.GC.CU.......C.....CG.....AUCUAAA...GGUUUGCUUGUA...........................................................................
Ssp-1-2 GAC......G.C.AAA.GC.CU.......C.....CG.....GUCUAAGG..GCUCGUCCGUA............................................................................
Sba-8-2 GAC......G.C.AAA.GC.CU.......C.....CG.....GUCUAAG...GGUUCGUCUGUA...........................................................................
Sba-7-2 GAC......G.C.AAA.GC.CU.......C.....CG.....GUCUAAG...GGUUCGUCUGUA...........................................................................
Sba-5-2 GAC......G.C.AAA.GC.CU.......C.....CG.....GUCUAAG...GGUUCGUCUGUA...........................................................................
Sba-2-2 GAC......G.C.AAA.GC.CU.......C.....CG.....GUCUAAG...GGUUCGUCUGUA...........................................................................
Sba-4-2 GAC......G.C.AAA.GC.CU.......C.....CG.....GUCUAAG...GGUUCGUCUGUA...........................................................................
Osp-1-1 GAC......G.C.AAA.GC.UU.......C.....CG.....GUCUAAG...GGAACCAUGUU............................................................................
Gxi-1-1 GAC......G.C.AAA.GC.CU.......C.....CG.....GUCUAAG...GGACAAAGGU.............................................................................
Fba-1-3 GAC......G.C.AAA.GC.CU.......C.....CG.....GUCUAAG...GGCAUCG................................................................................
Vvu-2-2 GAC......G.C.AAA.GC.UU.......C.....CG.....GUCUGUC...GGUAUUUUUACCAUA........................................................................
Vvu-3-2 GAC......G.C.AAA.GC.UU.......C.....CG.....GUCUGUC...GGUAUUUUUAUCAUA........................................................................
Vvu-1-2 GAC......G.C.AAA.GC.UU.......C.....CG.....GUCUGUC...GGUAUUUUUAUCAUA........................................................................
Vsp-6-2 GAC......G.C.AAA.GC.CU.......C.....CG.....GUCUGUCG..GUUCGAGAAAAGCUCAACAAACGGUUUUCUCAA......................................................
Vch-24-2 GAC......G.C.AAA.GC.CU.......C.....CG.....GUC.......UGUCGGUCAAGAAAGCUCAUAAAGCCCUCUUACA.....................................................
Vch-22-3 GAC......G.C.AAA.GC.UU.......C.....CG.....GUC.......UGUCGGUCAAGAAAGCUCAUAAAGCACUCUUACA.....................................................
Vch-15-2 GAC......G.C.AAA.GC.UU.......C.....CG.....GUC.......UGUCGGUCAAGAAAGCUCAUAAAGCCCUAUUACA.....................................................
Vch-4-2 GAC......G.C.AAA.GC.UU.......C.....CG.....GUC.......UGUCGGUCAAGAAAGCUCAUAAAGCCCUAUUACA.....................................................
Vch-13-2 GAC......G.C.AAA.GC.UU.......C.....CG.....GUC.......UGUCGGUCAAGAAAGCUCAUAAAGCCCUCUUACA.....................................................
Vch-18-2 GAC......G.C.AAA.GC.UU.......C.....CG.....GUC.......UGUCGGUCAAGAAAGCUCAUAAAGCCCUCUUACA.....................................................
Vch-5-2 GAC......G.C.AAA.GC.UU.......C.....CG.....GUC.......UGUCGGUCAAGAAAGCUCAUAAAGCCCUCUUACA.....................................................
Vch-30-2 GAC......G.C.AAA.GC.UU.......C.....CG.....GUC.......UGUCGGUCAAGAAAGCUCAUAAAGCCCUCUUACA.....................................................
Vch-6-2 GAC......G.C.AAA.GC.UU.......C.....CG.....GUC.......UGUCGGUCAAGAAAGCUCAUAAAGCACUCUUACA.....................................................
Vch-26-2 GAC......G.C.AAA.GC.UU.......C.....CG.....GUC.......UGUCGGUCAAGAAAGCUCAUAAAGCCCUCUUACA.....................................................
Vch-12-2 GAC......G.C.AAA.GC.UU.......C.....CG.....GUC.......UGUCGGUCAAGAAAGCUCAUAAAGUCCUCUUACA.....................................................
Vch-3-2 GAC......G.C.AAA.GC.UU.......C.....CG.....GUC.......UGUCGGUCAAGAAAGCUCAUAAAGCCCUCUUACA.....................................................
Vch-28-2 GAC......G.C.AAA.GC.UU.......C.....CG.....GUC.......UGUCGGUCAAGAAAGCUCAUAAAGCCCUCUUACA.....................................................
Vsp-7-2 GAC......G.C.AAA.GC.UU.......C.....CG.....GUC.......UGUCGGUCAAGAAAGCUCAUAAAGCCCUCUUAAA.....................................................
Vmi-1-2 GAC......G.C.AAA.GC.UU.......C.....CG.....GUCUGUG...GGUUAAAGAGGUUCCCGACGAACACGACUUCAAA.....................................................
Vmi-2-2 GAC......G.C.AAA.GC.UU.......C.....CG.....GUCUGUG...GGUUAAAGAGGUUCCCGACGAACACGACUUCAAA.....................................................
Vmi-4-2 GAC......G.C.AAA.GC.UU.......C.....CG.....GUCUGUG...GGUUAAAGAGGUUCCCGACGAACACGACUUCAAA.....................................................
Vmi-3-2 GAC......G.C.AAA.GC.UU.......C.....CG.....GUCUGUG...GGUUAAAGAGGUUCCCGACGAACACGACUUCAAA.....................................................
Vic-1-2 GAC......G.C.AAA.GC.UU.......C.....CG.....GUCUAAC...GAUAAUUCUUA............................................................................
Vsp-5-3 GAC......G.C.AAA.GC.UU.......C.....CG.....GUCUAAC...GAUAAUAUUUA............................................................................
Vsc-1-3 GAC......G.C.AAA.GC.UU.......C.....CG.....GUCUAAC...GAUAAAAUUUA............................................................................
Tsp-1-1 GAC......G.C.AAA.GC.UA.......C.....CG.....GUCUAC....GGGACUUU...............................................................................
Tsp-1-2 GAC......G.C.AAA.AC.CA.......C.....CG.....GUCUACG...GCUUCG.................................................................................
Tsp-1-3 GAC......G.C.AAA.AC.CA.......C.....CG.....GUCUACG...GCAAAC.................................................................................
Tsp-1-4 GAC......G.C.AAA.GC.CA.......C.....CG.....GUCUCACG..GAACA..................................................................................
Cps-1-3 GGC......G.C.AAA.GU.CA.......C.....CG.....GUCUACGG..GAAUAAU................................................................................
Tau-1-1 UAC......G.C.AAA.GC.CA.......C.....AG.....GUCCUU....UUGAGUCAUC.............................................................................
Slo-1-1 UAC......G.C.AAA.GC.CA.......C.....AG.....GCCCUAA...UUGCAUAGC..............................................................................
Tth-1-1 GAC......A.C.AAA.GC.CG.......C.....CG.....GUC.......CCCGGAUUCAAGAACGACAAUGG................................................................
Nca-1-3 GAC......G.C.AAA.GU.CA.......C.....GG.....GUC.......CCAAU..................................................................................
Gxi-1-2 GAC......G.C.AAA.GC.CA.......A.....GG.....GCC.......CCACC..................................................................................
Sde-1-2 GAC......G.C.AAA.GC.CA.......G.....U......GCCCAA....CUACUUGUAAUUUAAGAU.....................................................................
Sse-1-1 GAC......G.C.AAA.AC.CA.......G.....U......GCC.......CAGGCAGAGAUGCG.........................................................................
Mst-1-1 GAC......G.C.AAA.GC.CA.......A.....GG.....GCC.......AAUUGGA................................................................................
env-1 GAC......G.C.AAA.GC.CA.......A.....GG.....GCC.......AAUUGGA................................................................................
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Vni-1-1 .....................................................................................AUUAUU.GG...CAGGCU..G..CAU.UAC..AA..G......A.G.....CAGAUGUUGAAGCAAAUCAACACCACUAAAAUAAACAGACAAGG
Vni-1-2 CA...................................................................................AUCA...GG...CAGGCU..G..CAU.UGC..U...GA...G.U.G.....UUUUCAGUUUGAAACACAAGGAAUAGAGUCAUGAUAAAAAAACA
Mam-1-1 .....................................................................................AU.....CA...GGGCU...G..GGC.UGCA.U...GAAA.U.G.......GAGAUUUUUAUGAAAA....AAAUAGUGUGGAUGCUAUUAAGCC
Ave-2-1 .....................................................................................GA.....GA...UAGCG...G..GGC.CAC..CACAG....G.U.UG....UUGUGCACCUUUGCCAAGAGGCCGCACUGCCGUCUGCGUUACCU
Ave-1-1 .....................................................................................GA.....GA...UAGCG...G..GGC.CAC..CACAG....G.U.UG....UUGUGCACCUUUGCCAAGAGGCCGCACUGCCGUCUGCGUUACCU
Ave-2-2 .....................................................................................GA.....GA...CGGCU...G..AGC.UGC..A...GAUUG..A..G....UAUGGCAUCAGUUAUCA...GUUCUCAACCCUCUGUGUACUUUC
Nca-1-1 .....................................................................................UA.....GA...UGGCU...G..AGC.UGCG.CA..GAAAA..U.......AAAAGCAGUUGAAAA.....AGGAUGUAGACAAUGAAUAAAAAU
Mme-1-1 .....................................................................................AGUAA..GA...CAGCC...G..GGU.UAC..CUUC.....A.A.U.....UGCCAGGCAUUCAUGCCGUUACGCCUUGUUGGCGACGGAGAAAG
Vha-1-1 .....................................................................................CU.....GU...GGGCU...G..CAU.UGC..U...G....A.G.UG....UAUUUUGAUGGAUCAAUAAUUACACGAGAGCAUAUAAUGAGAAA
Vni-1-3 .....................................................................................AG.....GU...AGGCU...G..CAU.UGC..U...G....A.G.UG....UUUUUACCGAGACAAAAACACAAAGGAUUUAGAGUAAUGAAACU
Msp-3-1 .....................................................................................CA.....GA...UAGUG...G..AAC.CGC..C...AAAAA....G.....GUAAAUGAUUUAAUAUUUU.UUGAAAAUAUUAGUUCCGGGGGGA
Msp-2-1 .....................................................................................GA.....GA...CAGCC...U..GGU.UGC..C...UA...G.C..G....AACUAUAACGUUAAAAAGCGACUCAACCGGAGAACACUCAUGAA
Msp-1-1 .....................................................................................GA.....GA...CAGCC...U..GGU.UGC..C...AA...G.C.A.....AUCUAUAAAGACAUAACGCGAAUCAACCGGAGAAUACUCAUGAA
Mma-1-1 .....................................................................................GA.....GA...CAGCC...U..GGU.UGC......AAAG...........CACACUACAGGGACUUAGAGCUAAACAACCGGAGAAUACCCAUG
Mad-1-1 .....................................................................................GA.....GA...UAGCC...G..GGU.UGCA.C...GGAA...........CGCACUACACCUUGACGGAGUAUCAGUACAAUGAAAUUGGCCAG
Gpa-1-1 .....................................................................................AAAA...GG...UAGCC...U..AGC.UGCA.UUAAG..............AGCACUUACUAAGGGGAUAUUUAUGAGCUUCAAAAAAAUUCUAA
Pin-1-1 .....................................................................................UCUAU..GG...CAGCG...G..AGU.UAC......CAAG.G.CGA.....UAGCACUUCUUAUCAUCCCUUCUAAUUUGCAAAUUAUAAAUAAC
Nca-1-2 .....................................................................................UG.....GA...UGGCU...G..GGC.UAC..C...GAA..A.G.AGA...GAUUUUCUAUUUACCUUUCAAAGGGUGUCCAUCCGGAAGUUGUC
Mme-1-2 .....................................................................................GA.....GA...UAGCC...G..GGC.UGC..U...UU...C.UC......AAGCAUGAGAUAUACGUGAGCGCCCCGCAUCGAGGCGCAUUCAU
gpr-1-1 .....................................................................................UCCAA..GG...UCGCG...G..GAU.UGC...AACG....C.A.U.....AAGGUAAUUGCCGAGGCUUUCGGAGCGCUUGCUCCUCUCCGGCA
Ssp-3-1 .....................................................................................AUUAA..GA...UGGCU...G..AGU.UGC..C...GAA..U.C.AG....GUGAAAAACCUUGGCGAUA.UGCAAACCCAAUGCAUGCGCUAAC
Ssp-2-1 .....................................................................................AUUAA..GA...UGGCU...G..AGU.UGC..C...GAA..U.C.AG....GUGAAAAACCUUGGCGAUA.UGCAAACCCAAUGCAUGCGCUAAC
Spu-1-1 .....................................................................................AUUAA..GA...UAGCC...G..GGU.UGC..C...GAA..U.C.AG....GUGAAAAAUCGUUCGUAUACGCUCAAAUCAUUAGCGUUUACAGA
Nwa-1-1 .....................................................................................CG.....GA...GAGCC...G..AGC.UAC..C...GAGGU..........GACAUCGUCAAGGUCACAGGGAAGUAGGUUGGCUUUAUAAAAAC
Nwa-1-2 .....................................................................................AGCG...GA...UAGCC...G..GAC.UGU..C...GGAGC..........GACAUCGUAAAAGUCGCAUUGGCAGUCCGGCUAUUUUGUUUUGU
Mme-1-3 .....................................................................................AACAA..GA...AGGCC...G..GGC.UGC..CUCCUAU....A.......GUGAUGGGGAGGGAUCGAAGCGAUUUGCACUAUUUCUGAGGAAG
Mme-1-4 .....................................................................................CA.....GA...UAGCC...G..GGC.CGC..CUCCGUGG...........GUGAUGGAGAGCUGGUGCU.UCGGGCGCAACGCCCGGCGCGUCG
Tcr-1-1 .....................................................................................GA.....GA...UCGCC...A..GGU.UGC..C...AAA..U...U.....GAUUUAGAAAUGUGUUUCUUGAUAUUUCUUAUGGUUGAUUUGUU
Sde-1-1 .....................................................................................UCUAC..GA...UAGCG...G..GGU.UGC..U...GGAA.U.G.......CGAGACACCACUCUUUC...GCGACAGUCAUUUACCGGUGAUAC
Gpa-1-2 .....................................................................................AU.....GG...UAGCC......AGU.UGC..C...GAAAG..........UGAAUUAGCACUUUUUGUUUUUUGAGCUGUUUUACACAUGGUCU
Pin-1-2 ......................................................................................A.AU..GG...CAGCC......AGU.UGC..C...AAAAG..U..G....AAUAGACACUUUUGUUUUUUGAGCUGAAUUUUAUGUAUGGUCUU
Pin-1-3 ......................................................................................A.AU..GG...UAGCC......AGU.UGC..C...AAG..A....G....UGUAUAGACACUUUUGCUAUUGAGCUGAUUUUUAUGAAUGGCCU
Nha-1-1 .....................................................................................GAUAA..GG...UAGCA...A..GGC.UAC..C...GUAGC..........ACGUGCAUCUUCUAGAUGCUGUGUAAACGGCAUUCAGAUUUAGA
Rsp-1-2 .....................................................................................CCUAU..GA...UGGCU...G..GGC.UGC..C...GUAAUC.........UGAUGAUUACGUAGG.....ACGCAUCUACACCAGUUUUCUGGU
Aag-1-1 .....................................................................................CCUAU..GA...UAGCC...G..GGC.UGC..CA..UAAU...........CGGACGCUGGUCUGAUAUGUUCCCUCAACCGGGGUGCUGUGCUG
Aje-1-1 .....................................................................................CCUAC..GA...UAGCC...G..GGC.UGC..C...AU...G.G..C....CAUAACUGGUCUGAUAUGCACCUCCUGUGUGUCACCGAUGUCUU
Aae-1-1 .....................................................................................CCUAC..GA...UAGCC...G..GGC.UGC..CAUG...............ACCGAAACUGGUCUGAUAUGCUGCGACUCCGGAUGUCGAUUGUG
Rna-1-1 .....................................................................................UCUAC..GA...UAGCU...G..GGC.UGC..C...GU.....C.GCU...AAGUGCGAUGUUUAUUCUGCUCUGUCAGAGUUAAACGACAUGCC
Iba-1-1 .....................................................................................CA.....GA...UAGCC...G..GGU.UGC..G...GAAC.....U.....UAGGAAUUUCGCAAAAUGAAAACUUCAGUAAAAACCCUCUUAGU
Mme-1-5 .....................................................................................GUAAAA.GA...CGGCC...G..GAU.CGU..C...A....C.C.UU....AUGUAUUAACAAUUUAAUUAACAUGAGGACCUUUAUGAAAAUUU
Msp-4-1 .....................................................................................AA.....CA...GGGCU...G..GGC.UGC..A...U....G.AUU.....AGAAAGGAAAAACGCGAUGAAAAAAUUACUCUUGCUCCCCUUGU
Sha-1-1 .....................................................................................CCUAC..GG...CAGUG...G..CGC.UAC..C...G....C.A.AGU...GACACGGGCAGCAGAUAUUACCUGCCUGUUUGUUGCUUUUCGAU
Spe-1-1 .....................................................................................CCUAU..GG...CAGUG...G..CGC.UAC..C...G....C.A.AGU...GACACAGGCCCUACUGCAUGCCUGUUUGUUGCUUUUCGAUAUCU
Mam-1-2 .....................................................................................AGUUGA.GA...UGGCU...G..AGU.UGC..A...U....U.U.......UCACUUAAUUAUUAAAGGAAAAUGUCAUGCGUAGAUAUACGAAA
Mam-1-3 .....................................................................................AA.....GG...UGGCU...G..AGU.UAC..A...UA.............GACCGAGAGAGACUCAGAACAUGCAUACUCAAUUUAUAAAACGU
Mam-1-4 .....................................................................................AA.....GG...UGGCU...G..GGU.UGC..AC..AAAC...........GCAAGGAAUCCGAGUGAUGAUAAAUAAACAACGACAGUUUCUGU
Mme-1-6 .....................................................................................AA.....GA...CGGCU...G..GAU.UGCU.C...C..............CACGUGAUAGGGAUGCGGCAUAUGCCGCAAAUCACGGACUUUGU
Mam-1-5 .....................................................................................AA.....GA...UGGCC...G..GGU.UGC..AUAGUAAA.U...A.....AGGAUAAUUCUAUGA.....AAUUUUACAAAUCGGCUAUGUUAG
Tcr-1-2 .....................................................................................GA.....GA...UGGCC...G..GGU.UAC..C........U.U.......UUUAACGACACAUUUAUUU.AAGUGGCAACACUUAACAACCUAU
Mam-1-6 .....................................................................................GA.....GA...UGGCU...G..GGU.UGC..AUU.GC...U.........UCAUAUACUAAAUAGGAAUUUAUUAUGAAAAAAGCGAUGCUAUU
Msp-4-2 .....................................................................................AA.....GA...UGGCC...G..GGU.UGC..AUUG...............CUUAAUUUUUCAAUUAAAGGAAAUUAUUAUGAAAAAUGCGAUGC
Msp-4-3 .....................................................................................AA.....GA...UGGCU...G..GGU.UGC..AUUG...............CUUAAUUUUUCAAUUAAAGGAAAUUACUAUGAAAAAUGCGAUGC
Msp-4-4 .....................................................................................AA.....GA...UGGCC...G..GGU.UGC..AUUG...............CUUAAUUUUCAAUUAAAGGAAAUUUAUUAUGAAAAAUGCGAUGC
Mam-1-7 .....................................................................................AA.....GA...UGGCU...G..GGU.UGCA.UUG................CUUGUUUUUUCAACUUAUGCAUAAGGAAGUUUAUUAUGAAAAAG
Mam-1-8 .....................................................................................AA.....GA...UGGCU...G..GGU.UGC..A...U....U.G..CU...UGUUUUUUCGAAUUCUUAUGCAUAAGGAAAUUAUUAUGAAAAAA
Mam-1-9 .....................................................................................AA.....GA...UGGCU...G..GGU.UGC..A...U....U.G.......CUUGUUUUUUCACUCUAAACAUAAGGGAAUUUUUAUGAAAAAAG
Mme-1-7 .....................................................................................AA.....GA...CGGCC...G..GGU.UGC.....................CAACCUCUUGCCAGGGGUUGCUUGAUAGCAGGCAAGGCCAACAU
Tcr-1-3 .....................................................................................AAUAAA.GA...UAGCC...G..GGU.UGC..G...UAG......A.....GGAAGUGACAGAAUCAAAA.CCAUACAUUUUCUGCCCCGUUUAA
Msp-4-5 .....................................................................................UA.....GA...CGGCU...G..GGU.UGCA.C...AAAU.U.UA......GGAGUGUCUAGGAUGAAAACAAUCUCUUUAAUAGCCUGCGCGUU
Vsp-5-1 .....................................................................................GA.....GA...UGGCU...G..AGC.CGC..C...UCACAU....U....AAUCAUCCGAUUGAUAGAGGAAAUUUUCAUGACAGUUAAGCACC
Vsc-1-1 .....................................................................................GA.....GA...UGGCU...G..AGC.CGC..C...UCACAU....U....AAUCAUCCGAUUGAUAGAGGAAAUUUUCAUGACAGUUAAGCACC
Msp-4-6 .....................................................................................AA.....GA...UAGCC...G..GGU.UGC..AUUUUC.............AGGAAGGAAAUGUAAAUGAAAUUAUUAACGCCAAUCUUUGCUGU
Psp-3-1 .....................................................................................GCUAC..GA...UCGUG...G..GGU.UAC..A........U.UAAC....UUAGUGAUAUUAAUUAAUACCUUGUUUGUAUUUGUUGUAUUUCG
Pun-1-1 .....................................................................................GCUAC..GA...UCGUG...G..GGU.UAC..A........U.UAAC....UUAGUGAUAUCCAUUAAUACUGUGUUUGUAUUUGUUGUAUUUCG
Tma-1-1 .....................................................................................UCAAG..GA...CAGCC...G..GAC.UGC..C...GAGGG..........UGACCAGCGAAACGGUCACGCGCGGCGUCCGGCUUUUGAUUUUC
Asa-1-1 .....................................................................................CUAAU..GA...UAGCG...G..GGU.UAC..C...AAG..G.CCA.....UUGUUACCGCCUUGAUACCACUCUCUGCAUAAAUGAGACGCCCA
Ptu-1-1 .....................................................................................CCUAU..GA...UGGCU...G..AAC.UAC..CAAAGCA............UACGUAUUUGAAAUUUCUU.UGUAUUUGCCAAUUCCCAGAUUUU
gpr-1-2 .....................................................................................CCUAU..GA...CAGCC...G..GAC.UGC..C...GAUA.A.........CGCCGCUCUCAUGGUGGUGCUACCGUCAAUCUGACUAGUGACAU
gpr-1-3 .....................................................................................CCUAU..GA...CAGCC...G..GAC.UGC..C...GAUA.A.........UGCCGCCCUACGGGUGGCAUUAACGUCAAUCUGACUAGUGACAU
Ptu-1-2 .....................................................................................CCUAU..GA...UUGCA...A..AGC.UGC..CAACGAU............AACAGUAUCGGGGGCCCUA.GGCUGCUUCGUAUGUACCUCCGAG
Psp-2-1 .....................................................................................GC.....GAUUUUAGCG...G..GAC.UAC..U...GAAUAA...CG....UGUUGUUAUGUUUCA.....CUUGCUCUCAGUAUGCUUUUUGUG
Pha-1-1 .....................................................................................GCUAU..GG...UAGCG...G..GAC.UAC..U...GCAUA..........ACGUGUUGUUAUGUAUCACUUGCCCUCAGUGUAUUUUUUGUGUA
Par-1-1 .....................................................................................GCUAU..GG...UAGCG...G..GAC.UAC..U...GCAUA..........ACGUGUUGUUAUGUAUCACUUGCCCUCAGUGUAUUUUUUGUGUA
Psp-1-1 .....................................................................................GCUAU..GG...UAGCG...G..GAC.UAC..U...GCAUA..........ACGUGUUGUUAUGUAUCACUUGCCCUCAGUGUAUUUUUUGUGUA
Ttu-1-1 .....................................................................................UCUAC..GA...CAGCG...G..GAU.CGC..C...AGA............GAUACGCCACCGCCACGUUUCAUCAGCGUCCUCUGUGACUGUCU
gpr-1-4 .....................................................................................CCUAC..GG...CAGCG...G..GAU.UAC..C...GGAAAU....AUG..UUGAAUAUGAAUCGCAGUUCCUCGCACAAAUCCCACAUCGCAUU
Mtu-1-1 .....................................................................................CG.....GA...AAGCC...G..GAC.UGC..C...GAAGGU.G..A....CUACAAAAAAGUCACGCGAGGUAGUUCGGCUUUUUUGUUUUUGG
Mtu-1-2 .....................................................................................CG.....GA...AAGCC...G..GAC.UGC.....................CGAAGGUAACCUGCGUUAAGGUUAUUAAUACAGUUAGGCUUUGC
Mal-1-1 .....................................................................................CCUAU..GA...CAGUG...G..GAU.UGC..U...AAAUU..........GGCAUAGCUUAAAGCCUACGCCAAUUUAUAUUCAGCUUCAAGGA
Psp-5-1 .....................................................................................UUCAA..GG...UAGCG...G..GGU.UAC..C...GAAG.G.A.UUA...UUAUUGAACCGACAAUAUGAUGACGUAAACUUAACAAUAUAUUG
Pan-1-1 .....................................................................................UUCAA..GG...UAGCG...G..GGU.UAC..C...GAAG.G.A.UUA...UUAUUGAGCCGACAAUAUUAUGACACAAACUUAACAAUAUAUUG
Ple-1-1 .....................................................................................UUCAU..GG...UAGCG...G..AGU.UAC..C...GAAGGA.U.U.....AUAAUUAGGCCGCCAAUAUAAUGACAUUUAUUUUAACAAUAUAU
Pci-1-1 .....................................................................................UCCAC..GA...CAGCG...G..GGU.UGC..U...UUAC.C.........UUAGGAUAGGUAAAUUUAUAUACGGAAUAUUCCGCCAGUAUCUG
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Swo-1-1 .....................................................................................CCUAU..GA...UAGCG...G..GGA.UGU..UACAGGAAGU.U.......UCUUCAUGAAGAG.......CCUAGUAACGAUAAGAACCGAAAA
Vsp-2-1 .....................................................................................CCUAU..GA...UAGCG...G..GAC.CGC..C...A....GUU.U.....UGUAUUUCGACUUAUUAAAUUCGUUCGAUUUUUAGUAUCAAACU
Aca-1-1 .....................................................................................UCCAG..GA...UAGCG...G..GGU.UGC..A...GCA............CCGUGUUUCGGGGAACUCCCCUGCCAACGUGACUGCCCACAUCA
Aaq-1-1 .....................................................................................UCCAG..GA...UAGCG...G..GGU.UGC..CACACA.............GUGUUUCGGGGAACGCCCCUGCCAACUUGACUGCCCACAUCUGU
Asa-1-2 .....................................................................................UCCAG..GA...UAGCG...G..GGU.UGC..CACA...............CUCAGGUGUGUAUCGGGGAACUCCCCUGCCAACUUGACUGCCCA
Ave-2-3 .....................................................................................UCCAG..GA...UAGCG...G..GGU.UGC..CACACG.............CAAGUGUGUAUCGGGGAAUCCCCAGGCCAACUGACUGCCCACAU
Ave-1-2 .....................................................................................UCCAG..GA...UAGCG...G..GGU.UGC..CACACG.............CAAGUGUGCAUCGGGGAACUCCCCGGCCAACUGACUGCCCACAU
Asa-1-3 .....................................................................................UCCA...GA...UAGCG...G..GGC.UUC..C...CA...G.G.GU....GAAGGUGGUGUUUGUGGCA.CGUCCAUUGCCAGUUGUCUGCUCC
Aaq-1-2 .....................................................................................UCCA...GA...UAGCG...G..GGC.UUC..C...CA...G.G.G.....UGAGGGUGACGUUUGUGGCAGGUCCAUUGCCAGUUGUCUGCGCC
Aca-1-2 .....................................................................................CA.....GA...CAGCG...G..GGU.UAC..C...CA...G.G.G.....UGACUUGAGGGUUUGUGGCCCGUCCAUGGCCUGUUGUCGCUCCC
Cps-1-1 .....................................................................................UCUAU..GA...CAGCG...G..AGU.CAC..C...UC...G.U.U.....AACAGGUACAUCCCGUGGUUUUUUCUUUUAUUAACUCCAUUAUU
Psp-4-1 .....................................................................................CCUAU..GA...UUGCG...A..AGC.UGC..CACGAUA............ACAGGUCGGGGGCUAUGUAGGCUGCUUCGAAACCAUCUCACGAA
Vpa-1-1 .....................................................................................UCUAU..GA...UAGCG...G..GAC.CGC..CACCCAAGU..........CGGGUGCCAUCAUGCCAAGGUGUCAUCUUUUUAUUCAGCGAAUG
Cps-1-2 .....................................................................................CCUAU..GA...UAGCG...G..GAC.UGC..A...AA.....U.UU....UAGAUAUAGUGGGGGCUU..AUCUUAAUUCGAUAGUUCACUAUC
Swo-1-2 .....................................................................................AUUAA..GA...UAGCG...G..GGU.UGC..CAC.GAUA...........GAUAUAUCUGGCUGAGAA..CCUAUCUUAGCUAUACCUAUUGUG
Ptu-1-3 .....................................................................................AUCAU..GA...UAGCG...G..GGU.UGC..C...G....C.A.A.....CUUAUUGAGUUGUGCCUGAGUGCCUCGUUUUAUUACAAACGCGC
Gho-1-1 .....................................................................................UGUU...GG...UAGCG...G..AGU.UAC..C...GAAG.A.C.G.....UUAGCAUUUCACAAUCGGUUAGACCGAUACGUUGACAAUUCUCU
Ppr-2-1 .....................................................................................CUCAU..GG...UAGCG...G..GGU.UGC..C...GA...U.G.GAU...UAAAAAAAGUUUUGUCAUAAAUUUUACAUACUUUUGACACAAAU
Ppr-1-1 .....................................................................................CUCAU..GG...UAGCG...G..GGU.UGC..C...GA...U.G.GAU...UAACAAAAAGUUUUGUCAUAAAUUUUACAUAAUUUUGACACAGA
Pda-1-1 .....................................................................................GCUCAU.GG...UAGCG...G..GGU.UGC..C...GA...U.A..AU...CAAAAUAUCAAUGUCAUGAAUCUUAGAGUUUCUGACAGAAUAUU
Vsh-1-1 .....................................................................................UGAUA..GG...UAGCG...G..GGU.UAC..C...GA...U.G.GCA...AAGGUAUUAGCAUUCUUUUGGUUUACCGCUAACAGAAGGCUGAC
Vsp-9-1 .....................................................................................GGUAU..GG...UAGCG...G..GGU.UAC..C...GA...U.G.GC....AAAAUGCAGUAACUGCUAAUACUUUAGUAAUUUACAGCCUAUUG
Vsp-4-1 .....................................................................................GGUAU..GG...UAGCG...G..GGU.UAC..C...GA...U.G.GC....AAAAUGCAGUAACUGCUAAUACUUUAGUAAUUUACAGCCUAUUG
Vcy-1-1 .....................................................................................GGUAU..GG...UAGCG...G..GGU.UAC..C...GA...U.G.GC....AAAAUGCAGUGGUUACUAAUAAUUUAGUAAUUUACGGCUUAUUG
Vsp-8-1 .....................................................................................GGUAU..GG...UAGCG...G..GGU.UAC..C...GA...U.G.GCA...AAAUGCAGUAACUACUAAUAAUUUAGUAAUUUACGGCUAAUUGA
Vba-1-1 .....................................................................................GGUAU..GG...UAGCG...G..GGU.UAC..C...GA...U.G.GCA...AAAUGCAGUAACUAAUAAUAAUUUAGUAAUUUACGGCUUAUUGA
Vni-1-4 .....................................................................................CAAAU..GG...UAGCG...G..GGU.UGC..C...GA...U.G.GC....AAAUAUGCAUACUUCUUUUCCAGAGUUAACCGAACUCUGACAUC
Vvu-3-1 .....................................................................................GUA....GG...UAGCG...G..GGU.UAC..C...GA...U.G.GC....AAAAAUGCAUAACAACAAGUUUACCCAUUAAUGACAUUGUAUUU
Vvu-2-1 .....................................................................................GUA....GG...UAGCG...G..GGU.UAC..C...GA...U.G.GC....AAAAAUGCAUAACAACAAGUUUACCCAUUAAUGACAUUGUAUUU
Vme-1-1 .....................................................................................GUA....GG...UAGCG...G..GGU.UGC..C...GA...U.G.AC....AAAAUAGCCCAAACAAGCAGUCAACUCUCCCCUAAUUAUUAUGC
Vsp-7-1 .....................................................................................GUA....GG...UAGCG...G..GGU.UAC..C...GA...U.G.GC....AAAAAAUGCAUACACUAUGUUGACUCAUCAUUGACAUGGCCGAU
Vch-24-1 .....................................................................................GUA....GG...UAGCG...G..GGU.UAC..C...GA...U.G.GC....AAAAUGCAUACACUAUGUUGACUCAUCAUUGACACUAUGAAUGC
Vch-28-1 .....................................................................................GUA....GG...UAGCG...G..GGU.UAC..C...GA...U.G.GC....AAAAUGCAUACACUUUGUUGACUCAUCAUUGACACUAUGAAUGC
Vch-6-1 .....................................................................................GUA....GG...UAGCG...G..GGU.UAC..C...GA...U.G.GC....AAAAUGCAUACACUUUGUUGACUCAUCAUUGACACUAUGAAUGC
Vch-13-1 .....................................................................................GGUA...GG...UAGCG...G..GGU.UAC..C...GA...U.G.GC....AAAAUGCAUACACUUUGUUGACUCAUCAUUGACACUAUGAAUGC
Vch-19-1 .....................................................................................GGUA...GG...UAGCG...G..GGU.UAC..C...GA...U.G.GC....AAAAUGCAUACACUUUGUUGACUCAUCAUUGACACUAUGAAUGC
Vmi-2-1 .....................................................................................GUA....GG...UAGCG...G..GGU.UAC..C...GA...U.G.GC....AAAAAUGCAUACACUAUGUUGACUCAUCAUUGACACUGACGAUG
Vmi-4-1 .....................................................................................GUA....GG...UAGCG...G..GGU.UAC..C...GA...U.G.GC....AAAAAUGCAUACACUAUGUUGACUCAUCAUUGACACUGACAAUG
Vmi-3-1 .....................................................................................GUA....GG...UAGCG...G..GGU.UAC..C...GA...U.G.GC....AAAAAUGCAUACACUAUGUUGACUCAUCAUUGACACUGACGAUG
Vsp-6-1 .....................................................................................UA.....GG...UAGCG...G..GGU.UAC..C...GA...U.G.GC....AAAAAUGCAUACACUAUGUUGACUCAUCAUUGACACGGCAGUUG
Van-1-1 .....................................................................................GGUA...GG...UAGCG...G..GGU.UGC..C...GA...U.G.GC....AAAUAUGCAAACGUUAAGUUUACCCCUUACUGACACUCUUUCUG
Vor-1-1 .....................................................................................AAUA...GG...UAGCG...G..GGU.UGC..C...GA...U.G.GC....AAAUAUGCAAACGUUAAGUUUACUCCUUACUGACACUCUUUCUG
Vfu-2-1 .....................................................................................GGUA...GG...UAGCG...G..GGU.UAC..C...GA...U.G.GC....AAAAAUGCAUAUAUUAAGAAGUUGACUCCUAACUGACACACUCA
Vfu-1-1 .....................................................................................GGUA...GG...UAGCG...G..GGU.UAC..C...GA...U.G.GC....AAAAAUGCAUAUAUUAAGAAGUUGACUCCUAACUGACACACUCA
Vpa-3-1 .....................................................................................UGGAA..GG...UAGCG...G..GGU.UAC..C...GA...U.G.GCA...AGUGUGCAACCAAUGUCUUUACCCUUUAAUGACAUUGCCUUUGC
Vpa-7-1 .....................................................................................UGGAA..GG...UAGCG...G..GGU.UAC..C...GA...U.G.GCA...AGUGUGCAACCAAUGUCUUUACCCUUUAAUGACAUUGCCUUUGC
Vha-3-1 .....................................................................................UGGAA..GG...UAGCG...G..GGU.UAC..C...GA...U.G.GCA...AAUAUGCAUUAAGUGAGUUUACCCUUUAAUGACAUUGUGUCUGC
Vha-2-1 .....................................................................................UGGAA..GG...UAGCG...G..GGU.UAC..C...GA...U.G.GCA...AAUAUGCAUUAAGUGAGUUUACCCUUUAAUGACAUUGUGUCUGC
Vsp-1-1 .....................................................................................UGGAA..GG...UAGCG...G..GGU.UAC..C...GA...U.G.GCA...AAUUUGCAUUAAGUAAGUUUACCCUUUUAUGACAUUGUGUCUGC
Vro-1-1 .....................................................................................AGCAU..GG...UAGCG...G..GGU.UAC..C...GA...U.G.GC....AAGUAUGCAUAUGACGAGUUUACCCUUUAAUGACAUUGUGUCUG
Vsp-3-1 .....................................................................................UGGAA..GG...UAGCG...G..GGU.UAC..C...GA...U.G.GC....AAGUGUGCAAGCGAUGACUUUACCCUGUAAUGACAUUGCUUUUG
Vsp-2-2 .....................................................................................GGAA...GG...UAGCG...G..GGU.UAC..C...GA...U.G.GC....AAAUAUGCAUAUGAUGAGUUUACCCUUUAAUGACAUUGUGCUUG
Vha-1-2 .....................................................................................GGAA...GG...UAGCG...G..GGU.UAC..C...GA...U.G.GC....AAAUAUGCAUUAAGUGAGUUUACCCUUUAAUGACAUUGUGUCUG
Vca-1-1 .....................................................................................UGGAA..GG...UAGCG...G..GGU.UAC..C...GA...U.G.GC....AAAUAUGCAUUAAGUGAGUUUACCCUUUAAUGACAUUGUGUCUG
Vor-2-1 .....................................................................................UGUUU..GG...UAGCG...G..GGU.UGC..C...GA...U.G..GU...AAAUAUGCAUACUCGUCAGAUUGUAAUUACUAGCAAUCGUAUGA
Vtu-1-1 .....................................................................................UGUCU..GG...UAGCG...G..GGU.UGC..C...GA...U.G.GC....GAAUAUGCAAACUGUCAUACCGCUUUUACUUGCACUCGUAUGAC
Vca-2-1 .....................................................................................UGUCU..GG...UAGCG...G..GGU.UGC..C...GA...U.G.GC....AAAUUUGCACAUAUCAUUUGCUGUACUUGCAUAUGCAUGACAGC
Vsi-1-1 .....................................................................................UACAA..GG...UAGCG...G..GGU.UGC..C...GA...U.G.GC....AAAAAUGCAAAAGACUACAACCGAUAACAUGCAGCACGGAUGAU
Vpa-1-2 .....................................................................................UACAA..GG...UAGCG...G..GGU.UGC..C...GA...U.G.GC....AAAAAUGCAAAACUAGUACAUUAAGCUUUCUCGUAAACUGGACG
Vbr-1-1 .....................................................................................GUCA...GG...UAGCG...G..GGU.UGC..C...GA...U.G..GU...AAAUAUGCAAUGGUCAUACGCGAAUUGCUCACGUUUGUAUGACA
Vco-1-1 .....................................................................................GAAA...GG...UAGCG...G..GGU.UGC..C...GA...UGG.GCA...AAAAUGCAAACGAUCCGUAUCGUUUAAAACAGUACACUGUAAUU
Vsp-5-2 .....................................................................................UGUAC..GG...CAGCG...G..GGU.UAC..C...GA...U.G..GU...AGAAAUGCAACACGUUAACUGAUUACUCUCCAGAAAUCUGCAUU
Vsc-1-2 .....................................................................................UGUAC..GG...CAGCG...G..GGU.UAC..C...GA...U.G..GU...AGAAAUGCAACACGUUAACUGAUUACUCUCCAGAAAUCUGCAUU
Vic-1-1 .....................................................................................UGCAC..GG...CAGCG...G..GGU.UAC..C...GA...U.G..GU...AGAAAUGCAACACGUUAACUGAUUACUCUCCAGAUAUCUGCAUU
Asa-2-1 .....................................................................................UAUAA..GG...UAGCA...G..GGU.UGC..C...GA...U.G.GCA...AGUAUUUAUAUCUGCACA..UUGUUAAUUUUUACUUAGAAAUAA
Vfi-2-1 .....................................................................................UAUAA..GG...UAGCG...G..GGU.UGC..C...GA...C.G.GCA...AGUGGUCGAUUCUAUCCCUUGUUAAUUUUUACGUUAAAAUAACA
Vfi-1-1 .....................................................................................UAUAA..GG...UAGCG...G..GGU.UGC..C...GA...C.G.GCA...AGUGGUCGAUUCUAUCCCUUGUUAAUUUUUACGUUAAAAUAACA
Ssp-1-1 .....................................................................................ACUAA..GA...UAGCG...G..AGU.UGC..C...GCAG...........AAUUCGAUUUCUGUGAAAGAUAAACGACUGCUGUUUAAUGCUGU
Son-1-1 .....................................................................................ACUAA..GA...UAGCG...G..GGU.UGC..U...UAAG.GAU.......UCAGUGAAUGUAUUGAAUU.CUUAUAAAAAUAAAUAGCAUUUGC
Ssp-3-2 .....................................................................................ACUAA..GA...UAGCG...G..GGU.UGC..CUGAGAAU.U.G..A....GCUGAUGCUUUCAAUU....CUUUGAAAAAUAAACGGCUUUGCU
Ssp-2-2 .....................................................................................ACUAA..GA...UAGCG...G..GGU.UGC..CUCAGAAU.U.G..A....GCUGAUGCUUUCAAUU....CUUUGAAAAAUAAACGGCUUUGCU
Sba-8-1 .....................................................................................ACUAA..GA...UAGCG...G..AGU.UGC..C...GCAGA..........AUUCGAUUUCUGUGAAAGAUAAACGACUGCUGUUUAAUGCUGUU
Sba-2-1 .....................................................................................ACUAA..GA...UAGCG...G..AGU.UGC..C...GCAGA..........AUUCGAUUUCUGUGAAAGAUAAACGACUGCUGUUUAAUGCUGUU
Sba-5-1 .....................................................................................ACUAA..GA...UAGCG...G..AGU.UGC..C...GCAGA..........AUUCGAUUUCUGUGAAAGAUAAACGACUGCUGUUUAAUGCUGUU
Sba-4-1 .....................................................................................ACUAA..GA...UAGCG...G..AGU.UGC..C...GCAGA..........AUUCGAUUUCUGUGAAAGAUAAACGACUGCUGUUUAAUGCUGUU
Sba-7-1 .....................................................................................ACUAA..GA...UAGCG...G..AGU.UGC..C...GCAGA..........AUUCGAUUUCUGUGAAAGAUAAACGACUGCUGUUUAAUGCUGUU
Ppr-1-2 .....................................................................................UCUAU..GA...UAGCG...G..GGU.UAC..C...G....U.C..U....UUUCAAGACGUAAAAUUG..CAUCAAGCAUGCCGAUUCUAUGGU
Ppr-2-2 .....................................................................................UCUAU..GA...UAGCG...G..GGU.UAC..C...G....U.C.U.....UUUAAAGACGUCAAAUUGC.AUCAAACAUGCCGAUUCUAUGGUU
Vor-2-2 .....................................................................................CCUAU..GA...UAGCG...G..GGU.UGC..CACUUA.....G.U.....UUGAGACUAAGUGUUUAAGCAUGCCUUAGUGUCAUCUUUUUUGU
Vbr-1-2 .....................................................................................UCUAU..GA...UAGCG...G..GGC.CGC..C...GC.......UUG...GCAUGACGCCAAGUGUUAUCGCGUGCCGGGGUGCCAUCUUAAAU
Vba-1-2 .....................................................................................UCUAU..GA...UAGCG...G..AGC.UGC..CACUU........A.....AUAGAAUUUAAGUGUAAAUGCAUGCCGGAGUGUUCUCUUUUUGU
Vsp-8-2 .....................................................................................UCUAU..GA...UAGCG...G..GGC.CGC..CACUUAAUAG.........GAUUUAAGUGUCAAUG....CAUGCUGGAGUGUUCUCUUUUUUG
Vsi-1-2 .....................................................................................UCUAU..GA...UAGCG...G..GGC.CGC..C...GCUC.U.A.......ACCCGAUAUAGAGCGUCAUGCCGGGGUGUCAUCGAUAGUUGUCA
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Vtu-1-2 .....................................................................................UCUAU..GA...UAGCG...G..GGU.UGC..CAUUUA.............GCGAGUCUCGCUAGAUGUUUCGCGUGCCGGAGUGUCAUCUUUUU
Pru-1-1 .....................................................................................ACUAA..GA...UAGCG...G..GGU.UGC..U...GAAUGC.C.......AAUGAGUAUAAAUGAAGCGUAAUGUGCAUACUGUUGUUUUGUAU
Pci-1-2 .....................................................................................ACUAA..GA...UAGCG...G..GGU.CGC..U...GAAUGC.C.......AACGUUUAUGAAUGCGAUUAACGAGCAUACUUUAGUGCGUAUGC
Fba-1-1 .....................................................................................GCGAU..GG...CAGCG...G..GGC.UAC..CGCAGA.............AACCCUCUGUUUCUGCCUUUGGUAAUAACCCUUUGCUUGAGGCA
Vsp-3-2 .....................................................................................CUCAU..GA...UAGCG...G..GGU.UGC..C...A....U.GUU.....GCAACACUACAUUAUCCAAAGUAUGGAUUCAUGCAGCGUUGCUU
Val-1-1 .....................................................................................CUCAU..GA...UAGCG...G..GGU.UAC..CAU.GAC..G.C.AG....UGUUACAGAAGUCCAAUU..UCUGUAGCGUUGCUUUAUGCUCAG
Val-2-1 .....................................................................................CUCAU..GA...UAGCG...G..GGU.UAC..C...A....U.G.A.....CUCAGUGUUACAGAAGUCCAAUUUCUGUAGCGUUGCUUUAUGCU
Vpa-7-2 .....................................................................................CUUAA..GA...UAACG...G..GGU.UGC..C...A..............CUUUCUAUCUGUAUCUAAUGAGUUCCAAUCAGAUGCGGACGAGU
Vpa-3-2 .....................................................................................CUUAA..GA...UAGCG...G..GGU.UGC..C...A..............CUUUCUAUCUGUAUCUAAUGAGUUCCAAUCAGAUGCGGACGAGA
Vpa-3-5 .....................................................................................CUUAA..GA...UAGCG...G..GGU.UGC..C...A..............CUUUCUAUCUGUAUCUAAUGAGUUCCAAUCAGAUGCGGACGAGA
Vpa-4-2 .....................................................................................CUUAA..GA...UAGCG...G..GGU.UGC.....................CACUUUCUAUCUGUAUCUAAUGAGUUCCAAUUAGAUGCGGACGA
Svi-1-1 .....................................................................................CCUAA..GA...UAGCG...G..GGA.UAC..U...U....C.A.GG....AAAUCUCUUCGUGUGAUGUUUGAUGUGGAGCCGGGGUUGGCCGA
Ppr-1-3 .....................................................................................CCUAU..GA...CAGCG...G..AGC.CGC..C...A....UAG.CUU...UAUCAACAGUUUUGAAUGGAUCAUAACUGUUUAUAGUUUUCCUG
Ppr-2-3 .....................................................................................CCUAU..GA...CAGCG...G..AGC.CGC..C...A....UAG.CUU...UAUUAACAGUUUUGAAUAAACCCAUAACUGUUAUAGUUUUCCUG
Vch-17-2 .....................................................................................CCUAU..GA...UAGCG...G..GGU.UAC..C...AAUU.C.G..G....UUUAUACCGUUUUGUCUUAUGCGUUGCUGAAGGUGCUGAAGUUC
Asa-1-4 .....................................................................................CCUAA..GA...UAGCG...G..GGC.CAC..C...A....CAG.GU....UGUUUCGUCCAUGGGCCAAGCCAUGGCGCGAUGUUGUCUGCGUU
Aaq-1-3 .....................................................................................CCUAG..GA...UAGCG...G..GGC.CAC..C...ACAGG..........UUGUUUCGUCCAUGGGCCAAGCCAUGGUGCGAUGUUGUCUGCGU
Aca-1-3 .....................................................................................CCUAG..GA...UAGCG...G..GGC.CAC..C...ACAG...........GUUGUAUCGUCCAUGGGCCAAGCCAUGGUUGCGAUGUUGUCUGC
Aaq-1-4 .....................................................................................CCUAA..GA...CAGCG...G..AGC.UGC..CA..U....C.U..G....AGAAGAGCGAUGUCAUCAGCUGUAUCUGUGUCAUUCUCUUUGAU
Ave-2-4 .....................................................................................CCUAA..GA...CAGCG...G..AGC.UGC..CA..U....C.U..G....AGAAGAGUGAUGUUAUUGCCGAUUUAUGGCAUUACUCUUUGAUU
Ave-1-3 .....................................................................................CCUAA..GA...CAGCG...G..AGC.UGC..CA..U....C.U..G....AGAAGAGUGAUGUUAUUGCCGAUUUAUGGCAUUACUCUUUGAUU
Asa-1-5 .....................................................................................CCUAA..GA...CAGCG...G..AGC.UGC..C...AA...C.UGAG....AAGAGUGAUGUCAUGAUCUGAAUGCCAUUCUCUUUGAUUGCGUU
Ave-2-5 .....................................................................................CCUAU..GA...CAGCG...G..GGC.UGC..C........C.C.CGG...GGACGUCCGAUCACAACCGACGCCCCAUUUGCACUGUACGGAGA
Ave-1-4 .....................................................................................CCUAU..GA...CAGCG...G..GGC.UGC..C........C.C.CGG...GGACGUCCGGUCACAACCGACGCCCCAUUUGCACCGUACGGAGA
Ave-1-5 .....................................................................................CCUAG..GA...UAGCG...G..GGC.CAC..C...A....C...AGU...AGAAUGCAGGCUGCCUUUGCCAAGGGGUGGCCGUUUUUGUGUCA
Ave-2-6 .....................................................................................CCUAG..GA...UAGCG...G..GGC.CAC..C...A....C...AGU...AGAAUGCAGGCUGCCUUUGCCAAGGGGUGGCCGUUUUUGUGUCA
Fba-1-2 .....................................................................................GCUAUC.GA...UAGCG...G..GGC.UGC..C...GA...G.U.G.....UAAUGAUCCCUCCUGUGAUCGCACCUCCUUUUUCCGUGCAGGGC
Sha-1-2 .....................................................................................CCUAU..GA...UAGCG...G..GGA.UGC..CA..UU...GGU.A.....UCUUGCUACUCAAACAGCUCUCUGUAGUUGUUGAUGAGCGACAG
Ssp-2-3 .....................................................................................CCUAU..GA...UAGCG...G..GGA.UAC..C...GCAG...G.UU....GUUCUUCAUGUUGCCGUUGUACGCACAUGGUUUUAAGAGUGUUG
Ssp-3-3 .....................................................................................CCUAU..GA...UAGCG...G..GGA.UAC..C...GCAG...G.UU....GUUCUUCAUGCUGCCGUUGUACGCACAUGGUUUUAAGAGUGUUG
Sde-2-1 .....................................................................................CCUAU..GA...UAGCG...G..GGA.UCC..C...ACAG.G.U.......UGUUUCUUCAUGCACUAA..CGUGAGUGCACGGUAUUAAGAGCG
Ssp-1-2 .....................................................................................CCUAU..GA...UAGCG...G..GGA.UAC..C...ACAGG..........UUUUUCUUCGUGCAAUGAUCAGUCGUUUUGCAUGGUCUUAAGAG
Sba-8-2 .....................................................................................CCUAU..GA...UAGCG...G..GGA.UAC..CACAGG.............UUUUUCUUCGUGCAAUUGUCUGUCGUGUUGCAUGGUCUUAAGAG
Sba-7-2 .....................................................................................CCUAU..GA...UAGCG...G..GGA.UAC..CACAGG.............UUUUUCUUCGUGCAAUUGUCAGUCGUGUUGCAUGGUCUUAAGAG
Sba-5-2 .....................................................................................CCUAU..GA...UAGCG...G..GGA.UAC..CACAGG.............UUUUUCUUCGUGCAAUUGUCUGUCGUUUUGCAUGGUCUUAAGAG
Sba-2-2 .....................................................................................CCUAU..GA...UAGCG...G..GGA.UAC..CACAGG.............UUUUUCUUCGUGCAAUUGUCAGUCGUGUUGCAUGGUCUUAAGAG
Sba-4-2 .....................................................................................CCUAU..GA...UAGCG...G..GGA.UAC..CACAGG.............UUUUUCUUCGUGCAAUUGUCUGUCGUUUUGCAUGGUCUUAAGAG
Osp-1-1 .....................................................................................CCUAG..GA...UAGCG...G..GGC.CGC..C...AAGG.C.A.G.....GUUACCUUCCGGCGUUUCGCCACCUGUAAAACCUUUCUCAGCGU
Gxi-1-1 .....................................................................................CCUAC..GA...UAGCG...G..GGU.UGC..C...AGAG.C.........UAAGGUUGUUACCUUGGUGACAUCACUGUGUUAGCGCCAGCGAG
Fba-1-3 .....................................................................................CCUAA..GA...UAGCG...G..GGA.UAC..C...AUAUU..........UGAGAUGGGCGUGACCCUCAGGGUCAGGCCCCCAUUUCAGACUG
Vvu-2-2 .....................................................................................CCCAA..GA...UAGCG...G..GGC.CGC.....................CGCUCUCACAAGAGAGUGUUCUCACCAAGCACGUCAGUGCGCUC
Vvu-3-2 .....................................................................................CCCAA..GA...UAGCG...G..GGC.CGC.....................CGCUCUCACUAGAGAGUGUUCUCACCAAGCACGUCAGUGCGCUC
Vvu-1-2 .....................................................................................CCCAA..GA...UAGCG...G..GGC.CGC.....................CGCUCUCACUAGAGAGUGUUCUCACCAAGCACGUCAGUGCGCUC
Vsp-6-2 .....................................................................................UCUAU..GA...UAGCG...G..GGC.CGC.....................CAUAACCAUAUUGCAUAGUUAUGCCUUGCUGAGUGUGGUAGGAC
Vch-24-2 .....................................................................................CCUAG..GA...UAGCG...G..GGU.UAC.....................CAAUUCGGUUUAUACCGUUUUGUCUUAUGCGUUGCUGAAGGUGC
Vch-22-3 .....................................................................................CCUAG..GA...UAGCG...G..GGU.UAC.....................CAAUUCGGUUUAUGCCGUUUUGUCUUAUGCGUUGCUGAAGGUGC
Vch-15-2 .....................................................................................CCUAG..GA...UAGCG...G..GGU.UAC.....................CAAUUCGGUUUAUACCGUUUUGUCUUAUGCGUUGCUGAAGGUGC
Vch-4-2 .....................................................................................CCUAG..GA...UAGCG...G..GGU.UAC.....................CAAUUCGGUUUAUACCGUUUUGUCUUAUGCGUUGCUGAAGGUGC
Vch-13-2 .....................................................................................CCUAG..GA...UAGCG...G..GGU.UAC.....................CAAUUCGGUUUAUACCGUUUUGUCUUAUGCGUUGCUGAAGGUGC
Vch-18-2 .....................................................................................CCUAG..GA...UAGCG...G..GGU.UAC.....................CAAUUCGGUUUAUACCGUUUUGUCUUAUGCGUUGUUGAAGGUGC
Vch-5-2 .....................................................................................CCUAG..GA...UAGCG...G..GGU.UAC.....................CAAUUCGGUUUAUACCGUUUUGUCUUAUGCGUUGCUGAAGGUGC
Vch-30-2 .....................................................................................CCUAG..GA...UAGCG...G..GGU.UAC.....................CAAUUCGGUUUAUACCGUUUUGUCUUAUGCGUUGCUGAAGGUGC
Vch-6-2 .....................................................................................CCUAG..GA...UAGCG...G..GGU.UAC.....................CAAUUCGGUUUAUACCGUUUUGUCUUAUGCGUUGCUGAAGGUGC
Vch-26-2 .....................................................................................UCUAG..GA...UAGCG...G..GGU.UAC.....................CAAUUCGGUUUAUACCGUUUUGUCUUAUGCGUUGCUGAAGGUGC
Vch-12-2 .....................................................................................CCUAG..GA...UAGCG...G..GGU.UAC.....................CAAUUCGGUUUAUGCCGUUUUGUCUUAUGCGUUGCUGAAGGUGC
Vch-3-2 .....................................................................................CCUAG..GA...UAGCG...G..GGU.UAC.....................CAAUUCGGUUUAUGCCGUUUUGUCUUAUGCGUUGCUGAAGGUGC
Vch-28-2 .....................................................................................CUUAG..GA...UAGCG...G..GGU.UAC.....................CAAUUCGGUUUAUGCCGUUUUGUCUUAUGCGUUGCUGAAGGUGC
Vsp-7-2 .....................................................................................CCUAU..GA...UAGCG...G..GGU.UGC.....................CAAUUCGGCUUACGCCGCUUUGUCUUAUGCGUUGCUGAAUGUGC
Vmi-1-2 .....................................................................................CCUAU..GA...UAGCG...G..GGU.UGC..CAUAACAG...C.A.....AUCUGUUGUGUCUUUG....CGUUGCUGAAUGUGGUGCCGUUCA
Vmi-2-2 .....................................................................................CCUAU..GA...UAGCG...G..GGU.UGC..CAUAACA..G.C.......AAUCUGUUGUGUCUUUG...CGUUGCUGAAUGUGGUGCCGUUCA
Vmi-4-2 .....................................................................................CCUAU..GA...UAGCG...G..GGU.UGC.....................CAUAACAGCAAUCUGUUGUGUCUUUAUGCGUUGCUGAAUGUGGU
Vmi-3-2 .....................................................................................CCUAU..GA...UAGCG...G..GGU.UGC.....................CAUAACAGCAAUCUGUUGUGUCUUUAUGCGUUGCUGAAUGUGGU
Vic-1-2 .....................................................................................UCUAC..GA...UAGCG...G..AGC.CGC..CACUU....G.........AUCGCUCAAUCAAGUGUUGAGGGUAUAUCGCCCUUUUCACAUGC
Vsp-5-3 .....................................................................................UCCAC..GA...UAGCG...G..AGC.CGC..CACUU....G.........AUCGCUCAAUCAAGUGUUGAGGGUUUAUCGCCCUUUUCACAUGC
Vsc-1-3 .....................................................................................UCCAC..GA...UAGCG...G..AGC.CGC..CACUU....G.........AUCGCUCAAUCAAGUGUUGAGGGUUUAUCGCCCUUUUCACAUGC
Tsp-1-1 .....................................................................................CCCAC..GA...CAGCG...G..GGU.UAC..C...GAAAU..........GAAACAAAUUGUUACAGAACAAACAUGCGCGUCAGUCGGACAAC
Tsp-1-2 .....................................................................................GCCAU..GA...CAGCG...G..AGU.UAC..C...GAAA...U.GA....CGAAGACGAUGUUUUCGGGUGGCCGUGAUGCCGCCGCAUGUUUC
Tsp-1-3 .....................................................................................GCCAC..GA...CAGCG...G..AGU.UAC..C...GAAA.U.G.A.....CGACAUACCAUGCCAAGCGUGGCCCUGUGGGCGCGCGCUUCUCA
Tsp-1-4 .....................................................................................UCCAA..GA...CAGCG...G..GGU.UGC..C...CACCAU.G.......GCACACCAGACAACACAUUGCGCAGCCUCAUGCGCCAGGCCGGU
Cps-1-3 .....................................................................................UCUAC..GA...CAGCG...G..AAC.UGC..C........A.ACUAC...CAGCAUUAUUGUGCCAAUAAUAAUGUGCAAUGACAGGCACUAAG
Tau-1-1 .....................................................................................AUCAG..GA...CAGCU...G..AGC.UAC..C...GAA..G.G.AG....CUGCGUUCUAACGUCUUUUUUUGGGCGCUUUCGAGAGAUUUUUU
Slo-1-1 .....................................................................................AAAAG..GG...UGGCU...G..GGU.UAC..C...GAAUGA.GC.G....UUGAUAGAGCCUAGUACUU.GUACUUGGAGCUUUCGAAGUGAUG
Tth-1-1 .....................................................................................GG.....GA...CAGCG...G..GGC.UGC..C...G....CUG.AC....GGGGCAUGAUGCCCCGGGGUCCAAGUGGCCACAGAGCCGCCGGA
Nca-1-3 .....................................................................................GG.....GA...CAGCC...G..GAC.CGC..CACAGGAG.A.G.......UUACCCCAAGGAAUUU....CGUUUUUGAGGGUCUCGCACGUUU
Gxi-1-2 .....................................................................................GG.....GG...ACGCC...U..GGC.UGC..C...GAAA.GAG.A.....GUAUCCUGUUCUCGGGCGUUGCCUGCCGAGGAUCUUUCUUCGUU
Sde-1-2 .....................................................................................UG.....GG...UCGAA...C..GGU.UAC..C...GAAUGG...G.....AAAAGCGACGCUGCUCCGU.CUACUCUUCCCCACCAUUAACAUC
Sse-1-1 .....................................................................................GG.....GG...UCGAA...C..GGU.UAC..C...GAAAA..G.AG....UAGGAGUGUUCAGGGCCUU.GGCCCUAUUCGUUCGUUCCGCUCA
Mst-1-1 .....................................................................................UU.....GG...CUGCC...U..GGC.UAC..C...GAAA.G.A.GA....GAUUCACCCUAAUCGCUACUAUUGGUCGCAACUGGCCAUCUUCC
env-1 .....................................................................................UU.....GG...CUGCC...U..GGC.UAC..C...GAAA.G.A.GA....GAUUCACCCUAAUCGCUACUAUUGGUCGCAACUGGCCAUCUUCC
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alignment positions 524 · · · 703

Rsp-1-1 UAUGUCCUCUGCCCGUAGUUUUUCCUCCUCGCCAGUAAGCCAGGUACUUUGCGCUCUAAAAAUGCAGCGUGCUGCUUAAGGAUCACUAGCAGGAACUGAUUAAGACUACAACGGAGGUAUGGGCAAUGUUCGACACCAGGCUAAAAACCGAGUUAAUGCAAAGUCAGCAGCAACUUCAGU
Vni-1-1 AACGAGCGUGAUGACUAGACGAGUUCUUUUUACAGCCACUACGCUGGCUUUAACUACAGUAUCUGCAUUUGCAGUAUCCGGGGAAACGUACACUCAAAACUUUAGCGGCUUCGCUGAUCAAACUGAUCGUGGUUCUUGGGGUACUAUUACAUUUACACCAGGUGAGCCUAGCCUCACUCC
Vni-1-2 UUGGUCAGCUUAGGAUUGGUCUCUUCCGUCUUAGCUUUACCAGUCACCGCAGAUACAUUAGAUAAAUACACCCAGCUGUUUAAUACCUACCAUAACCAGCUAGAGCACGGAACCUGGGGACUGGUCGACUUCACGCCAUCGGGUCCUCAGCUUACGCCCGAUAACCCUGCUGCAUACACA
Mam-1-1 UGGGUUUAUUGACGUUAUCUCUGACAGCUUCUGCUGCGACUGUUGUUAAAGCUAAUUUUGAUGCAGGAUGGCCGACUUAUGACGGUGGUGAAUUUACGUUUUCUGGGAAUUUUGUGGGAGAAGAUCUGAAUAACGACGGCGUAUUGUCUUUCGGAGAGUUUUCCGUUUUUAACUGGAGCU
Ave-2-1 GUCAGGGCGUAGCCCUUUUCGUUGCCAACAUAACGAAAUAGGGAAAUAUAAAAAAUGCUAAGUCCAAAGCCUACCAUGCUGGCCCUUGCGGUCGGUCUGUGCUGCGCCUCGUCCGCUUAUGCUGCGGCGCCCGGCAAGCCGACCAUAGGAUGGGGUCCCACCAAGUUUUCCAUCGUUGAA
Ave-1-1 GUCAGGGCGUAGCCCUUUUCGUUGCCAACAUAACGAAAUAGGGAAAUAAAAUAAUGCUAAGUCCAAAGCCUACCAUGCUGGCCCUCGCGGUCGGUCUGUGCUGCGCCUCGUCCGCUUAUGCCGCGGCGCCCGGCAAGCCGACCAUCGGAUGGGGCCCCACCAAGUUUUCCAUCGUUGAAG
Ave-2-2 GCCAUAUCCAGGACGUUGAUCGAUUUAACGGCAGUGCCAUUGGUAUCGCUCCAGGUUGGGAAGCUCGCAGUCUCUCUCCCCACAGUUGUUGACACCAGUACACUAACCCUCUUACAGGGUGGCACUCUAUAUUUCAGUCUGUGGAAAGAGGUUAUUUCCUCAUGAUGAGUACAAAUGAAC
Nca-1-1 UAUAACUUAAAGAUGGUUAUUUCUGGACUAGCGCUAAGCCUUCCCAUGACAACUCAAGCUGUUGUUUUAGACUAUGAAGCUGUACCAAAGGGCUACGUGUACGGAGAAGUGAUUGAACAAGGCUUCAGUACAUCAACAAGACGAUGUUCUUCGUACCCAAGUAUCGAAGCAUGCGUUCAA
Mme-1-1 GCGAGCGUUGAAGAUUGACUGUAACCGUAAUUAUUUAAGGAAAGAAAAAUGAGAAAUUUGAAAUUAGCCAGCGCAGGCGUUUUCGCAUUUAGCGUAUUGACUGGAUUAAUAGCCCCUGGCACGGCCAGUGCGGCAUUAGUGACCGGUAAUGCCACUUUUACGAUAGAUAACCCCGCCGUU
Vha-1-1 CUCUACUUCUAAAAGCCUUUUGGCUCUUUCCAUAUUAGCUAUUUCUACAGGGGCACAAGCUGCCACGUCCGUUGAAACUUGUACACUCGACUUCCAAGGCAACAUCAACGCAUUGGUUGAUAUUGAUGGUGAACUGCAUGCCAUCGCUAAACUGAAAGGCGAGAGUGACAAUAAGUUUAC
Vni-1-3 GAAAUUUUUAGUUGCAGGUUUAGUCACACUAGCAACCGCACAGGCUCAGGCAUUUGUUCCAGCCUCUGUUAUCGACAACAAUCAAUUACAACCUGAAGAAUACGUUCAAGACUUCAAAAGCUAUUCAAAUCAGGUAGGUCACUACUGGGCGACUGUCGACCUUUCUCCAAACCAAACUCU
Msp-3-1 AGGUCUAUCUUUUUUCUGCUAAAAACCUCAUCUGUUGCUUUUUUCUGAACGUUAUAGGCUAGUCAAUAGGGUGUUACUUAAACGUCGCUACUGAGCUACUUAUCAUUAUCAUCAUCAAUGUAUUCGUAUUCGUAUUCGUAUUCGUUUUGGUUGAUUUUGUACUGUAAACGAUUUAAGGAG
Msp-2-1 ACUCAAGAAACUAGUGGCUGUAAUCGCACUAUCCGCAGCCGCGAUGUCGGCACAGGCUGUAGUUAUUAAUAAUGGUGGAGAGGCGAACCUAAACGAAAUCAUUAACGGAACGCUGCUCGUUACCGGCAACGCGGUCAAUGCGUUAGGUGACACGGCUACGAACGACGCCUCAACGAAUGG
Msp-1-1 AUUGAAACUUAUUGCUGCAGCAUUUGCCCUGUCAGUGAGUGCAUUUGCGGUCAACGCGACACCUGUGAACGUUAGUGAAGCUAACUUCGAAGACUCGCUACAAACAAUUCUUAACAAUCUGACAGUCGGUGGCACUUCUUCUAUUGAUGUCAAUACGGAUCAAGCAGUCCCUGACCAGGU
Mma-1-1 AAACUUAAACUCAUUGCUGCUGCAGUUGCUUUGUCCGCCUGGACAGCUUCGGCUGGUGCAGUUGUAGUAAAUAAUGAUGGCGCUGAUGGUGCAGGUACAGGGCUCCAGAGCGUCCUCGAUAACAUCACAAUCGCCCCAAGCCCAACCCCAGGCGCCUCAUCUGUAGACGUAAAUGCAGAU
Mad-1-1 AACGACUUUAGCUGUAGCGUGUCUGAGCGCCAUGUCUGCUCAAGCAGCAUUCAUUAACAACGGUUCUGAGGCGAAUCUCAGUGAGAUUAUCAACGACAAUCUCAUUGUCUCGGGAAGCAGCGUUAAUGUGCUCGGCGAUACCAAAAACAAUGAUGUAAGCACCGAACCAUUUUUUACCUC
Gpa-1-1 UCGCGGCGAGCCUUGUUAUUGCAACAGCCGGUGCGAACGCAACAAUUAUUCAAGGUAAUAGCUUACAAGGCAUAUUGAACGAUUUUACUGUUGGUGGUAACUCUAGUGUUGACGUUAACACUGACCAAGCUAGUCCAGAUGAAAUCUGGGAAAGUACUGAUUCAGGUAUUACACCAGUUC
Pin-1-1 UGCUUGAUCACUUUUGUGGAGACAAAAUGAAUCAACGAGUUAAUUUAAUCUAUAACCGCCUAAUUUUAAUUUUUUUAUUAGUUAUUAGUCCUGCUGUACUAUCUGCAAGUUUACAGAUUACAUGGAGCGAUAACUCAUCAAAUGAAGAUGGUUUUUUAGUCGAAAAACGGCUUUUAAACG
Nca-1-2 UUUCUAUCCAUAGCGCUAAUUUAUGCCGCAUGUUGAGUUCGUUUUCCUGGUCCUUGGCUAACGCUUGAAUUAAUCCAUCUUUGACCAAUAAACGGUAUACCGCAGUAAUUUUGUUUGAUGCGCUAUCAGUCGCUUCAAAUUUCCCUGCUCCCCGCUUUUCAAAAUAGAUUGCUCCAAUUU
Mme-1-2 CCAAACCAAUUAGGAAGGAACUCAAUGAACACUAUUAGCAAAAUUCUCGGUACAGCCACUUUGACCGCCGCCGCCUGGGUGGCCCCCGCUCAAGCCGCUAGUCAGUUGGUCAUCGACGGCAGCUUGCUGCAACUGGAAAACGGUACGACGUUCGAUACCUGGAAGAUUGUCAUGCAAGAU
gpr-1-1 UCGAAUUCCUCCGCAGGCAAUCUCCCUCUCUUGAAGUAAGCUGCUUCUAACGUCCGACUUUGCUCUUUGUGCAAAUCCGCCGAUGUAUCUGGAGGAUUCAACAUGCCAUGGGAUUUUAUCCCGAGGAGCUUAUUGAUAUGAACACCCCCUGCUUCAAGCAAUUAACACUCCCAUUCCUGC
Ssp-3-1 GGGAUAUGGAUAUUUGUUUUUUACCUUUCGGAGAAUAUAUGAAGAUAAAGCAUACCAUCGUGGCUUUAGCGAGCUUCGCAUUUAUGGGGUCAGUCAACGCUUCAGUGACUUAUGAUGAAGCGGGUGUUGGUUUUGUGGGUAAGGGAGAUAUUCAAUCUUUAUUUGAUUGGAAUAACAGUC
Ssp-2-1 GGGAUAUGGAUAUUUGUUUUUUACCUUUCGGAGAAUAUAUGAAAUUUAAAUCAACACUCGUAGCGUUAGCUACUUUAGUAUUUGCUGGCUCAGUUAAUGCCUCUGUUACCUAUGAUGAAAAUGGUGUUGGGUUUGUGGGCAAAGGGGAUAUUCAAUCGCUAUUUGAUUGGAAUAAUAGUC
Spu-1-1 AUGUUUAACAAUAUUUUUUACCUGUCGGAGAAUAUAUGAAAUAUAAAGUACUCGCUUUAGUCUCUUUGUUUGCAGCUAUGUCGGCAAAUGCUUCCGUAAUCUAUGAUGAAAAUGGUGUAGGUUUUGUUGGUAAAGGGGAUAUCCAAUCACUAUUUGAUUGGAAUAAUAGCCAAUUACAAG
Nwa-1-1 UAAAAAGAAAAGAGCCUUAAUUAUAGAGCGUUUGUUUGGUCUAUUACCCCCUUACGCUUAUUAGGCUGUAACGAUAAAGUUCAGCCUGAUUUGGACCGCAGAUUAACGGAGAAUGAAAAUGAUUGCAGUAAUUCAAGCAGGUGGUAAAGGAACUAGAUUACGUCCCUACACUUUAAUUAU
Nwa-1-2 GGCGUUGGCAAACUGAAAGGCGGGUAGGAGGGUUAACUCUAUAUGGCGGCCGGGAGAAGUUGUGCUUGGGGAGGAGAAUAUAAUGACUAGCGGUGGUAAUACAACGUUGAUGGUUGGCAAUUUGGAAAGAACGCAAGAUGGGCGGAUUAGGGGCAGCCAAGGGGUCUGUGGCGCUUGGUG
Mme-1-3 CGCUGAGAGCAUUGCUGUUAAAUAUUAAUAAUUAAACAGUAAACAAGAGGAUUGAAUUUAUGAAAAAAAUUAUCGCGUCUGUCGUCGUGUUGGUGGGGUUGGUGUUUGCCAGUCAGGCAAACGCGCAUGUCGGUUACAGAAGUUUGGAUGUCAACAGUCCGUUUACGGAUUCAGUAACUU
Mme-1-4 GUUGGAUCGCCCGAACAUUAAUCUAUUAUUUUAAGGAGUUUUUAUGAAUUUGAAAUCCAAAUUGGCUGCCGCCAUGGUAUUGGCUGCCAACGUAUCCAUGGCGCAGGCGGCUACCUACAAUGUAUCUGCGGCCUUUACAGACGGUGGCGUGCAGGGACAAACCGUGUUCAAUGGUAGCUU
Tcr-1-1 CCUAUCUUUCCGACUUGCCUCACAACAGACAUUCCUUUUCUUUCUAAUGAAAGUUUUUAAUUGCCAAACUUGUUGUGAAGCAGGGACGGAAAGCCAUGGGUCUCAAUGUUUUGAGAUCGCCAGGUUGCAUACCAGUACUUUCUACCACUCUUCAACACACGUUUCGCUUGAGUUCCCUCA
Sde-1-1 CACCACUACUGGCGCGGUCGAUGGAAUUAUUCGAACAAAAAAUUGUGGUAAAUCAGCUUCAAAUAGGCAUGUACGUUUGCCGACUAGAUAGGUCGUGGCACGAAACCGACUACCCAUUGCAAGGCCUUUACAUAAAAGACCAAGCAGAUAUCGACCACCUCGCAAAAUAUUGCCAAUAUG
Gpa-1-2 UCUUUAUGAAGACCUUUUUUUUGCCUUAAAUUUUGUAAUGUAUGUUGAAAAUAAUUACCAAAAAUUAAUAGGAAGAACCGCCGUUAAAAUUAACAAUUACCUACACCUAGCGAUAGCAGUAUUGCUGUGCACGUAUUCAAUUAGUAGUUUCAGUGCCUUUAUGGUCACUCAGACAAGUUU
Pin-1-2 CUUUGGAAGGCCAUUUUUUUUGCUUUUUUUGACAAAAAACAUAAAAACUAAUAAAAGGAAGUAACACCGUUAAUAUGAAAAAAUACGCUAAAGCAUUUAUCGGACUAUUCCUGGCCGUUUGUUCUGCCAGCAACUUUGUGGCAUUUAUGGUCACGCGGACAAGUAUGGACAUAAACCUUG
Pin-1-3 UCCUUGGAAGGCCAUUUUUUUACCUUUUUUUUGUGUACUGCUGUCUAAAUGCGCAUACAAGUACUUAAUUUAAAAAUGAAAUGUUUUUUGAUCCAAAACAAGGUGAACACUUUGUAAAGGUUAUAAAAUCAAUUGGCAAACUUAGAUAAAGACAAAACUAUUGAGACGGUAAAACAGUAA
Nha-1-1 GGAGAUGCUCUACAAUGUAUAUUUCAGAAGAAUAUGCUACGUUUCAUUUCAUUCACAAAAUUAAAAUCCUCCUUUGUGUAAUAAUUAUAUUAACCACCCCCUCAAUUGUUAAUGCCGCCACUAUUACUAUUGCCUGGGAUCCCAGCACUAGUCCUGAUGUCUCCGGUUAUAAACUUCAUU
Rsp-1-2 AUCAAAGCUCCUCCUUUCGUGUUCGCUGAUAAAUAACAGCAAAGAUGCUGUUGAUGAAGUUUCAGCCUGUUUAUACAGACCAAUCAGCCUGAUCGUCAGAUCAGUGUUAGCCAACACCGGAGCUUAUUAUGAAAUUUAAAUUUGUUGCUUUAAUCGCCAUCGCUGCUGUUCAAUUUGUUG
Aag-1-1 UCUUUCGGUGUAUUUUAGACCUAUAAUUACACCUGAUCGUAAAGGUACAACCUCGGAGUUUUAUAUGAAAUUCAGAUUCUUAACACUUGCCGCUGCCAUCGCUACCACAGCUUUUGUCAGUGCUCCUGUUGCCGCCAACGAUCAGCUGGCGCAGUCAAUUUGUGCUUAUGUGGCUGCCGA
Aje-1-1 UCGCUGUAGUAGAACUAUACUUAGCCUGAUCGUAAGGUACAACCUAGGAGUUUGUUAUGAAAUGUAAACUGUUAACCCUUGCUGCUGCCAUUGCUGCUACAGCUUUCGUCAGUUCUCCUGUUGCCGCAAACGAUCAACUGGCACAGUCAAUUUGUUCUUAUGUUGCCGCUGAUAACCGCA
Aae-1-1 UCUUUCGCUGGUAUUAAAACUAUACUUAAGCCUGAUCGUAAGGUACAACCUAGGAGUUUGUUAUGAAAUGUAAACUGUUAACCCUUGCUGCUGCCAUUGCUGCUACAGCUUUCGUCAGUUCUCCUGUUGCCGCAAACGAUCAACUGGCACAGUCAAUUUGUUCUUAUGUUGCCGCUGAUA
Rna-1-1 UUAUGUCCUUUCGUGUGUUGCAACAGUUGUUGUACUGAUGAUUGAACCUUAACUCAUUUUGGAGCUUGAAUAUGAAAGCAAAAUUAUUCACUUUAGCCGCUGUUAUCGCCACUACUUCAUUUAUCAGUGCUCCGGUUGCUGCCGACGACCAGUUAGCCAUGUCUAUCUGCUCUUACGUUG
Iba-1-1 UGCUAGUCUAUUCACCACCACCGCAGCAGUCGCUGAACAAAUGGAUUUAAGCAACACCGAUACCACGUCAUUUACUGUCAACGGUACCGUUGAGAAAGUCUGUAAAGUGGAUAACAGCAGUGGUCCAUCAAAAACUAUCGCUCUCGACGGCGUUGCUACAGCUGGCUUUGGUGUUGGUUU
Mme-1-5 UAGCUAAAUCGGUUGCCGUUGCGGCGAUCGCUAUGUCGGUUACAGGCGUUGCGGAAGCGCGUAUUCAAACCAUUGGCGAUGCGACUGCCGACGGCAGCGAGUUGUUGUUGAACGUGGUCAACUAUACCGCGCAAAACAGCUAUACCCUGGAUUUGGGUGUGACUAUUGCUCAAUUUUUGG
Msp-4-1 UACUUCUGAUGUCAUUUAACGCACAUUCUGCUUUUUUAACGGGCCAGACCCUUACUUAUCAAUACUACUUCCCAACGAUGUCUUCUCCUUAUUCUAAUGCUGACAAUGGCGAUGUCGUAGUUGGUGCUGGCAUUGAGGUCAAUAAUGUAGCAGAUAAUAUGGCUACAUUAGACAUCUCUG
Sha-1-1 AUUGAAUGAAAAGGGAUGAAUUAAUGAAAUCACUCAAACUUAAUCUACUUGGCGCAAGCAUAGCCUUGGCAAUGGGCGCGGUUUCGGCGCCAGCGAUGGCCAAUGGCGUUGAUAUGAUUAACCCACAAGCGGGGGUUGUUGUGGGUUACUGGCAUAACUGGUGUGGCGGCGCGGGCUAUA
Spe-1-1 AAUGAAAAGGGAUAAAUAAAUGAAAUCACUAAAACUGAAUCUACUAGGUGCCAGCAUUGCGCUUGCUAUGGGGGCUAUUUCUUCCCCAGCUAUGGCCAAUGGUACCGAUAUGGUAAAUCCGCAAGCCGGUGUGGUUGUGGGUUAUUGGCAUAACUGGUGCGACGGCUCUGGCUAUAAGGG
Mam-1-2 ACAAUCAUUCUGACAACCCUAGCUUUAUGUUCAAUCUCAACACAGUUAUUGGCAGCUCCCCAACCUGUCGACUUAUCAUCCUGGCAAGCAAAUGGAAAUGGAAACUGGGUAUUGCAGACGGGCAAUAAUGCGGUAAAGCAAACGCUUAAUAACGCCCCUACUGUAUUUCACAAUAAUAAA
Mam-1-3 UCUUUAUUCACGACGGUAUUUACAUCAUCACUCCUAUUAAGCGCUGCCGCCAGUGCUGAUGGUGUUUUAUCUGGAAUAAACACUUCGCCUUUAACGAUUGAUGAUGAUGCCACGACAAGCAUUGUGUCCGGAACACAGUUUCAAAAUGAUAGUGAGUUGUCAGUGAUAGGCUGGCCUUUU
Mam-1-4 CGCUCUCUACUACGUUGCUGUGCAGCUCAUUUUUACUGGCGCCGUCAGUUGUGCAUGCUGUCACAGGACUCUAUGGUACAAACACAUCCCCAAUCACCGUCAGCGAUGGUUAUAUCGGAUUAGAUGGAUAUAAAAACGCGAGUAAAAUAACUAUUACAGCAGGUGGCCAGCUAUUUAAAU
Mme-1-6 UUAACGAAAUCACUAAUGGAAUAAUUUAUGAGUACAAUUUUUCGAUUAACAGCAAUUGCCGGCCUCUUGGCUGUAAGCGGCUUAUCCCAGGCGGCUUUGACCGCAACCAGCGGGUCGGUCGGUUUUAAUGGAACAGCCAGCGUAUCCGCGUCUGUGACUUCGCAGGCCUCCGCCAGUAAC
Mam-1-5 UAGCUGCUAUGUUGCUAGGUUUUUCAAGUGUUGCUUCAGCAACGUUUUAUCAUGGUGGGCAUCAUCAUGGAGGUUGUGGUAAUGAUGGUUCAACAUGUGAUAACCCUCAAGCUUAUUCAACGACAUUAAACGCUAAAGUAACUAACGAAGAUUAUGAUUACUGGGGAACUUUCUGGGACU
Tcr-1-2 CGUUAUUAUGUUCUGUUUAGAUCCAUCCUGUGUGAUUGGAUUUCAUUUAGCCUUUUAAAAAAAUUAAUGACAUGGCGGUUAUGUAUAAAGCGGUUUAUCGUUUUUAUCAUGUUGCUGUUGUUCAUUGUUUUUUAAUCGCAUUAUCCAUUAAUGAUUUAUCAAGUUAUAACCUUGUUCAGA
Mam-1-6 UGUUGUAGCUCUUUUAUUUUCAGUUGGGGUUAAUGCUGCUACCUUAUCAUUAGAGACGGUUACAAGUACUCCUGGUGUUACCCAGAAGGUGAGUACUGUCUUUAAUAAUGGUAGUUUAGUAAUCGCAAAUGGAGCGGUUGAAGAGUUAAAACAAGAUACUUGGAAGUCAGAGUUUAAUUU
Msp-4-2 UAUUUUGUAUAGCUUUAUUGUUCUCAGUUGGUGCUAACGCCGCUACACUGACAUUAUCAACCGUAAGUUCUUCUGGCGCUACUCAAAGUGUUGACCUGAAUAAUAACAGUACUGUUCUAGCUGGCGGUACUGUAGAAAAUACAGGACUUUGGGAAUCUUUGUUUGAUGUUCAAACGGAUG
Msp-4-3 UAUUUUGUAUAGCUUUAUUGUUCUCGGUUAGUGCUAAUGCGGCUACAUUGAGUUUAUCAACUGUCGGAUCUUCAGGUGCGACUCAGGAAAUCAGUUUAAAUAACAACAGCACUGUGCUUGCUGGCGGUACUGUUGCUAAUACAGGUUCUUGGGAAUCAUUGUUUGAUGUGACAACGGAUG
Msp-4-4 UAUUUUGUAUAGCUUUAUUAUUCUCAGUUGGUGCUAACGCCGCUACACUGAAUUUAUCAACCGUUGUUUCUUUGGGAGGAGCGACCCAAAGUAUUGAUCUUAACAAUAACAGUACGGUAUUAGCUGGGGGUACUGUUUCCUCUUCAGGGGUUUGGACAUCAUUAUUUGAAGUUACAACAG
Mam-1-7 GCGAUGCUAUUUUUAGUAGCUCUCAUGUUCUCUGUUGGUGUUAAUGCUGCAACAUUGACUCUUACUGGUAUCGGAUCAAGUGGCGCAACACAGUCAGUUGAUGUCAAUAACAACAGUACUGUUCUUGCUGGUGGUACUGUGGGUGAAGUUGGUAACUGGUAUUCAGAGUUUGAUCUUAUC
Mam-1-8 GCGAUGCUAUUUAUCGUAGCUUUAUUGUUUUCAGUAAGCGUUAACGCCGCGACGUUAUCUCUGACUGAAGCUGGUUCAACUAACGCAAGUCAAAGUGUUGAUUUAUCUGGUAGUUCAGUUGUUUUAGCUGGUGGUACUGUCUCUAAGAAAAGUACCUGGGGUUCAGCAUUUUCACUCACA
Mam-1-9 CGAUGCUAUUUGUCAUAGCACUAUUUUUCUCUGUUGCGGCUAAUGCAGCAACACUUAACUUAACAAAAGGUGACUCAGCUUUCACCAACAAUGCUAGUCAGGAAAUUGAUCUUGCUAGUGGUAGUACAGUAUUAGCAAGUGGGACUACAGGUAAUGGCGCAUGGGAAUCUUCGUUCAGUU
Mme-1-7 GACGCGCAGACCAUCACAGAAAAGUAACUUUACCGCUCCAGUAUUUCGCUUAAACCCGAUCGCCGCCAGCGUGCGCGCGAUGGUGACCGGCAGUAUGCUGCUAUCAAUAGCCACUCCGGCCGCGGCCGAGCUGCCGGUACCCAGCGCAGUAUGGGCCAGCAUGGGCGGCGCAACCCGGGA
Tcr-1-3 GGACAAAUGGAGUUAAUAGUUAGGUCAAAAGAAAGGUAAUAUAGAUUGUUAUGAAGCUUAAAAGAAGAGAAAAUAUUUUUCGAACGCAAAAGAAAUCUCACUUUAAAACGAUUACUUUCUUUGUCGUCGCGAUGAUGGUACUUGUUUCUUAUGUCUAUUCAGUUGAUCCGGCUGUUAUCG
Msp-4-5 UGCUUUCACGGCAACAUCGGCAGUUGCGGAAACUGUACCUGUCGAUCUAUCAACCUGGAGUACGCCGGAUAGCAAUGGCAACUGGAAUGUUGCUGGCGAUAAUAACAGUGUGCUUCAAACUAUAAAUGGUCAGCCGACAGUAUUUUUAAAUGGUCUCAAUCAAACUUCUUAUACGUUAGA
Vsp-5-1 AACAAUCCGAUAACAGCGAAAGCCGCUUAGCAGCCCUAGAUGUUGCACCCGAUGCUCUAGAAUUACCUGAAGAUCAGGUUGUUAUUGAUGUCGACGGCAUUAACAACAUCACAACCCAAGAUGGUAAUGACAUCAUUCUUGGCCUUGAUGGCCAUGAUGAUAUUCAAGCCAACGGGGGUG
Vsc-1-1 AACAAUCCGAUAACAGCGAAAACCGCUUGGCAGCCCUAGAUGUUGCACCCGAUGCUCUAGAAUUACCUGAAGAUCAGGUUGUUAUUGAUGUCGACGGCAUUGACAACAUCACAACCCAAGAUGGUAAUGACAUCAUUCUUGGCCUUGAUGGCCAUGAUGAUAUUCAAGCCAACGGGGGUG
Msp-4-6 GACACUUUUGAUGUUUGGCUUUUCUUCAACUGCAUCAGCCACUUUUUAUCAUCCCAAGCCACAUUAUUGUGAUAAUGGUCAGUUAUGUGAUAACAGCCAGCCUUUUUCAACAACAUUGACAACUGAUGAUAUUGAAAAUAACGGUAAAUAUGCUUUCUGGAGUUUCGACAGCAUUGAUGU
Psp-3-1 CUAUUCAUUUAAAAAACUUAAUUGUUCUCUAAACUUAUACGGAAUACUCAUGAACGGAUUUCCUAACAUUAUUAAAUUUGCACUUCCUUGUGCAUUAUUUUUGACGCAAUCAGGGCAGGCUGCAGAACAAAAUCUGGUCCAAAGUUAUGAAAACUCGACUUGGACUGUUAAGGGCGAUUC
Pun-1-1 CUAUUGAUUUAAAAAACUUAAUUGUUCUAUUUAACUUUAUACGGAAUAUACAUGAAUAGAUUAACUCAGCUGAUUAAAUUUGCAUUGCCCUGUGCUGUGUUUAUGUCCUCGCAGGGACACACAUCAGAGCAAAACCUGGUGCAAAACUACGAAAGCUCUAUUUGGUCAGUAAGUAGUAAC
Tma-1-1 UGGGGGCAAGGAAGACGAGAUGAAAUCUUCGGCCGCGGGAGUAACCGCCGCAGGACUUAGCCUACGGCCCGCGCGCGCACGCUCAGCCCCUUCGCGUGGGCGGGUCUCGUCCGAACGCAUCAAGCUCGCGAAACUGCGCUCUUCGGGAUGCGCGCUCUGGUCGGGCGUGGGCUGCGCCAC
Asa-1-1 UUAGAGGCGCCAUUUCUAGCAUGGUGCGCUUUUAUUUUUGACACAUCAGUUCUGUUGGUUGGUUUGUCAACAAUCACGGGUUCGGGUUCAUAUGCUUUCGGAUUUAUCUAUCAAGAAAAACUCAAGACCCAUUGGUAUUGAGAGCGCUCCUCAUUUGUUAUUGAUCAGACCUUCGUUAUC
Ptu-1-1 GUAGUUAAAAAGGUUGAGCAAAGAUGUCCGAGAUUAUUACCAGCAUUAGUUACGACUCAUCACUUGAUUUAGUGUUAGUAAAACUAACUGGCAGCGCCACUUCCACAGAUGUAAUCAACAAUUAUCAUUUAAUUAUUAAUUAUGCUAACGAACGUCAUUGUCGAAAGUUGCUAGUAGAUG
gpr-1-2 GCGACAAACCAUUACGUGGUCCUGGGCCACUACGGAGAACGCAUGACAACUACAAAUAGAAACACUUUAAGAUCGGCAGCGUGUUUCACGCUCCUGGCGAGCUGUAUCGCCACGACUACCUUCGCCGCAAGCGAGAAUGGAAAGCAAAAAGGGGCAGAUAACGGCCAGCCCUUCGUCGAU
gpr-1-3 GCGACAAACCAUGACGUGGUCUUGGGCCACUACGGAGAACGCAUGAAAUCUAAGAGUAAAAAUACCUUACGAGCGGCGGCUUUAGCUUUUGGGCUAGCCAGUUUCAGUGCAACGGCAGCAGUCGAUAUGUUCUUGCAAAUUGGUGAAAUUAAAGGGGAGUCUCGAGACGAGAAAUUUAAA
Ptu-1-2 UUCAAACAAUUUACUUUUCUAAAUUUCUGAACAAGGCGAAGCAGCCUGAUUUCCUUUUUAACCUUUUAGUUUUGUUUUUUCCUCUUUGAUGUAUUGCUCAAUUUGUUGCUCUAAUACAAAUAAAGGUACAGAUCCGUUUUUCAAAAUUUGAUUAUGAAACUCUCUUACAUCAAAAUGUUC
Psp-2-1 UAUCCAUAGUGUAUGGAUAAUAUUUUGUAACUCUUAAGGUGUUGCUGUGUUUAUGCAUACGUCGCUGGCCUGUGGAAAAUGGUCAGCUAUAGGUUGCUUAAAUCAUCAUACUCAAUUAUUUAUUGGCGAUAUGGUGAGUGUAACCUUUUACGACAUGCAAGGAGAGCUGGUUAGUUUAUC
Pha-1-1 UCCAUAGUGUAUGGAUAAGAUUUUGUAACUCUUAAGGUGUUGCCGUGUUUAUGCAUACGUCGUUGGCCUGUGGAAAGUGGUCAACAAUAGGUUGCUUAAAUCAUCAUACCCAAUUAUUUAUUGGUGAUGUGGUGAGUGUAACCUUUUACGACAUGCAAGGAGAGCUGGUUAGUUUAUCAU
Par-1-1 UCCAUAGUGUAUGGAUAAGAUUUUGUAACUCUUAAGGUGUUGCCGUGUUUAUGCAUACGUCGUUGGCCUGUGGAAAGUGGUCAACAAUAGGUUGCUUAAAUCAUCAUACCCAAUUGUUUAUUGGCGAUGUGGUGAGUGUAACCUUUUAUGACAUGCAAGGAGAGCUAGUUAGUUUAUCAU
Psp-1-1 UCCAUAGUGUAUGGAUAAGAUUUUGUAACUCUUAAGGUGUUGCCGUGUUUAUGCAUACGUCGUUGGCCUGUGGAAAGUGGUCAACAAUAGGUUGCUUAAAUCAUCAUACCCAAUUGUUUAUUGGCGAUGUGGUGAGUGUAACCUUUUAUGACAUGCAAGGAGAGCUAGUUAGUUUAUCAU
Ttu-1-1 GUACCGGUUUAACAACAUACCUGAACCGACAAUCGACGGGUGGCCAACAUGCUCUCUCUCGAACAAAAGGAAGUACACGUCUCACAGCUUAAGCACGGCAUGUUUGUAUCGCGCCUGGAUGUUCCCUGGGAGCGAACGCAUUUUCCGCUGCAGGGUAUUCUUAUUCGCUCAGAAAGCGAC
gpr-1-4 GCGAAAUAAAUCGCCCCUUAAGAAAGUUAGGGGAGAUAGGUGGUCGUCGAUACCGUCGAUCCUAUGAACCUCGUAAUGUAGUCAUGCCUACUUCGCCUGCGCGCCGCGAGACUCCGGCUGAACCGAAGACUGAGGCCCCGCCUGAGCUCCGUUUAGAGCGCCGAGCGUAUGAGCGCGACG
Mtu-1-1 CAAAGAGGAAAACAUUCACAGGCCAAGGCUGGCGAUCACUUCAAGAGGGCACUAACUAUGUUAUACAGAAAUAUUUUUUUUCGUUCUGCCCGUAUCAUGUUCUCAACUUUAAACGGGCUUGUCUUCUUAUCGCUGAUUUUAUUGAGGGUAUUUACACUUCCGAGGUGAAGUGCCUUGCUU
Mtu-1-2 UGUUUGGUUGGUCAUUUCGCGGUGUACCAAAAUGCGACAUAACUAAAUCUGAAUUAAACAACAAUCAGCCUGGCUCAAUGCGAGAAUGCAGCUAUGGCAGUCAAACAACAUCUUAUAAAAACGUGGCUUCCACAAAUUUCACCCUCAUUCACUCUCAGCUCUGUCAAUCCUGAGAUCAUA
Mal-1-1 ACUCCUUCGGACCUUUAUAUAAAUUAAGGAGUGGGGUCAUGAACUCUAACAGCCGAAGAAGUCAAAAAAAUCAAAACACAUUCAAACCAACUCAACUUUCCAAAGCCUUAGCGGCGGUAUUGAUUGCCGGCGUAUUCGGCGGCGCAAGCGGAACGGCUUAUGCAGCACCCGAUAAGCCCU
Psp-5-1 ACAGUAUCAAUGUAUAGAUUAAUUAAUCUAUUUCCUCGCUCUUAAUGUUUAGGUGACACUCAUAUUUUUUCACCGAGUAGAAGCAUGGAUAAACCAAUAUUAAAAGAUUCAUUAAAAUUAUUUGACCAUUUUGGUUCAAUAAAAUCACGGUCGAUGUUUGGCAUUUUUUCUGGUGAUACA
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Pan-1-1 ACAGUAUCAAUGUGUAGAUUAAUUAAUCUAUUUCCUCGCUCUUAAUGUUUAGGUGACACUCAUAUUUUUUCACCGAGUAGAAGCAUGGAUAAACCAAUAUUAAAAGAUUCAUUAAAAUUAUUUGACCAUUUUGGUUCAAUAAAAUCACGGUCGAUGUUUGGCGGUUUUGGCAUUUUUUCU
Ple-1-1 UGACAAGCCUAAUGUGAAGAUUAAUUAAUCUAAUUCCUCGCUCUUGAUGUUUAGGUGACACUCAUAUUUUUUUCACCGAGUAGAAGCAUGGAUAAACCAAUAUUAAAAGAUUCAUUAAAAUUAUUUGACCAUUUUGGAUCUGUAAAAUCACGGUCGAUGUUUGGCGGUUUUGGCAUUUUU
Pci-1-1 CCUAUAUUUUAUUUAUAAAAGGUACGAUAUGAAAACCAAUCUAGCUCCAUACACUAAAUACGCCGUUAUCAAUAUGGCACUCAUCUUUGCAUGGGUUUUAUCACUCGCAACCAGCGGGAUAACCGUGUCUAAAUCUGACCCAAAUUGUGGUUUUAUUACUGAAGCGCAAACAAUGGAUAU
Swo-1-1 GGUCUAUGUACUGGGUGUUUAUGGUAUUAAGAAUAGGUUUUCUCCUGUUCAUGCUUUGUUUGCCUUAUUGAAUACUUAUAAAAAUAUAAAGCAAUAAGGAUACCCUAUGUUUAACACUAAACUCUCAUCGGCUGCGCUUGUCGUAGCGAGUGUAUUUGCCUCGUCGGCAUAUGCAUCAGU
Vsp-2-1 CUUUGGUCUGAUAUUUACAUUCACGGGUGCAUUCAGCCAUUUGUUGAUUCUGUUUGUCUGUGAAUGGCUAAGUUUUACCUAAUUUCGGGAACGUUACCGAAAUUAGUGUGAUUUUUAGAUGAUUUCGAAUGGGUUAUGCCGUUGAUAGUUUGUGACAUUUCUGAGGGUUAACCACUUCUG
Aca-1-1 CCGAACAGAGGAAUGUAUGGCAGCAAAUAUCCGACUCACCCAUCUCGCGGCAGCGCUGGCGCUGCUGGCCAGUGGCGGCGUGCUCGCUCACGGCUACAUCAGCCAGCCCGAAGGGCGCAACUACCUGUGCAAGACAGGGGGCAACAGCCAGUGUGGCGCCAUCCAGUGGGAACCCCAGAG
Aaq-1-1 CGAACAGAGGAAUGUAUGGCAGCAAAAAUCCAACUCAAUCACGUCGCUGCGACGCUGGCCCUGCUGGUCAGUGGCAGCGUGCUCGCCCACGGCUACAUCAGCCAGCCGGAAUCGCGCAACUACCUGUGCAAGACCGGCGGCAACAGCCAGUGUGGCGCGGUGCAAUGGGAACCCCAGAGC
Asa-1-2 CAUCUAUCGAACAGAGGAAUGUAUGGCAGCAAAAAUCCAACUCAAUCACGUCGCGGCAGCGCUGGCGCUGCUGGCCAGUGGUGGCGUACUCGCCCACGGCUACAUCAGCCAGCCCGAGAGCCGCAACUACCUGUGCAACAAAGGUGGCAACAGCCAGUGUGGCGCUGUGCAAUGGGAACC
Ave-2-3 CUGUCGAACAGAGGAAUGUAUGGCAGCAAAAAUCCAACUCAAUCACAUCGCAGCGGUGCUGGCUCUGCUGGCCAGCGGCAGCGCCCUGGCUCAUGGCUACAUCAGCCAGCCAGAGAGUCGCAACUAUCUGUGCAAAACCGGCGGCAACAGCCAGUGUGGCGGCGUGCAGUGGGAACCCCA
Ave-1-2 CUAUCGAACAGAGGAAUGUAUGGCAGCAAAAAUCCAACUCAAUCACAUCGCGGCGAUGCUGGCCCUGCUGGCCAGCGGCAGCGCCCUGGCCCAUGGCUACAUCAGCCAGCCCGAGAGCCGCAACUACCUGUGCAAAACAGGUGGCAACAGCCAGUGUGGCGGCGUGCAGUGGGAGCCCCA
Asa-1-3 CAUCACGCCGGUUGCGCUUGUUCUUUGCCCUGGUGACCAAUGCCAAGACAAAACAAGGAAGAUAACAAUAUGCAACAGACCUUAAGGCCCAGCAGGCUUGCCAUGCUGGUGGCCCUGGCUGCCAUGCCCGCUUGGGCACAAGCCGCUUAUCCCGCCUAUCAGGCCGGCACCGCUUACAAG
Aaq-1-2 CAUCACGCAGGUUGCGCUUGUGCUUUGCCUUGGAGACCAAUGCCAAGACAAAACAAGGAAGAUAACAAUAUGCAACAGACCCUAAGGCCCAGCAGGCUUGCCAUGCUGGUGGCUUUGGCUGCCAUGCCCGCCUGGGCACAGGCCGCUUAUCCCGCCUAUCAGGCCGGUACCGCCUACAAG
Aca-1-2 UUGUUCCCUGUUGCGAUUGCGCUUUUCCCGGUAUUGAAGCCAAGACAAAACAAGGAAGAUAACAAUAUGCAACAGAUCUUGAGGCCCAGCAGGCUUGCCAUGCUGGUCGCCCUUGCGGCCGUCCCUGCCUGGGCGCAGGCCGCUUACCCCGCCUAUCAGGCCGGCACCGCCUACAAGGCU
Cps-1-1 AAGGUUUAUAAAAUGAAAAAAUUAUUAAUAGCUUCCACCAUCACAGUUUUAACAUUAGCGUCUGCUGUAACAACACCAAAGGCACAAGCUGCUGACAUUGCGACAAGUAUAUGUGAGUACGUAGCGGCCGAUGACAAGAAACGCAUGCGUUCAUUUUUAAAGACAAAUAAACUUAAGAUU
Psp-4-1 UAUAAGAAUCAUGGGACUUUGGAGCAGCCUUUAUUUUAGCAAUUCACCCUUACGCUUUUUUCGCCGUUUCGAUGUAUGCGUCAAUCUGUGCUUCGAGUAAAUUCAGAGGAAGUGAACCGUUUUUCAAAAUUUGAAAGUGGAACUCUCUAAUAUCAAACUCAGCUCCUAACGCUUGCUCUG
Vpa-1-1 UAUAAGGAUAGAUGAUGAAUCAACUCCCUCAAAAAACGCUCAUUGCUUUAAGUCUAGUCACUGUCAGUGGAACGGCCAUUGGCCACGGCUAUGUUUCGGCAUAUGAAAACGGCGUAGCUGCAAGCCGCGCUGCACUAUGUAAAUUCCCAACCAGCGACACCAACGAAAAGAAUGCGCAAU
Cps-1-2 UGUUUCUUCCGGUUUCUUUGCGUGGCCUCUUUCCCUGUAUUUCUCAACCCAUCACUUGCUGCUCUUUACCUAUAAUUUAUUUAGCACUAUUUAAAAAUUGCUAAUAAAAAUAGUGCUUGUAUGUCUGCAUUUGAAAGUAAGACCAAUCGGACUAAUUUAUUACUCAGUUAGCCCGAAUUA
Swo-1-2 AUCCGUUCAGUCCAAAUACCACGUUUGUUUUUACCUUGCCUUUUUUUAUGGGGGACAAGGUAUUGAGUGGAGUGUGUUCAAUGAGACAUCAAAAAUCGAUUAAUCAAUCUAUUAGCCUCUCUCUUGUUGCGAGUGCAGGUCUGUUAAUGAGUUCUGCAGCCUUGGCUCAUGGCUAUGUAA
Ptu-1-3 CUUUAGCUUUUCUGCCAAAUUCUUAUUUUUAUACAUAUUAAAUGGUGCAUGGCAUGGUGUUUUCACCUUAUUAGCCAAAGGGGGCUGCUUUCAUGGUUAAGGUUUUAGCAGGGUUGCUACCAGGUGAUUGGUCGGUGAUCCAUUCGAUUGAAAAUAAUCAGCGAUUACAAAAAGGCGAUA
Gho-1-1 GAAUUAGCAUUGCUACGUUACUCCUUGACCAUUCAUCUAGGAACGUAUUGAUUGAGAAUAAGUCACAUGGAUAAACCUACUCUAAAAAACACGCUGAAGUUUUUCGAAUGUCUGGGCAAAAUGAAAUCGCGCUCAAUGUUUGGCGGUUUUGGUAUCUUUUGCGAUGAAACAAUGUUCGCG
Ppr-2-1 UAUCUGUAGUUUGAUAAUUUGGAUUCCUCGCUCUGAUGUUAGGUGACUCAUGGCAUAUCACCGAGAAGAAGCAUGGAUAAACCAGUACUAAAAGACGCAUUAAAAAUAUUUGAUUGUUUUGAGAGUGUUAAAUCACGCUCAAUGUUUGGUGGCUUUGGCAUUUUUGCGGGUGAAACAAUG
Ppr-1-1 UUAUCUGUAGUUUGAUAAUUUGAAUUCCUCGCUCUGAUGUUAGGUGACUCAUGGCAUAUCACCGAGAAGAAGCAUGGAUAAACCAGUACUAAAAGACGCAUUAAAAAUAUUUGAUUGUUUUGAGAGUGUUAAAUCACGCUCAAUGUUUGGUGGCUUUGGUAUUUUUGCGGGUGAAACAAU
Pda-1-1 UAGUUAUUCUGAUAAUCUAAAUUCCCGCUCUGAUGUUAGGUGACUCAUGAUUAUUUUCACCGAGAAGAAGCAUGGACAAACCAGUAUUAAAAAACACGUUAAAAUUAUUUGAAUGUUUUGGGCGUAUAAAAUCACGCUCUAUGUUUGGAGGUUUUGGUAUAUUCGCGGGUGAUACUAUGU
Vsh-1-1 ACCCGUUUGCUAUACUCUCGGACCUGAUUUUGGUGACACAAUCAAUAACACCGAGAAAAGAAUAAGCAUGGACAAUCCUAUACUAAAAAACUCGAUGCAAUUGUUCGCUCAGCUUGGAAGAGUUAAGUCUCGUUCUAUGUUUGGUGGAUUUGGUAUCUUUAUUGACGAUACCAUGUUUGC
Vsp-9-1 ACAAUUUAAUUGCAACAUUUUGCUAAUCUCUCGGACCUGCUUAUUUGGUGGCGUAGUUCAAAUACACCGAGAUAAAUAACAUGGAUAAACCGAUACUAAAGGACUCAAUGAAAUUAUUUGAGCCCCUAGGAAAAAUUAAGUCACGCUCAAUGUUUGGUGGAUUCGGGCUUUUUGCUGAUG
Vsp-4-1 ACAAUUUAAUUGCAACAUUUUGCUAAUCUCUCGGACCUGCUUAUUUGGUGGCGUAGUUCAAAUACACCGAGAUAAAUAACAUGGAUAAACCGAUACUAAAGGACUCAAUGAAAUUAUUUGAGCCCCUAGGAAAAAUUAAAUCACGCUCAAUGUUUGGUGGAUUCGGGCUUUUUGCUGAUG
Vcy-1-1 ACAAUUUAGUUGCAACAUUUUGCUAAUCUCUCGGACCUGCUUAUUUGGUGGCGUAGUUCAAAUACACCGAGAUAAAUAACAUGGAUAAACCGAUACUAAAGGACUCAAUGAAGUUAUUUGAGUCCCUAGGAAAAAUAAAAUCACGUUCAAUGUUUGGUGGCUUCGGUCUUUUUGCCGAUG
Vsp-8-1 CAAUUUAAUUGCAACAUUUUGCUAAUCUCUCGGACCUGCUUAUUUGGUGGCGUAGUUCAAAUACACCGAGAUAAAUAACAUGGAUAAACCGAUACUAAAGGAUUCAAUGAAAUUAUUUGAAUCCCUAGGAAAAAUAAAAUCACGCUCGAUGUUUGGUGGCUUCGGUCUUUUUGCUGAUGA
Vba-1-1 CAAUGUAAUUGCAACAUUUUGCUAAUCUCUCGGACCUGCUUAUUUGGUGGCGUAGUUCAAAUACACCGAGAUAAAUAACAUGGAUAAACCGAUACUAAAGGACUCAAUGAAGUUAUUUGAGCCCCUAGGAAAAAUAAAAUCACGCUCAAUGUUUGGUGGAUUCGGUCUUUUUGCUGAUGA
Vni-1-4 UGGCUGCAUCACUUUGCUAUUUUUUCUCGGACCUGAACUUAGUAGUGGCAUAACUUCUUUAGCCGAGACAGUACAGCAUGGAUAAACCAAUACUUAAAAACUCAUUGAAGCUAUUUGAACCAUUAGGGACGAUUAAAUCACGUUCAAUGUUUGGUGGUUUUGGCAUUUUUGCCGACGACA
Vvu-3-1 GCAUUGGUUUGCUAAUCUCUCGGACCUGAUUUGGUGGCGUAAUAGUAAUUACACCGAGAUAACACAUCAUGGAUAAACCGAUACUCAAAGAUUCAAUGAAGCUUUUUGAGCAACUUGGUGCGAUAAAAUCUCGCUCAAUGUUUGGCGGAUUCGGCCUUUUUGCAGAUGAGACCAUGUUCG
Vvu-2-1 GCAUUGGUUUGCUAAUCUCUCGGACCUGAUUUGGUGGCGUAAUAGUAAUUACACCGAGAUAACACAUCAUGGAUAAACCGAUACUCAAAGAUUCAAUGAAGCUUUUUGAGCAACUUGGUGCGAUAAAAUCUCGCUCAAUGUUUGGCGGAUUCGGCCUUUUUGCAGAUGAGACCAUGUUCG
Vme-1-1 UUUUUGACGUUUUGCUAUUUUCUCGGACCUGAUUUUGCUGGCGAAUUGCUUAAUACACCGAGAAUGACAGCAUGGAUAAACCGGUAUUAAAAGAUUCAAUGCGGCUAUUCGAACUGCUUGGCCAGGUCAAGUCGCGCUCAAUGUUUGGUGGCUUCGGCAUUUUUGUCGAUGACACUAUGU
Vsp-7-1 GCAUGCAUUUGCUAAUUUUCUCGGACCUGAUUUGGUGGCGUAUGUAACAAUACUCCGAGACUAACAGCAUGAAUAAACCAGUAUUAAAAGAUUCAAUGCGGCUCUUUGAGCAGCUAGGACGUGUGAAAUCUCGUUCAAUGUUUGGUGGCUUUGGUAUUUUCGUCGACGAAACUAUGUUUG
Vch-24-1 AUGCUUUUGCUAAUUUUCUCGGACCUGACUUGGUGGCGUAUGUAACAAUACUCCGAGACUAACAGCAUGGAUAAACCAGUAUUAAAAGAUUCAAUGCGGCUCUUUGAGCAGCUAGGACGUGUUAAAUCUCGUUCAAUGUUUGGUGGCUUUGGUAUUUUCGUCGACGAAACUAUGUUUGCG
Vch-28-1 AUGCUUUUGCUAAUUUUCUCGGACCUGACUUGGUGGCGUAUGUAACAAUACUCCGAGACUAACAGCAUGGAUAAACCAGUAUUAAAAGAUUCAAUGCGGCUCUUUGAGCAGCUAGGACGUGUUAAAUCUCGUUCAAUGUUUGGUGGCUUUGGUAUUUUCGUCGACGAAACUAUGUUUGCG
Vch-6-1 AUGCUUUUGCUAAUUUUCUCGGACCUGACUUGGUGGCGUAUGUAACAAUACUCCGAGACUAACAGCAUGGAUAAACCAGUAUUAAAAGAUUCAAUGCGGCUCUUUGAGCAGCUAGGACGUGUUAAAUCUCGUUCAAUGUUUGGUGGCUUUGGUAUUUUCGUCGACGAAACUAUGUUUGCG
Vch-13-1 AUGCUUUUGCUAAUUUUCUCGGACCUGACUUGGUGGCGUAUGUAACAAUACUCCGAGACUAACAGCAUGGAUAAACCAGUAUUAAAAGAUUCAAUGCGGCUCUUUGAGCAGCUAGGACGUGUUAAAUCUCGUUCAAUGUUUGGUGGCUUUGGUAUUUUCGUCGACGAAACUAUGUUUGCG
Vch-19-1 AUGCUUUUGCUAAUUUUCUCGGACCUGACUUGGUGGCGUAUGUAACAAUACUCCGAGACUAACAGCAUGGAUAAACCAGUAUUAAAAGAUUCAAUGCGGCUCUUUGAGCAGCUAGGACGUGUUAAAUCUCGUUCAAUGUUUGGUGGCUUUGGUAUUUUCGUCGACGAAACUAUGUUUGCG
Vmi-2-1 CAUGCUUUUGCUAAUUUUCUCGGACCUGAUUUGGUGGCGUAUGUAACAAUACUCCGAGACUAACAGCAUGAAUAAACCAGUAUUAAAAGAUUCAAUGCGGCUCUUUGAGCAGCUAGGACGUGUUAAAUCUCGUUCAAUGUUUGGUGGCUUUGGUAUUUUCGUCGACGAAACUAUGUUUGC
Vmi-4-1 CAUGCUUUUGCUAAUUUUCUCGGACCUGAUUUGGUGGCGUAUGUAACAAUACUCCGAGACUAACAGCAUGAAUAAACCAGUAUUAAAAGAUUCAAUGCGGCUCUUUGAGCAGCUAGGACGUGUUAAAUCUCGUUCAAUGUUUGGUGGCUUUGGUAUUUUCGUCGACGAAACUAUGUUUGC
Vmi-3-1 CAUGCUUUUGCUAAUUUUCUCGGACCUGAUUUGGUGGCGUAUGUAACAAUACUCCGAGACUAACAGCAUGAAUAAACCAGUAUUAAAAGAUUCAAUGCGGCUCUUUGAGCAGCUAGGACGUGUUAAAUCUCGUUCAAUGUUUGGUGGCUUUGGUAUUUUCGUCGACGAAACUAUGUUUGC
Vsp-6-1 CAUGAUUUUGCUAAUUUUCUCGGACCUGAUUUGGUGGCGUAUGUAACAAUACUCCGAGACUAACAGCAUGGAUAAACCAGUAUUAAAAGAUUCAAUGCGGCUCUUUGAGCAGCUAGGACGUGUGAAAUCUCGUUCAAUGUUUGGUGGCUUUGGUAUUUUCGUCGACGAAACUAUGUUUGC
Van-1-1 CAUAAGUUUGCUAAUCUCUCGGACCUGAUUUUGGUGGCGUUUUUCCCAUACACCGAGAAUUUACAGCAUGGAUAAACCAGUACUUAAAGAUUCAAUGCGACUCUUCGAACAACUUGGACGCGUUAAGUCUCGUUCAAUGUUUGGCGGCUUCGGCAUUUUUGUCGAUGACACCAUGUUUGC
Vor-1-1 CAUAAGUUUGCUAAUCUCUCGGACCUGAUUUUGGUGGCGUUUUUCCCAUACACCGAGAAUUUACAGCAUGGAUAAACCAAUACUUAAAGAUUCUAUGCGACUCUUCGAACAACUUGGACGUGUUAAGUCUCGUUCAAUGUUUGGCGGCUUCGGCAUUUUUGUCGAUGACACCAUGUUUGC
Vfu-2-1 UUGCAUUCUUUUGCUACUUUCUCGGACCUGACUUUGGUGGCGUAUUAAUUAAUACACCGAGACUUACAGCAUGGAUAAACCAAUACUAAAAGAUUCGAUGCGGCUCUUUGAGCAACUUGGACGCGUUAAAUCUCGUUCAAUGUUUGGUGGCUUUGGGAUUUUUGUCGAUGACACAAUGUU
Vfu-1-1 UUGCAUUCUUUUGCUACUUUCUCGGACCUGACUUUGGUGGCGUAUUAAUUAAUACACCGAGACUUACAGCAUGGAUAAACCAAUACUAAAAGAUUCGAUGCGGCUCUUUGAGCAACUUGGACGCGUUAAAUCUCGUUCAAUGUUUGGUGGCUUUGGGAUUUUUGUCGAUGACACAAUGUU
Vpa-3-1 GCACGUUUGCUACUCUCUCGGACCUGACUUUUGGUGGCGUAAUAUUAAUUACACCGAGAUAACAAAACAUGGAUAAACCGAUACUCAAAGACUCUAUGAAGCUAUUUGAGGCACUUGGUACUAUCAAGUCGCGCUCAAUGUUUGGUGGCUUCGGACUUUUCGCUGAUGAAACGAUGUUUG
Vpa-7-1 GCACGUUUGCUACUCUCUCGGACCUGACUUUUGGUGGCGUAAUAUUAAUUACACCGAGAUAACAAAACAUGGAUAAACCGAUACUCAAAGACUCUAUGAAGCUAUUUGAGGCACUUGGUACUAUCAAGUCGCGCUCAAUGUUUGGUGGCUUCGGACUUUUCGCUGAUGAAACGAUGUUUG
Vha-3-1 AUGCAUUUGCUAAUCUCUCGGACCUGAUUUUUGGUGGCGUAAUAUUAAUUACACCGAGAUAACACACCAUGGAUAAACCGAUACUCAAAGACUCAAUGAAGCUGUUUGAGGCACUUGGUAAUAUCAAGUCGCGCUCAAUGUUUGGCGGCUUCGGGCUCUUCGCUGAUGAAACGAUGUUUG
Vha-2-1 AUGCAUUUGCUAAUCUCUCGGACCUGAUUUUUGGUGGCGUAAUAUUAAUUACACCGAGAUAACACACCAUGGACAAACCGAUACUCAAAGACUCAAUGAAGCUGUUUGACGCACUUGGUAAUAUCAAGUCGCGCUCAAUGUUUGGCGGCUUCGGGCUCUUCGCUGAUGAAACGAUGUUUG
Vsp-1-1 AUGCAUUUGCUAAUCUUUCGGACCUGAUUUUUGGUGGCGUAAUAUUAAUUACACCGAGAUAAACAUCAUGGAUAAACCGAUACUCAAAGACUCAAUGAAGCUGUUUGAGGUACUUGGAAACAUCAAGUCACGCUCAAUGUUUGGCGGCUUCGGGCUGUUCGCCGAUGAAACGAUGUUUGC
Vro-1-1 CAUGCGUUUGCUAAUCUCUCGGACCUGAUUUUUGGUGGCGUAAUUUAAAUUACACCGAGAUAACACAUCAUGGAUAAACCGAUACUCAAAGACUCUAUGAAGCUUUUUGAGGUGCUUGGUACGAUCAAGUCACGCUCAAUGUUUGGCGGCUUUGGCCUUUUUGCUGAUGAAACAAUGUUU
Vsp-3-1 CGCAUGUUUGCUACUCUCUCGGACCUGACUUUUGGUGGCGUAAUAUUAAUUACACCGAGAUAACAAAACAUGGAUAAACCGAUACUCAAAGACUCUAUGAAGCUAUUUGAGGCACUUGGUAAUAUCAAGUCGCGCUCAAUGUUUGGUGGCUUCGGACUAUUCGCUGAUGAAACAAUGUUU
Vsp-2-2 CAUGUAUUUGCUACUCUCUCGGACCUGACUUUUGGUGGCGUAAUAAUAAUUACACCGAGAUAACACAUCAUGGAUAAACCGAUACUCAAAGAUUCUAUGAAGCUAUUUGAGGCACUUGGUACGAUCAAGUCGCGCUCAAUGUUUGGUGGCUUCGGACUUUUCGCUGAUGAAACGAUGUUU
Vha-1-2 CAUGCAUUUGCUAAUCUCUCGGACCUGAUUUUUGGUGGCGUAAUAUUAAUUACACCGAGAUAACACAUCAUGGAUAAACCGAUACUCAAAGACUCAAUGAAGCUGUUUGAGGCACUUGGUAAUAUCAAGUCGCGCUCAAUGUUUGGCGGCUUUGGGCUCUUCGCCGAUGAAACGAUGUUU
Vca-1-1 CAUGCAUUUGCUAAUCUCUCGGACCUGAUUUUUGGUGGCGUAAUAUUAAUUACACCGAGAUAACACACCAUGGAUAAACCGAUACUCAAAGACUCAAUGAAGCUGUUUGAGGCACUUGGUAAUAUCAAGUCGCGCUCAAUGUUUGGCGGCUUCGGGCUCUUCGCUGAUGAGACGAUGUUU
Vor-2-1 CACCUGAUUGACAAUAUGCCUGCAAAAUUUGCUACUCUCUCGGACCUGAAUUGGUGGCGUAUACAUAUACACCGAGAAUACACAGCAUGGAUAAACCAAUACUAAAAGACUCAAUGCGACUAUUUGAGCCGUUAGGCCUAAUCAAGUCUCGCUCAAUGUUUGGUGGCUUCGGUAUUUUUG
Vtu-1-1 ACCUUACUGACAAUGUCUCUGCAUAAUUUUGCUAAUCUCUCGGACCUGCAUUGGUGGCGUAUACUUAUACACCGAGAAAACACAGCAUGGAUAAACCAAUACUAAAAGACUCAAUGCGUUUAUUUGAGCAGUUAGGACAUAUCAAGUCUCGCUCAAUGUUUGGUGGCUUUGGCAUUUUUG
Vca-2-1 ACAUUGACAUUGUAUAUGCAUAAUUUUGCUAAUCUCUCGGACCUGAAUUGGUGGCGUAUACAUAUACACCGAGAAUAAAAAGCAUGGAUAAACCAAUAUUAAAAGACUCAAUGCGUUUGUUUGAGCAGCUUGGCUAUAUUAAGUCUCGUUCGAUGUUUGGUGGUUUUGGUAUUUUUGCCG
Vsi-1-1 CUUUCUAACCUAGAGAUUAAUGUCUGCUGACGAAAACUUCGUUUGUAUGACACCUUACUGACAAAAUUUCUGCAUUAUUUUGCUAAUCUCUCGGACCUGAAUUGGUGGCGUAUACAUAUACACCGAGAAAAUACAGCAUGGAUAAACCAAUACUUAAAGAUUCAAUGAGACUGUUUGAAC
Vpa-1-2 CGUCUCAAUACUGAGUAUGAGCAGACAUGGAAUUCGUCGAGAUUUUACGAAGUGUUUUCUUGUAUGACACCUUACUGACAAAAUUUCUGCAUUAUUUUGCUAAUCUCUCGGACCUGAAUUGGUGGCGUAUACAUAUACACCGAGAAAAUACAGCAUGGAUAAACCAAUACUUAAAGACUC
Vbr-1-1 CCUUACUAACACAGUACCUGCAUAAAUUUGCUAAUCUCUCGGACCUGAAUUGGUGGCGUAUAACAAUACACCGAGAAUACACAGCAUGGAUAAACCAAUACUAAAAGACUCAAUGCGAUUAUUUGAGCAACUUGGCUACAUCAAGUCUCGUUCAAUGUUUGGUGGCUUUGGCAUUUUUGC
Vco-1-1 GUUAUCUAGAGCUAAGUAACUAACGUGUGAGUUUUAUUUCGGUAUGACACCUUACUGACACUUUAUCUGCAUUAUUUUGCUAUUCUCUCGGACCUGAAUUUGGUGGCGUAUAAUAAUAUACACCGAGAUAACACAGCAUGGAUAAACCAAUACUUAAAGACUCGAUGCGGCUUUUUGAUC
Vsp-5-2 GACUGCUAUUCUCUCGGACCUGAUUUGGUGGCGUAUAUACACAUACACCGAGAAAGUACUGAAUGGAUAAACCAAUACUUAAAGACUCUAUGAGGCUUUUUGAGCCCUUAGGUCGGAUUAAAUCUCGCUCUAUGUUUGGUGGGUUCGGCAUUUUUGCAGACGACACAAUGUUUGCAUUGG
Vsc-1-2 GACUGCUAUUCUCUCGGACCUGAUUUGGUGGCGUAUAUACACAUACACCGAGAAAGUACUGAAUGGAUAAACCAAUACUUAAAGACUCUAUGAGGCUUUUUGAGCCCUUAGGUCGGAUUAAAUCUCGCUCUAUGUUUGGUGGGUUCGGCAUUUUUGCAGACGACACAAUGUUUGCAUUGG
Vic-1-1 GACUGCUAUUCUCUCGGACCUGAUUUGGUGGCGUAUAUACACAUACACCGAGAAAGUACUGAAUGGAUAAACCAAUACUUAAAGACUCUAUGAGGCUUUUUGAGCCGUUAGGUCGGAUUAAAUCUCGCUCUAUGUUUGGUGGGUUUGGCAUUUUUGCAGACGAUACAAUGUUUGCGCUGG
Asa-2-1 CAAUGUGUGGUUUUGAACUUGCUACUAUUUCCUCGGGCUCAGUUGUUUAGUGACAUAGACUUACUAACCGAGAAUUAUUGCAAUGGAUAAACCAAUACUAAAAGAUUCACUUCGAUUACUUUCCUCUCUAGGAAAAAUCACUUCACGCUCCAUGUUUGGCGGCUUUGGUGUUUUUAUUGA
Vfi-2-1 AUACUUAGCUUUCAACUUGCUACUAUUUCCUCGGGCUCAGUUGUUUAGUGACAUAGACUUACUAACCGAGAAUUAUUGCAAUGGAUAAACCAGUAUUAAAAGACUCACUUCGUCUACUAUCUUCACUAGGAAAGAUCACUUCUCGCUCUAUGUUUGGGGGAUUUGGAAUCUUCAUUGACG
Vfi-1-1 AUACUUAGUUUUCAACUUGCUACUAUUUCCUCGGGCUCAGUUGUUUAGUGACAUAGACUUACUAACCGAGAAUUAUUGCAAUGGAUAAACCAGUAUUAAAAGACUCACUUCGUCUACUAUCUUCACUAGGAAAGAUCACUUCUCGCUCUAUGUUUGGGGGAUUUGGAAUCUUCAUUGACG
Ssp-1-1 UGUUUGCCCAAAUACCACUUUUAUACCUAAGCCCAAGCCAAUACUGGCGAAGAGGGCUGCAAAUGGAGUGCAUUAAAGUGGCAAAUCCUACUGUUUUUUCCCCUGUUUCUAAAUUGAGUUUAUUGGCCGCCGCAGUGAUGGCAGCCAAUGCGUUUGUGAGUCUCUCUGCACAGGCACACG
Son-1-1 UAAAUGCUGUUUUGCCUAAAUACCACUUUUAUACCAAUGCCAAUCUUGUAUCUAAAUAGGCACCCUACGGAGUACAUUAAAGUGGAGCAUUUAACUGCUUUUUCUCAAUCAACCAUCCCUAAAUUCACAAUCCCUAAGCUCACUCAGUUAAGCCUAGUAACCUUGGCUUUAACUGCUGGC
Ssp-3-2 UAAUGCUGUUUUGCCUAAAUACCACUUUUAUACCUAUGCCAAUCUCGUCGAGAAAGGCACCCUACGGAGUACAAUAAAGUGGCACAUCUAACUGCUUUUACAUCAAUCAGAAAUGCUAACCACAAACACCCACAACUGGCUCGUUUAAGCCUAAUUGCCUUGGCCCUAAGCGCUACGAGU
Ssp-2-2 UAAUGCUGUUUUGCCUAAAUACCACUUUUAUACCUAUGCCAAUCUCGUCGAGAAAGGCGCCCUACGGAGUACAAUAAAGUGGCACAUCUAACUGCUUUUACAUCAAUCACAAAUGCUAACCACAAACACCCACAACUGGCUCGUUUAAGCCUAAUUGCCUUGGCCCUAAGCGCUACGAGU
Sba-8-1 GUUUGCCCAAAUACCACUUUUAUACCUAAGCCCAAGCCAAUACUGGCGAAGAUGGGUGCAAAUGGAGUGCAUUAAAGUGGCAAAUCCUACUGUUUUUUCCCCUGUUUCUAAAUUGAGUUUAUUGGCCGCCGCAGUGAUGGCGGCAAAUACAUUUGUGAGUAUUUCUGCACAGGCACAUGG
Sba-2-1 GUUUGCCCAAAUACCACUUUUAUACCUAAGCCCAAGCCAAUACUGGCUAAGAUGGGUGCAAAUGGAGUGCAUUAAAGUGGCAAAUCCUACUGUUUUUUCCCCUGUUUCUAAAUUGAGUUUAUUGGCCGCCGCAGUGAUGGCGGCAAAUACAUUUGUGAGUAUUUCUGCACAGGCACACGG
Sba-5-1 UAAUGCUGUUGUUUGCCCAAAUACCACUUUUAUACUUAAGCCCAAGCCAAUACUGGCUAAGAUGGGUGCAAAUGGAGUGCAUUAAAGUGGCAAAUCCUACUGUUUUUUCCCCUGUUUCUAAAUUGAGUUUAUUGGCCGCCGCAGUGAUGGCGGCAAAUACAUUUGUGAGUAUUUCUGCAC
Sba-4-1 GUUUGCCCAAAUACCACUUUUAUACCUAAGCCCAAGCCAAUACUGGCAAAGAUGGGUGCAAAUGGAGUGCAUUAAAGUGGCAAAUCCUACUGUUUUUUCCCCUGUUUCUAAAUUAAGUUUAUUGGCCGCCGCAGUGAUGGCGGCAAAUACAUUUGUGAGUAUUUCUGCACAGGCACACGG
Sba-7-1 GUUUGCCCAAAUACCACUUUUAUACCUAAGCCCAAGCCAAUACUGGCAAAGAUGGGUGCAAAUGGAGUGCAUUAAAGUGGCAAAUCCUACUGUUUUUUCCCCUGUUUCUAAAUUGAGUUUAUUGGCCGCCGCAGUGAUGGCAGCCAAUGCGUUUGUGAGUAUUUCUGCACAGGCGCAUGG
Ppr-1-2 UGUUUUUUUCUAUAAAACAACGGGAUCAGUGAUAAUGAUUAUUACAAAAAACACACUUCUACCAGUUACCUUGGCGCUGUUUAGCUCAGGAUAUUGUAUUCAAUUGCCACCUAGUGCGACUCAGUUUGAUCCGGGUGUAGGUUCAGAUUGGAGUACAGCUUGGACUAAGCUGAACUAACC
Ppr-2-2 GUUUUUUUCUAUAAAACAACGGAAUCAGUGAUAAUGAUUAUUACAAAAAAAACACUUCUGCCUGUUACCUUGGCGCUGUUUAGCUCAGGGGUAAUGGCACACGGUUAUGUCAGUUCAGUCGAAGGCGGUGUUGCGGAAAGUCGUGCUGCACUUUGUAAAUUUCCAGCGAAUGGAACAGGC
Vor-2-2 CAUAAAAUCAACACAGGACAAAUGAUGAACAAACUUCCAAAUAAAUCUCUUAUCGCUUUAGCACUGCUUAGUGUGAGUGGCGCAAGCUUCGGUCACGGUUACGUUUCUGCUUACGAAAAUGGUGUAGCAGAAGGUCGAGUUGCACUAUGUAAGUUCCCAGCUAAUGAUACCAAUGAGAAG
Vbr-1-2 GUCAGUCAAUAAUUAAGGACAAACGAUGCGCAAACUCCCAAACAAAUCCCUCAUCGCCCUCGCUUUGAUUAGCGUCAGUGGCGCGAGUUACGGUCACGGUUAUGUCUCUGCAUACGAGAAUGGUGUCGCAGAAAGUCGCGUUGCACUGUGUAAAUUCCCAAGCAGUGACACCAAUGAGAA
Vba-1-2 CGGCCAAAUACAGUAAGGACAAAUAAUGAAACAACUCCCAAAAAAAUCACUCAUCGCUCUGUCGCUACUAAGCGUUAGUGGUGCAAGCUUCGGUCACGGUUAUGUCUCGGCAUACAAUAAUGGCGUCGCUGAAAGCCGUGUAGCGCUGUGUAAAUUCCCAGCGAGUGAUACACAAGAGAA
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Vsp-8-2 UCGGCCAAAUACAGUAAGGACAAAUAAUGAAACAACUCCCAAAAAAAUCGCUCAUCGCACUAUCGCUACUUAGCCUAAGUGGAGCAAGCUUCGGUCACGGUUAUGUUUCGGCAUACAAUAAUGGCGUUGCUGAGAGUCGUGUCGCCCUAUGUAAGUUCCCAGCGAGUGAUACACAACAAA
Vsi-1-2 GCCAAAGGAUCAAAGACAAAUGAUGAAUAACCUCCCUAAGAAAUCACUCAUAGCUGCUGCACUGUUUAGCAUUAGCUCACUCAGCUACGGACACGGCUAUGUCUCCGCAUACGAGAAUGGUGUCGCAGAAGGCCGCGCCGCGUUAUGUAAGUUCCCAACUAGCGACACCAAUGAGAAAAA
Vtu-1-2 UGUUAUCCAUAGAUAAGGACAAAUGAUGAACAAACUCCCAAACAAAUCACUCAUUGCGUUAGCUCUACUUAGUGUGAGCGGUGCUAGCUUCGGCCACGGGUACGUUUCAGCGUACGAAAAUGGCGUUGCUGAAGGCCGCGCGGCACUUUGUAAGUUUCCAACCAGUGACACAAACGAAAA
Pru-1-1 GCGCAUUGCGAAGCAUAUUGGUAUUCACGCCAAUGGCAUGAGCUGUCAUACCUCCCUCUUUUGGUCUCUCCUCAUACCUGAACUUGCUCUUGCUAUUGCAGCCUGUUAGCUCUGGUCAACGCUUAACCCGCGAAGAGCAGCAGGGAAUUAACAUGUCAAAUGGCAAUGUUUCGGGGAACU
Pci-1-2 UCGUUACGCAGCUGAUCGGUAUUCACGCCUAUGACAUGUAGUGUCAUCCCCCGUACUUUGGGCUUUUCCUCAUACCUGAAUUUGCUCUAGCUAUUACAGCCUGUUAUAUAUGGUCGAACGCCUAUUUAGCGAAGACCAGCAGGGAAAUAACAUGUCAAAUGGCAAUGUUUCGGGGAAUCU
Fba-1-1 ACUCGAUGAAAAAAACACUUUGGAUGGGCGGCGUCCUGCUGCCGGUGCUGCUUUCCCCGCAAUCAUUGCAGGCCCAUGGUUGGGUGGAUUUCCCGGCCGCGCGUCAACACAUCUGUAAUGACGAUGGCGGGUUCUGGAGCAACAGCAUCCCCAACGCCGCUUGUCAGGCGGCCUACGACC
Vsp-3-2 CAUGCUCAGCAUGCGCCGAGGUGUGACAUUAAUUUGUCAGCCAUAACAGAGGACAUGUGAUGAAAUCCUUCCCAACCAAAUCCGUACUUGCAUUAGCACUUGCAAGCAUUAGCUCAAGUGCUGCGGCUCACGGCUACGUAUCAGAAACCAAUGAUGGUGUCGCUGCAAGUCGCGCGGCAC
Val-1-1 CAUGCGCCGGGGUGUGACACUAGUUUGUCAGCCAUAACAGAGGACAUGUGAUGAAAUCAUUUCCAACCAAAUCCGUACUCGCGUUAGCACUUGCAAGCAUUAGCUCAGGUGCUGCGGCUCACGGUUAUGUAUCAGAAACCAAUGGUGGUGUCGCUGCAAGUCGCUCGGCACUAUGUAAGU
Val-2-1 CAGCAUGCGCCGGGGUGUGACAUUAGUUUGUCAGCCAUAACAGAGGACAUGUGAUGAAAUCAUUUCCAACCAAAUCCGUACUCGCGUUAGCACUUGCAAGCAUUAGCUCGGGUGCUGCGGCUCACGGUUAUGUAUCAGAAACCAAUGGUGGUGUCGCUGCAAGUCGCUCGGCACUAUGUA
Vpa-7-2 GUGCUCUGCAUGCGCCGAGUUGUGGCAUUCAUUUGUCAGCCAAACAAGAGGACGUGUAAUGAAAUCAUUCCCUAAUAAAUCGCUCGUUGCCCUUGCUAUCGCAAGCAUGAGCUCUGGUGUCUUAGCACACGGUUACGUAUCGGAAUCCAACGAUGGCGUCGCAGCAAGUCGUGCAGCGCU
Vpa-3-2 GUGCUCUGCAUGCGCCGAGUUGUGGCAUUCAUUUGUCAGCCAAACAAGAGGACGUGUAAUGAAAUCAUUCCCUAAUAAAUCGUUCGUUGCCCUUGCUAUCGCAAGCAUGAGCUCUGGUGUCUUAGCACACGGUUACGUAUCGGAAUCCAACGAUGGCGUCGCAGCAAGUCGUGCAGCGCU
Vpa-3-5 GUGCUCUGCAUGCGCCGAGUUGUGGCAUUCAUUUGUCAGCCAAACA......................................................................................................................................
Vpa-4-2 GAGUGCUCUGCAUGCGCCGAGUUGUGGCAUUCAUUUGUCAGCCAAACAAGAGGACGUGUAAUGAAAUCAUUCCCUAAUAAAUCGCUCGUUGCCCUUGCUAUCGCAAGCAUGAGCUCUGGUGUCUUAGCUCACGGUUACGUAUCGGAAUCCAACGAUGGCGUCGCAGCAAGUCGUGCAGCG
Svi-1-1 UAUCACUAGCAUCCAUGGUUGUAAGGAUAGGUUGGUAUCCUGUUCACGCUUUGUUUGCCUUAUUGAUUAUUUUAAAAAUAAAAAGCAAUAAGGACACCCUAUGUUUAACACUAAAAUCUCAUCGGCCGCGCUCGUCGUGGCUAGCGUACUCGCCUCAUCUGCAUACGCUUCUGUCCCUGG
Ppr-1-3 CUUGGUUGCAGCCCUUUUCGUUAAUAACUCCUAACGAAUAAGGAUAUACAACAUGUUACAUCAAACACCUUCACUGGUUUCCUCGGAACGACGCAACUUUUCAUCCACUCACUCACGUUUAAAAAUCACCUAUAUCGCCAGCAUAGUGGCUAGUAUUUUAGCCUCUAGUGCUGUUUAUGC
Ppr-2-3 CUUGGUUGCAGCCCUUUUCGUUAAUAACUCCUAACGAAUAAGGAUAUACAACAUGUUACAUCAAACACCUUCCCUGAUUUCCUCGGAACAACGUAAUUUCUCAUCCAGCCACUCCCGUUUAAAAAUCACAUAUAUCGCAAGCAUAGUGGCUAGCAUUUUAGCCUCUGGUGCUGUGUAUGC
Vch-17-2 AGAUUCCCUCUGAACUGCGUCUGGCGCUUUGUCAGACAAACUAUGUCAGCUAACAAAGAAGAGUCUGUGAUGAAAAAACAACCUAAAAUGACCGCUAUUGCCCUGAUCCUCUCUGGUUUCAGUGGAUUAGCGUAUGGACACGGCUACGUUUCCGCAGUGGAAAACGGUGUCGCCGAAGGA
Asa-1-4 ACCUGUCUGGUUGGCGUUGCCUUUUUCGUUGUUAAUUCCAAGAACGAAAUAAGGAUAUUCAACUAUGUUAAGUCCAAAACCCUCAGUACUGGCGUUGUUGGUCGGGGGUCUGUGUGCCUCCUCCGCCUUCGCUGCCGCUCCCGGCAAACCCACCAUCGGCUGGGGCGAAACCAAGUUCGC
Aaq-1-3 UACCUGUCAGGUUGCGUUGCCUUUUUCGUUAUCUAUUCCAAGAACGAAAUAAGGAUAUUCAACUAUGUUAAGUCCAAAACCCUCCGUACUGGCACUGAUCGUCGGGGGGCUCUGCGCCUCCUCCGCCUUCGCUGCCGCCCCCGGUAAACCCACCAUCGGCUGGGGCGAAACCAAGUUCGC
Aca-1-3 GUUACCUGGCAGGUUGCGUUGCCUUUUUCGUUGUUAAUUCCAAUAACGAAAUAAGGAAGUUCAAAUAUGUUAAGUCCAAAACUUUCCCUGCUGGCGCUUCUGGUCGGGGGGCUUUGCACUACCUCCGCCUUCGCCGCUGCCCCGGGCAAACCCACCAUUGGCUCCGGCCCCACCAAGUUU
Aaq-1-4 UGCGUUGCCCUUUUCGUACAACGACAUGUGACGAAAAGGACAUAAAAAUGAACACUUCCACCGCUUCCGUUCGCAACAGCGCCAUCCGUUUUGCCUCUUCUGCCGCCGCAGCCAUGCUGCUGGGUGCCGCUUUGUUGCCAGCUACUGCCUCCGCCUACGAUGGCAGCGUCACCUUCACCG
Ave-2-4 GCGUUGCCCUUUUCGUACAACACCUGUGACGAAAAGGACAUAGAUAUGAAAGCUCAACACACCGCCUCCCGUUUAGUUCGCAAGACAGUUUUCUCUGUAUGCACUUCCUUGCUGCUUGGUACCGCCUUGUUGCCAUCCACAGCUUCUGCGGCUGAUGGCUCAGUGACGUUUACUGGCACU
Ave-1-3 GCGUUGCCCUUUUCGUACAACACCUGUGACGAAAAGGACAUAGAUAUGAAAGCUCAACACACCGCCUCCCGUUUAGUUCGCAAGACAGUUUUCUCUGUAUGCACCUCCUUGCUGCUUGGUACCGCCUUGUUGCCAUCCACAGCUUCUGCGGCUGAUGGCUCAGUGACGUUUACUGGCACU
Asa-1-5 GCCCUUUUCGUACAACGACAUGUGACGAAAAGGACAUAAAAUGAACACUUGCAUCCCCUCCACCGGUUCUGUCCGCAAAAGCAUUAUCCGUUGCGCCUCCUCAGCCGCCACCGCCUUGCUGCUUGGUGCUGCACUGUUGCCCGCUACCGCGUCGGCUUACGAUGGCACUGUGACCCUGAC
Ave-2-5 GACGAUGAACAAACUCAAAUUAUCCCUGCUUGGCUGCCUGCUCGGCAUGGGCGCCCCCAUGGCAUAUGCCGCCAGUGCCGGUCAGGCGAUGGUCAACCCCCAGUCCGGCGUAGUGGUCGGCUAUUGGCACAACUGGUGUGACGGCUCGGGCUACAAGGGCGGUAUCGCCCCCUGCGUCAA
Ave-1-4 GACGAUGAACAAACUCAAAUUAUCCCUGCUUGGCUGCCUGCUCGGCAUGGGCGCCCCCAUGGCAUAUGCCGCCAGUGCCGGUCAGGCGAUGGUCAACCCCCAGUCCGGCGUAGUGGUCGGCUAUUGGCACAACUGGUGUGACGGCUCGGGCUACAAGGGCGGUAUCGCCCCCUGCGUCAA
Ave-1-5 CCUGUCGUGUUGCGUUGCCCUUUCGUUUUUCCCAUAACGAAACGAAAAGGAAAGCAAUAUGCUAAGUCCAAAACCUGCACUGCUGGCCAUGAUGGUCGGUACCCUGCUCGCCUCCUCCGCCGCUUAUGCGGCAGCUCCCGGCAAACCCGCUAUCGGUUGGGGCCCCACCAAGUUUGCCAU
Ave-2-6 CCUGUCGUGUUGCGUUGCCCUUUCGUUUUUCCAAUAACGAAAAGGAAAGCAAUAUGCUAAGUCCAAAACCUGCACUGCUGGCCAUGGUGGUCGGCACCCUGCUCGCCUCCUCCGCCGCUUAUGCGGCAGCUCCCGGCAAACCCGCCAUCGGUUGGGGCCCCACCAAGUUUGCCAUCGUCG
Fba-1-2 GUGGUCUUCCCAGACCUCUCAUUCGGACAAUCAGGGAAGGAAUCGAUCAUGAUCAUCCUUGUUGGUGGAGAAAAAGGCGGCAGCGGCAAAAGCUGUCUGGCGCAAAAUAUUGCGGUUUAUCUGAGAACCGAAGAGGAAGGCAAUGUGCUGAUGGUGGAUUGUGAUCCCCAGCGCACCACC
Sha-1-2 GUCAUGUUUACGCGUUUUGCCUUAUUGAUUUAUCUACUUCAAUAAGGAUUUUUUAAUGCUACAAAAUAAAGUUCGUUCUCUAGCACUGCUUGUUACCAGCGCGCUGCUGCCGUUGUCGGCACAAGCACAAAUCAAUAUGCAGCAAUCCGCUGAGCAAACCUUCAGUAUUAUCACAAGUAU
Ssp-2-3 UAUCCUGUCUAUGCUUUGUUUGCCUUAUUGAUGCAUAACUUACUCAAUAGGGAAUUUUCAUGUUUAAGACUCAAAUCUCCACCACUGCGAUGCUGGUGGCUUCGGUGCUGGCAUCCGUCGCCAGUUUUCAAGCAUUUGCCGCGCUCCCAGGAAAACCUACCUUAGGUUGGGGAGAAACCA
Ssp-3-3 UAUCCUGUCUAUGCUUUGUUUGCCUUAUUGAUGCAUAACUUACUCAAUAGGGAAUUUUCAUGUUUAAGACUCAAAUCUCCACCACUGCGAUGCUGGUGGCUUCGGUACUGGCAUCCGUCGCCAGUUUUCAAGCAUUUGCCGCGCUCCCAGGAAAACCUACCUUAGGUUGGGGAGAAACCA
Sde-2-1 UUUUCGCCUGUUUAUGCUUUGUUUGCCUCAUUGAUGCAUCUAACUCAAUAGGGAUUUCAUAUGUUCAAGACUCAAAUAUCAUCAUCAGCUUGGCUGGUGGCAUCUGUGCUAGCAUCGACCAUAAGUAGCGCUGCAUUCGCAGCGGCGCCCGGUAAACCUAGCUUAGCUUGGGGUGAGACU
Ssp-1-2 AGUGUUGUUUCCUGUCUAAGCUUUGUUUGCCUUAUUGAUGCAUAUCAACAUUCAAUAGGGAUAUCUCAUGUUCAAGACUCAAAUUUCAACAUCAGCCUUGCUGGUGGCAUCGGCGCUGGCAUCUACCGUGAGCGUUGGUGCAUUUGCCGCAGUACCCGGUAAACCGACUAUCGGUUGGGG
Sba-8-2 AGUGUUGUUUCCUGUCUACGCUUUGUUUGCCUUAUUGAUUCAUAUAAAAAAUUCAAUAGGGAUAUCUCAUGUUCAAGACUCAAAUUUCAACAUCAGCCUUGCUGGUGGCAUCGGCGCUGGCAUCUACCGUGAGUGCCAGUGCAUUUGCCGCAGCGCCCGGCAAACCGACUAUAGGUUGGG
Sba-7-2 AGUGUUGUUUCCUGUCUACGCUUUGUUUGCCUUAUUGAUUCAUAUAAAAAAAUUCAAUAGGGAUAUCUCAUGUUCAAGACUCAAAUUUCAACAUCAGCCUUGCUGGUGGCAUCGGCGCUGGCAUCUACCGUGAGUGUCAGUGCAUUUGCCGCAGCGCCCGGCAAACCGACUAUAGGUUGG
Sba-5-2 AGUGUUGUUUCCUGUCUACGCUUUGUUUGCCUUAUUGAUUCAUAUAAAAAAUUCAAUAGGGAUAUCUCAUGUUCAAGACUCAAAUUUCAACAUCAGCCUUGCUGGUGGCAUCGGCGCUGGCAUCUACCGUGAGUGUCAGUGCGUUUGCCGCAGCGCCCGGCAAACCGACUAUAGGUUGGG
Sba-2-2 AGUGUUGUUUCCUGUCUACGCUUUGUUUGCCUUAUUGAUUCAUAUAAAAAAUUCAAUAGGGAUAUCUCAUGUUCAAGACUCAAAUUUCAACAUCAGCCUUGCUGGUGGCAUCGGCGCUGGCAUCUACUGUGAGUGCCAGUGCAUUUGCCGCUGCACCCGGCAAACCGACUAUAGGUUGGG
Sba-4-2 AGUGUUGUUUCCUGUCUACGCUUUGUUUGCCUUAUUGAUUCAUAUAAAAAAUUCAAUAGGGAUAUCUCAUGUUCAAGACUCAAAUUUCAACAUCAGCCUUGCUGGUGGCAUCGGCGCUGGCAUCUACCGUGAGUGUCAGUGCAUUUGCCGCAGCGCCCGGCAAACCGACUAUAGGUUGGG
Osp-1-1 UACUUCACAUCCUGGCCUGGUGCCGGGCCGGUACUUUGUGCCGGCAGUAAAUGACAAGAAGCAACAUGAACAACCUUGCAACACUGAAAGGCAUGGCCUGCCUUGGUGUGUUGCUGGGCAGCCCCGGGGUCGUCGCCGAUUACGCGACCGAUCUGGAUCAGGCUGCCUGGCGCGCCGAAC
Gxi-1-1 CAUACUUAACUGUGCUCAGAUGUCUCCAUGGCAUUCCUUUCUCUUGAUGACGCUAUUGUGCUCAGCACAAGGUGUCAGCACACCUUAUCCGGCUACUCAUUCAUCACACUUUGAGUAGGCACGACCUUUAUGUACGUUGCAGCUGGAAACAGUGCACUUUUCUCAACUGCCCCCCGUGGG
Fba-1-3 CUUUGCGAGCCUUAUUGAACUCAAUCUCACAAUAAGGACAACCAACAUGUUCGCAGCGAAACCCACCGUUACGGCCCUGCUCGUCGCGGGAGCACUGUGUCCCUCUGCCUGGGCCGCGAUUCCGGCAAAGCCCUCAAUCGCUGGUGACACCCACUUUGCGGUCAUUGAGGUCGACCACGG
Vvu-2-2 UUUACGAGCCAUUCAUCGCCUUGGGAAUAACAUGCGUAUGCUGUGGUUGAACAUUGGCCAUAUAGCCAAAUAAAGUCAGCAAUCAAAAAGAGUAUGUUAUGAAAAAACAACCGCAAAAAACCUUACUGGCCAUUGCUCUAUCCGUUGUAAGCGGAACCGCAAUGAGCCAUGGUUAUGUUU
Vvu-3-2 UUUACGAGCCAUUCAUCGCCUUGGGAAUAACAUGCGUAUGCUGUGGUUGAACAUUGGCAAUAUAGCCAAAUAAAGUCAGCAAUCAAAAAGAGUAUGUUAUGAAAAAACAACCGCAAAAAACCUUACUGGCCAUUGCUCUAUCCGUCGUAAGCGGAACCGCAAUGAGCCAUGGUUAUGUUU
Vvu-1-2 UUUACGAGCCAUUCAUCGCCUUGGGAAUAACAUGCGUAUGCUGUGGUUGAAGAUUGGCAAUAUAGCCAAAUAAAGUCAGCAAUCAAAAAGAGUAUGUUAUGAAAAAACAACCGCAAAAAACCUUACUGGCCAUUGCUCUAUCCGUCGUAAGCGGAACCGCAAUGAGCCAUGGUUAUGUUU
Vsp-6-2 UCAGAAUACCUCUGAGUUCUGUCAGCCAACAAAAAAGAGUCUGUGAUGAAAAAACAACCUAAAUUGACCGCAAUCGCUCUGAUCCUUUCUGGUAUCAGUGGAUUAGCGUAUGGACACGGUUAUGUGUCAGCAGUGGAAGACGGUGUUGUAGAAGGGCGCGUUACGUUAUGUAAAUUUGCC
Vch-24-2 UGAAGUUCAGAUUCCCUCUGAACUGCGUCUGGCGCUUUGCCAGACAAACUAUGUCAGCUAACAAAGAAGAGUCUAUGAUGAAAAAACAACCUAAAAUGACCGCUAUUGCCCUGCUCCUCUCUGGUAUCAGUGGAUUAGCGUAUGGACACGGCUACGUUUCCGCUGUGGAAAACGGUGUCG
Vch-22-3 UGAAGUUCAGAUUCACUCUGAACUGCGUCUGGCGCUUUGCCAGACAAACUAUGUCAGCUAACAAAGAAGAGUCUGUGAUGAAAAAACAACCUAAAAUGACCGCUAUCGCCCUGAUCCUCUCUGGUAUCAGUGGAUUAGCGUAUGGACACGGCUACGUUUCCGCAGUGGAAAACGGUGUCG
Vch-15-2 UGAAGUUCAGAUUCACUCUGAACUGCGUCUGGCGCUUUGUCAGACAAACUAUGUCAGCUAACAAAGAAGAGUCUGUGAUGAAAAAACAACCUAAAAUGACCGCUAUUGCCCUGAUCCUCUCUGGUAUCAGUGGAUUAGCGUAUGGACACGGCUACGUUUCCGCAGUGGAAAACGGUGUCG
Vch-4-2 UGAAGUUCAGAUUCACUCUGAACUGCGUCUGGCGCUUUGUCAGACCAACUAUGUCAGCUAACAAAGAAGAGUCUGUGAUGAAAAAACAACCUAAAAUGACCGCUAUUGCCCUGAUCCUCUCUGGUAUCAGUGGAUUAGCGUAUGGACACGGCUACGUUUCCGCAGUGGAAAACGGUGUCG
Vch-13-2 UGAAGUUCAGAUUCACUCUGAACUGCGUCUGGCGCUUUGUCAGACAAACUAUGUCAGCUAACAAAGAAGAGUCUGUGAUGAAAAAACAACCUAAAAUGACCGCUAUUGCCCUGAUCCUCUCUGGUAUCAGUGGAUUAGCGUAUGGACACGGCUACGUUUCCGCAGUGGAAAACGGUGUCG
Vch-18-2 UGAAGUUCAGAUUCACUCUGAACUGCGUCUGGCGCUUUGUCAGACAAACUAUGUCAGCUAACAAAGAAGAGUCUGUGAUGAAAAAACAACCUAAAAUGACCGCUAUUGCCCUGAUCCUCUCUGGUAUCAGUGGAUUAGCGUAUGGACACGGCUACGUUUCCGCAGUGGAAAACGGUGUCG
Vch-5-2 UGAAGUUCAGAUUCCCUCUGAACUGCGUCUGGCGCUUUGUCAGACAAACUAUGUCAGCUAACAAAGAAGAGUCUGUGAUGAAAAAACAACCUAAAAUGACCGCUAUCGCCCUGAUCCUCUCUGGCAUCAGUGGAUUAGCGUAUGGACACGGCUACGUUUCCGCAGUGGAAAACGGUGUCG
Vch-30-2 UGAAGUUCAGAUUCCCUCUGAACUGCGUCUGGCGCUUUGUCAGACAAACUAUGUCAGCUAACAAAGAAGAGUCUGUGAUGAAAAAACAACCUAAAAUGACCGCUAUUGCCCUGAUCCUCUCUGGUAUCAGUGGAUUAGCGUAUGGACACGGCUACGUUUCCGCAGUGGAAAACGGUGUCG
Vch-6-2 UGAAGUUCAGAUUCCCUCUGAACUGCGUCUGGCGCUUUGUCAGACAAACUAUGUCAGCUAACAAAGAAGAGUCUGUGAUGAAAAAACAACCUAAAAUGACCGCUAUUGCCCUGAUCCUCUCUGGUAUCAGUGGAUUAGCGUAUGGACACGGCUACGUUUCCGCAGUGGAAAACGGUGUCG
Vch-26-2 UGAAGUUCAGAUUCACUCUGAACUGCGUCUGGCGCUUUGUCAGACAAACUAUGUCAGCUAACAAAGAAGAGUCUGUGAUGAAAAAACAACCUAAAAUGACCGCUAUUGCCCUGAUCCUCUCUGGUAUCAGUGGAUUAGCGUAUGGACACGGCUACGUUUCCGCAGUGGAAAACGGUGUCG
Vch-12-2 UGAAGUUCAGAUUCACUCUGAACUGCGUCUGGCGCUUUGUCAGACAAACUAUGUCAGCUAACAAAGAAGAGUCUGUGAUGAAAAAACAACCUAAAAUGACCGCUAUUGCCCUGAUCCUCUCUGGUAUCAGUGGAUUAGCGUAUGGACACGGCUACGUUUCCGCAGUGGAAAACGGUGUCG
Vch-3-2 UGAAGUUCAGAUUCACUCUGAACUGCGUCUGGCGCUUUGCCAGACAAACUAUGUCAGCUAACAAAGAAGAGUCUGUGAUGAAAAAACAACCUAAAAUGACCGCUAUCACCCUGAUCCUCUCUGGUAUCAGUGGAUUAGCGUAUGGACACGGCUACGUUUCCGCAGUGGAAAACGGUGUCG
Vch-28-2 UGAAGUUCAGAUUCACUCUGAACUGCGUCUGGCGCUUUGUCAGACAAACUAUGUCAGCUAACAAAGAAGAGUCUGUGAUGAAAAAACAACCUAAAAUGACCGCUAUCGCCCUGAUCCUCUCUGGCAUCAGUGGAUUAGCGUAUGGACACGGCUACGUUUCCGCAGUGGAAAACGGUGUCG
Vsp-7-2 CAAAGUUCAGAUUAGCUCUGAACUACGUCUGACGAUCUGUCAGUCAAACUAUGUCAGCUAACAAAAAAGAGUCUGUGAUGAAAAAACAACCUAAAAUGACCGCUAUCGCGCUGAUCCUUUCCGGUAUCAGUGGAUUAGCCUAUGGACACGGCUAUGUCUCUUCAGUGGAAAACGGCAUUG
Vmi-1-2 GAACACUUCUGAGCGAUGCCUGACAAGAAUCUGUCAGCACCCAACAGUCAGCCAACAAAAAAGAGUCAGUGAUGAACAAGCAACCUAAAAUGACCGCUAUCGCGUUAAUCCUAUCGGCGAUCAGUGGAGUCGCCUAUGGACACGGUUAUAUCUCAGCAGUGGAAAACGGUGUUGCAGAAG
Vmi-2-2 GAACACUUCUGAGCGAUGCCUGACAAGAAUUUGUCAGCACCCAACAGUCAGCCAACAAAAAAGAGUCAGUGAUGAACAAGCAACCUAAAAUGACCGCUAUCGCGUUAAUCCUAUCGGCGAUCAGUGGAGUCGCCUAUGGACACGGUUAUAUCUCAGCAGUGGAAAACGGUGUUGCAGAAG
Vmi-4-2 GCCGUUCAGAACACAUCUGAGCGAUGCCUGACAAGAAUUUGUCAGCACCCAACAGUCAGCCAACAAAAAAGAGUCAGUGAUGAACAAGCAACCUAAAAUGACCGCUAUCGCGUUAAUCCUAUCGGCGAUCAGUGGAGUCGCCUAUGGACACGGUUAUAUCUCAGCAGUGGAAAACGGUGU
Vmi-3-2 GCCGUUCAGAACACAUCUGAGCGAUGCCUGACAAGAAUUUGUCAGCACCCAACAGUCAGCCAACAAAAAAGAGUCAGUGAUGAACAAGCAACCUAAAAUGACCGCUAUCGCGUUAAUCCUAUCGGCGAUCAGUGGAGUCGCCUAUGGACACGGUUAUAUCUCAGCAGUGGAAAACGGUGU
Vic-1-2 CGAGGUGUGGCAAUUUUUUGUCAACCUAAAAAGGAACAUGUGAUGAAAUCACGUCCAAAUAAAACCUUAUUGGCACUCGCUCUUACCGCUCUAAGUGGGCAAGUAGCCGCACAUGGCUACGUCUCUGCGUUUAAUGAUGGCAUUGCGGCAGGCCGUGUUGCACUAUGUAAAUAUCCAACU
Vsp-5-3 CGAGGUGUGGCAAUUUUUUGUCAACCUAAAAAGGAACAUGUGAUGAAAUCACGUCCAAAUAAAACCUUAUUGGCACUCGCUCUUACCGCUCUAAGUGGGCAAGUUGCCGCUCACGGCUACGUCUCUGCGUUCAAUGAUGGCAUCGCAGCAAGCCGUGUUGCGCUAUGUAAAUUCCCGACC
Vsc-1-3 CGAGGUGUGGCAAUUUUUUGUCAACCUAAAAAGGAACAUGUGAUGAAAUCACGUCCAAAUAAAACCUUAUUGGCACUCGCUCUUACCGCUCUAAGUGGGCAAGUCGCCGCACAUGGCUACAUCUCUGCGUUCAAUGAUGGCAUCGCAGCAAGCCGUGUUGCGCUAUGUAAAUUCCCAACC
Tsp-1-1 GAGCGAAUCGCUCCGGGCAAGAGCACAUUCCGACCAAUGACUCACGACCCGCUCGGCAGGACGCAUCCCAAAAUUUCACAAGCAACCCGGGAACAGCUCAUCCAGGGCCUUUCAGCUCAGCCAAAGUGCAUGAGCCCACCCUCUUUUGGACACAAAAUACGUGUCAGCAGGUGAAAAUGA
Tsp-1-2 AACGCGCGAUCGAAUGACACGCCCAUUGCCGCGUGCUACUGCCAUGGCAUUGCGUCCCAUCCGUCCGGAACGAUCUCCACGACGCUUCUGCGCGCACUGGCCACCGGCUUUCUGGGCAUUGCCCUGCUGUCGGGCUGUGUCGAGGAAGACGUCGCUAAUCAGGUCAGCAACAGCGACCCG
Tsp-1-3 GAACACGCCCCGCGCUCGGUCCUGGCUUGCCACGACGUCUCCGGGCAAUACCCCACGCAUCCGCGAGAUGCUGUGCAUCCCGCCAGUCCGGCCGACGCACCGGCCGCAUCCAGGGGCAAGCCUCUUGCCGUGGCGCUGCACGCCAGUCUCGCACUGCUGCUCACCGUGACCCUUGCAAUG
Tsp-1-4 UCAAAGCCGGCAGAUCCUCCGGGUCGCCGCAUCGGCGGCCAUCCUCGCGACUCUGAUCUCCCUGCCGUUCUCCAGCCACGGAGACGAGGACGCCUACGGGCCCCUGACCCAAACCACCGCGGCCCUGAAUCAGGACUUCGCCCGCGAACAGGCCUUCGGCCAGCAAAUCCUCAGAAGUUC
Cps-1-3 AAGUAAUAGGUUUUCUGUAGACUUCACACAUUGUGGAGUCACAAAAUGAAGUACGUUAGUAACAAUCAAAUCGAAAUCAGCUCACUAAUAAAACGCCAAAGCAAAAGUUUUGUACUAGGCUCAUUAUUAUUACCCUUAACUUUCAGCAAUUUCGCGAUAGCGAAUCCUCCUGAACAUUCA
Tau-1-1 UACUUGAAGGUACCUAAAAAAUGAAAUCUUUUCUGGCUUUCACUGCCUCGGGAUAUGGCUUGUCCGCGCGAGUGUGCCGGUUGGCAAUGAUGCUGGCAGUGGUUAGCAGCCUGGGCGUAGCUAGUACAACAGUAUUUGCCGAGCCUGCAAUACAAGCAGCUAGCGCAGUAUCUACCUCUC
Slo-1-1 UUGACUUUGAGAGGUCCAAGCUAUGAGUUCAGUUCAUUGCGCAGCUGCGCGUACCGAUUCUACUUUCCUGAAAACCUUUGGUUUGGGCCUAUUGGGCGCAGGCCUGUUGUCGGCGUCGGCUAUCAUGCCUGCAGAUGCGGGCACUCAUGGUGAACAAACCUCUGCGGCGGCCCAGGCUAA
Tth-1-1 ACCUUCGCAACCGGUGCCUGCACCGGUUGCUGCAGGAAACCAAGUCUCCGAUACGCGCAGGGAUGCAUCCGCGCCCGAUGUGGCGGGCGCGCACUGUUCGGAGGACAUAGAACAUGAAACUCGUGACCACGCUUCGCCGACCGGCUGCCGUGUUGUUCGGCUUGUCCGGCGCCCUCACUC
Nca-1-3 AGAGUGAGGAGGUCUUUAUGAAAACGAUUAACGUCCGUCUUAACGCUAGGCACAUCCCUAUAGUGCUGAUGUUCUUUCUUGUGUCACCUGUAACAACGGCAAGUGAUUUUUCCCUAUCGACGUUUCAGGCGUCAUCACAAUUAUUGGCUCAGGUAUCUGUUGGCAAGGCUAUCAAUAAAG
Gxi-1-2 UUCGACGGAGGAGAUCCUUUUGAGUUCCGUACUUUCCCUGACCAAUAAGACGCUGGUUGCCAGCGCUGUGCUUGCCCUGUUUGCCGCCCUGCCGGCCAAAGCCGUGACCCGACCCUCCCUGGGUGAGCAAAGCACCUUGGUGAUCCUGGCCAACUACAGUGACGACACCUCCACCCCCUG
Sde-1-2 AAUCACCUUUGGUGAUUAGCUAAUACAUGCUCGCAGGCCUAACAAAUUGACGACGAUUAAAAUUAAUGUGGCAGCAUUAAAAGAAGACCUGGCUUGGCUGUGGGAAAAAAUAGACGAUUGGUUGCCACAAUCGCAGCAAGGCAGAGCAAUGUUAUUGUUAUGCAGUGUGUUCGGCUUUAU
Sse-1-1 CUUGCCUGUCAUUAUUUUCGAGCUAUUGAGGCCUUUUAGCCUCUGAACGUACGGAGAUCUAUUAUGGAUCAUUCAUAUAUUCCAACGCGCUUUCCCCUGAAUAAAUUGAGUCUGUUGGUCUUGCUUGCCUGCUCGGCAACUUUGACGUCCCAGGCCAAUGCCGAAGCACAACUCACCCCC
Mst-1-1 UAUACGUGUACAAUCUACCUGUUAUCUGUAAACAAUCUGCGUAAGCAGCAGCUACAACGCAGGACCUGCCUGUCUGCUUGGCCUGUUAUACCUGCUUCAAGCACAUCCUCUUCUAUUAUCCUUUUCUUGAUUGCUCGACUUGCUUUCGCCCACAAGCGCUUCCCUUGUAAAUUCCCGCUC
env-1 UAUACGUUUACAAUCUACCUGUCAUCUGUAAACAAUCUGCUUAAGCAGCAGCUACAACGCAGGACCUGCCUGUCUGCUUGGCCCGUUAUACCUG......................................................................................
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alignment positions 704 · · · 799

Rsp-1-1 CUUACACUCAUUAUCUGAACUCAAUUAAGCAAAAUAUAGCGGUGAUCGAAUUUACCCCAUUAGGUAUCAUACUGAGUGCCAACCAGACAUUCCUUG
Vni-1-1 UUCAGAUAAAGCGGCUUACACCAAUGCCAGCGACGAACUUCUGUUUGAAGUACGUUGGACCUGGAACACCAUGCGUCGAAUGCUUGGUAAGCCUGC
Vni-1-2 UCGGGUCGGACAUUGUUGUUUGAACCACGCUGGACAAAGCGCACCAUGCGCCAUGUGCUUGGUCAGUCGGAAUACCAGUAUCUGGAAAGCACCAUC
Mam-1-1 CUGCUUCUAGCUCAUUCACUUUAUCUGACCUGUUUGAUACUGGCGAUAUUGUCAUUAGCACACAAACUUGGUUGGCUAAUGGCAUAAGCUGGGUUG
Ave-2-1 GUCGAUCAGGCGGCCACUGCCUACAACAAUCUGGUCAAGGUAAAGGAUGCCGCCGAUGUGGAGGUGAACUGGAACCUCUGGAGCGGCGAUCUGGGC
Ave-1-1 UCGAUCAGGCGGCUACUGCCUACAACAAUCUGGUCAAGGUAAAGGAUGCCGCCGAUGUGGAGGUGAACUGGAACCUCUGGAGCGGCGAUCUGGGCC
Ave-2-2 AACCCAUCCAGAUCGCUCUACUAGGGGCAUCGAUGGAUCGUGUUACCCAGCAUAUAACCGAUUGGUCUCUAUGGGACCCAGCACAGCAAGCAGUGC
Nca-1-1 AAUGCUACAUACCUACAACAGUUCAAUGCAGGGUUAGGCAACGAUGAUUCGCGCUGGAUUAACUACCAGCAAAAUUAUCUAUCACUAAAUUCAGGA
Mme-1-1 GUGAGUUCCAAUCCGGGCGGCUGGUUUUUUGAAACCCAUUGGGGGCCGAACGAUAACGCAUUGCCCAUAGAUGGCGCCACGGGCGGCGGUACUGCG
Vha-1-1 AUACGGAGAUUCGAUUGAGCGAAAAGGACACUUAACAACAACGUUCAGUUUAGUUUUUGACGAUACUAACUGUGGCUUUAGUCCAACUAGCGUCGA
Vni-1-3 CUCGCCAAGUAACAAAGCGGCGUAUACAACAAGCAGUCAAAAAAUCUUGUUCGAAGUUCGUUGGACUUGGAACACACUAAGAAAGAUGCUUGGUGC
Msp-3-1 GAAUCAUGUCUCUAAAGGUUUUACUACCUGCUUUCGGCAGCUUGUUUUUUUGUUCAAUAUUGAAUGCACAACCUUUUAUUUCUGAGCUAGACCAGG
Msp-2-1 CUAUUUCAGAUCGUCCGAAGGCGACAGCUCGGCAACGUUUUUGAUUGAAAUCACUGGAAAUGCCGCCACUCAAUCCUUCGGUAUUUUCAAUGGCAA
Msp-1-1 UUGGAAUAGCACGGACUCUGGCAUUUCACCGACUCGUUUCGUCGCAGAGAUUGCAGGAAACUCAGGGGUGAAUUCCUUCGGAAUAUACGAUGUAAA
Mma-1-1 CAGUUGGAUGACGGAUUGGAUAGCUAUUGGGACAUUACCGCCACUGGCGGCAGUGUAACGACAUUCAUUAUGGAAAUCGCUGGUCAGUCUGGCACG
Mad-1-1 UUCCCCGGACGGAAGCAACAGCACAGCAACCUUUCUGAUUGAAAUCACGUCUAUGCUGUCCAAACAGUCUUUCGGCAUCUACAACGGCGACGACUA
Gpa-1-1 GUUUCGUUGCCGAAAUGGCAGGUAACGCUAGCCAAAAUAGUUUUGGUAUAUAUGACCCAAGUAAUAUUAACAAUUUCUUUGAAAUAUUUUCUGGUA
Pin-1-1 AGGAUAAAAUUCAAAAUAUUGCGAUAUUACCUGUUAAUAGCCAAGAAUAUAAUGAUCUAGAUCUUGUUAGUAAUGAGACAUAUUGCUAUCGCAUUA
Nca-1-2 UCAGGGCUUCUUUGACCAACUCUGCUUCAUGCUUAUGCUUUUUCAUAAUUUCGUCCUGAAUGGCUAUGCUUAUCUAGAACAUACUUUUACAACUCU
Mme-1-2 GCGGGUCGCUUUAACGUUAAUGUACUGGCUUACGAAAGCACCAGUAAUUCGUCCGCCGAUGCGCAAGAUUUGAAUGGCGACGGGGAAUUCACUUAC
gpr-1-1 UGGCGACGGCCCUGCUUUCUACACAAGCAUCGGCUGCAUUGACGGCGUACUUAAAAAUUGGCGAUAUCAAGGGUGAAUCUCAGCGUGUCGAUCACG
Ssp-3-1 AAUUACAGGACAAUGCAAAAUUUUUGCAUUUUCAAUUUAUUGCAACUGGCACUGUGACAUGGAGAUGUAAGAAAGCACAUGCUAAUGAGAAUGCUG
Ssp-2-1 AAUUACAGGACAAUGCAAAAUUUUUGCAUUUUCAAUUUAUUACAACUGGCACUGUGACAUGGAGAUGUAAGAAAGCACAUGCUAAUGAGAAUGCUG
Spu-1-1 AAAAUGCAUCUUUACUUGAAUUUCGCUUUAUUACCGCAGGAAGUGUAACGUGGCAAUGUGAGUGGUUUACUGGUCCAACUCAGAAACGCCAUGUUA
Nwa-1-1 GCCCAAGCCCAUGAUGCCAGUAGGCGAUCAGCCGGUUAUCGAAGUGCUCUUGAAAUGGCUGCGCCGAUGGGGAAUUCAUAGGGUAUUUAUCACGAC
Nwa-1-2 GAUUGUCCCAGUGCUGGCGCUAGCAAUGUCCCAUUUUCUUGCCCCUUUAGCUUCGGCGGGAACGUGGUAUGUGGAUCAGAAUAAUUCCCAAUGUAA
Mme-1-3 CGGACUUCGGUUGGUACGAAGGUACGCAACCAACGCUAACCAACAGCCAUCAUUUGCGUUGGUUUAGUUUUACUAUUGAAACUGCUGGUAACUACG
Mme-1-4 CGACUGGGACGGCUCCACUGUUAGUAAUUUCUCGGGUUUGCUGUCUGAAUCCAUGUUUGGUUGGAAUGGAACCGCUUUCGAUUCGAAUGGUAGCGC
Tcr-1-1 AGGAGAUGAAGAUGUUGUUUGUAAAAAAAUAAAUCGUCAGGCUCGACUGACGAUCGCUUGUAUUAGCUUGAUGACAAUGGGCGCGCCCGAUGCACU
Sde-1-1 UGUUUAUUGACGAAAAACGCAGUCGCAGCGCGCUGAUACCCAAGCACACUCAAGCAAUAACACAAAACCCGCCUCAACCGCUGCGAGCCGUACCAA
Gpa-1-2 UGGGGUGGAUCUUGACAGACCUGUGACUCAAGACACGACCCUGAUCAACCAGAGUAAUAAGCCGGUACGGGUCAGGGUGGAUUUUGAAAAACCGAA
Pin-1-2 ACCAACUGGUGACGUAAGAGAAUACCCUGAUUAACUCAGGGAAAAAGCCGGUAAGCGUGAGGGUGGAUCUUGAAAAACCCGCAUGGACGCCAUUAA
Pin-1-3 CCAGUUGCUACAGAAAAUGAAGCAUUUUUUAUUUACUAUUUUUAAUUUUUUUAUCUAAGCACUUGAUGUGAAAAUGAAAGAUGAUAGCCUUUAAAU
Nha-1-1 AUGGAAAGGUUAGUGGACAAUACACAAACAGUGUUGAUGUAGGUAAUAAGACAAGCCAUGCCUUAGAUGGGUUUUUAGCUGGGGAAAAAUACUACA
Rsp-1-2 CACCAACAGCCUCUGCUAACGACCAGAUGGUUCAGUCUAUCUGUGCUUAUGUGGCCGAUAACAACAAAAAUAACCUGCGCAAAACGCUAUCUGAUA
Aag-1-1 UAACCGUAACGCCCUGCGGAAAACCUUGUCUGAUAACCGUUUACGUUUAAGUAACGUCUACGGCGGUAUCAACUGCGAUGGUUUAACCCUGGUCCG
Aje-1-1 ACGCCCUGCGUAAAACCCUGUCUGAUAACCGUUUACGUCUGAGCAACGUCUACUCAGGUAUUCAGUGCGACGGUUUAACCUUAGUACGCUUUGCAA
Aae-1-1 ACCGCAACGCCCUGCGUAAAACCCUGUCUGAUAACCGUUUACGUCUGAGCAACGUUUACUCAGGUAUUCAGUGCGACGGUUUAACCUUAGUUCGUU
Rna-1-1 CUGCAGAUAACAAAAAUAACCUGCGCAAAGCCUUAUCAGACAACCGUUUACGUCUGCGUAACGUUUACGAUGGUAUCGUAUGUGACGGUUUACCAC
Iba-1-1 CUGGUGUAAUACUUCUGCAAUGCCUACCAUCACCUACAGCUCACAAAACGGUGGUGUGUUAGCACUAAACAACGAUCCACAAGCCGGUUUCAUUCC
Mme-1-5 CUAACCCAAGCCAGUCUUUGUCUUUCUCGUUGAGCGAUGCCAAUUUCCAAAGCUUCACUUCAGCCUACACAGCCGGCGAUAACGUGACUUGGGGUG
Msp-4-1 AUACGAAUCUACUUAUCGAUUUUUCAUCAUCAUCAUAUUGGAACUCUUCAGGCUUCAAUGGUUUUAAACUCACCGACACAUUUGGUUUAAUUGCUG
Sha-1-1 AAGGUGGUGUCGCCCCUUGUGUGACCUUAACUGAGGUCGAUCCGCAAUAUAACGUGGUCGAUGUGUCGUUUAUGAAGGUCUACGGCGCAGUCGGCA
Spe-1-1 GGGCAUUGCACCUUGUGUAACCUUAACCGAUGUUGAUCCGCAGUAUAACGUGGUCGAUGUGUCAUUUAUGAAGGUUUAUGGCGCCGUAGGCACGAU
Mam-1-2 AAUAGCCAAGGUACAGCAUUAUCAGGACAAAUUACUGUUCAAACAACUUCUGACGAUGAUUUUAUUGGAUUUGUAUUAGGCUAUAACAAUAAUGAU
Mam-1-3 UCUGUAUAUCCUGUUUUAGCUAAUCAGGGUACCUUUAUUAAUAAUGGUACUUUUUAUGGUAAAUACAGUGAUUUAAAUAAUUCUGGCAUCUUGCUA
Mam-1-4 CGGGUGGUGGUAACGAAUUUGCCAAUAUGACUUCUGGCAUUGUAGUUAAUAAUGGCCUAAUCGAUAACCGGGGUGCGAUAACCAAUGAGCACUUAA
Mme-1-6 AGUAACAACGCGGUCGAGGUUGCAAGUGUUUCGCUGGGCCAGUUUAAUGCAGCGACAGGGGUGUUAAUCGGUGCGGAUCUGCAAUUGAACUCCACA
Mam-1-5 CUUCAGAGGCGUAUAUGAGCUUUGAAGCCAUCAAUGAGCCUACUUUAGAAAUUACUUCGGCUACUUUAUCAGUUAAAUCAAAUGCCAACGGUUCAU
Tcr-1-2 GUGCAACUAAUUUUCCUCUUUCCCAUUUCUGACGUGGGAAUACCACACUAGGGGGAAAAUUUUUGGGGGGCUUUUUUGCCCCCAUUUUUUUCUUUU
Mam-1-6 GACUUCUGAUGAUAGUACAGGAAUAAGAGUCGAAUGGACGUUUAACCCGUCUAAUAAUUUCGAAAGUGCAACGCUUAGAUUAGCCAAGCUUGCGGC
Msp-4-2 UUGAUACGCCAGUGAAGGUUGAAUGGUCAUUCAAUCCUACUAGCAGUUUGAGUAAUGCUCAACUGGCGUUUGGAGAGAUUACUGGCUCUGGUGGUA
Msp-4-3 UUGAUACUCCUGUAAGAGUUGAGUGGUCAUUUAAUCCUUCAACGAGUUUGGACUCAGCUCAAUUGGCUUUUGGUUUGAUUUCUGGCCCUGGUGGUA
Msp-4-4 AUGUGGAUACACCAGUGAAAGUUGAAUGGUCAUUUAAUCCAACAAGCAGUUUGAGUAGUGCACAAUUGGCCUUUGGUCUUCUUACUAGUCCUGGUG
Mam-1-7 UCUGAUACCGACACUGGAAUUAAAGUGGAAUGGUCAUUUAACCCAUUCACUGCAUUAUCCGGUGCGACCAUAAAGUUUGGUCAAAUUUCUGGCCCU
Mam-1-8 ACUGAUACUGAUACACCUGUUGUAAUCGCAUGGUCAUUUAAUCCUGCAAUUACUGGUGCAACAUUAGUUUUUGGUACAUUGGGUGACACUGUGUCA
Mam-1-9 UAUUUACUAAUGACGCAACACCAGUAGUUAUUGAAUGGUCAUUUAAUCCAGAGUCUAAUCUUGAUGAUGCAACUAUUGCAUUUGGUGUUUUAGGUG
Mme-1-7 AGUGGUCGGCAACACCAUGAAUAUCAAUCAGUUGAGCGACCGUGUGAUAUUGAACUGGGACCGGUUUAAUGUCAGCGCCGACAGCACCGUCAAUUU
Tcr-1-3 ACAUGCUGUAAUAAUAGGAUAUGAUCUUAGAUUGUAAAUACAAUCGUCGCUAAUCCUAAGAAGACGAAGAAACCAAGAGAAUCUGUUACGGUCGUC
Msp-4-5 UGGAACCUGGCGAGUCAAUACCACUGGCGAUGAUGACUUUAUCGGCUUUGUUUUUGGUUACCAGAAUCCUUCUCAGUAUUAUCUUCUGGAUUGGAA
Vsp-5-1 ACGACAUUAUCGAUGGUGGUAGCCAAGGUGACUUCAUUCAAGCCGGUUCCGGUGAUGACUUUGUUAAUGGCGGCAGUGGUUAUGAUCACGUGGUAG
Vsc-1-1 ACGACAUUAUCGAUGGUGGUACCCAAGGUGACUUCAUUCAAGCCGGUUCCGGUGAUGACUUUGUUAAUGGCGGCAGUGGUUAUGAUCACGUUGUAG
Msp-4-6 UGCUGAUUUGACAAUUGAAUCAGCAACUUUGACUGUAAAAUCAAAUGCUGAUAACUUUUUUAUUUUCGGUUGGGAUAAAAUUUUCGCUUAUACCGA
Psp-3-1 UUUCGCUUGUUCGCUACAACAGCGCUUUGAAAAUUAUGCGUUGCUUGAAGUUAAAACCGUGCCAGCACAGCAGCAACAACUUGUGUUUACUUGGCU
Pun-1-1 CCGUUUGAGUGUUCACUCAAACAGCGCUUUGAUAAUUAUGCGUUACUUGAAGUAAAAACCCUCCCAGCAAAAACUCAACAAUUGGAAUUUACUUGG
Tma-1-1 AAGGGAACGCCGGAUCGCUACUGAGCACAACGCCCAACCCCAACUCGGUUCUCGCCUCGCAUCCGACGGCCGCGCCUUGGCCGCACGGGAAAGCUC
Asa-1-1 AAAUGGAAACGAUAUUGAGGGGAUAUUGUUGGCGCAGGGAUACGCUGUCUCCUGCGUUGAUUCGAUCAAGAAGUCUAAAUUCAUUCUCGCCGAUAA
Ptu-1-1 UGACUGAAUUGCGUCAUCGUUAUGCCGCAGUUGAAGUCAUUGAUGUUAUUUUAGCGAUAAAACAUGUAUUAAAAGAUUUUAAGUUAGCCCGUGUGG
gpr-1-2 CUGACGGCACUGAUGCAGGCCGAGAUCGACCUUGGAUGCACGACUGAUCAAAUAAUCCGUUGGGACGAUACCGGUGGAACAUGGGUGUGCGCGACA
gpr-1-3 GAUGCUAUAGACGUGCUUGCAUGGUCAUGGGGCGCUAGCAGCGGGUUUGACGGAAGGGGAAAAGGGAACAUCAGUCCUUGCAUACAGGAUUUAUCG
Ptu-1-2 GCCAAGCGCUGUCUCAACUUGCUGACGUAAACGCUUAAUAGUUAAUUCACCCACCUUAUAAGAUAAAGCUUGGCCUGGCCAAGAGAUAUAACGAUC
Psp-2-1 AUUUGAUUACAAAAUCACCUCGCUUGGGCAAGGUGAACCUCAUGCAUGGCCACGUUUAGUUGCCGAGCAUAUUAACGUGCAUGUACCUCUUGUUAG
Pha-1-1 UUGAUUACAAGAUCACCUCGCUUGAGCAAGGUGAGCCUCACGCAUGGCCACGUUUAGUUGCCGAGCAUAUUAAUGUACAUGUUCCUCUGGUUAGCG
Par-1-1 UUGAUUACAAAAUCACCUCGCUUGAACAAGGUGAGCCUCACGCAUGGCCACGUUUAGUUGCCGAGCAUAUUAACGUGCAUGUACCUCUUGUUAGCG
Psp-1-1 UUGAUUACAAAAUCACCUCGCUUGAACAAGGUGAACCUCACGCAUGGCCACGUUUAGUUGCCGAGCAUAUUAACGUGCAUGUACCCCUUGUUAGCG
Ttu-1-1 AUCGAACAAAUUGCUGCCUACUGUAAUUUCGUGAUUGUGGACGAAACACGGUCAUGCAAACCGGCGCGUAUCGACAGCCCAAUGGGCAAAGCACAA
gpr-1-4 UGCAUCGGACCGGGAUGGCGGAGCUCUCUCCCGUACUGAAGCUCGUCGCUGCGAGCGCGGCGGCGUUAGACGCGUUCGCGCCAACUAUUGCUACUG
Mtu-1-1 UUAGCACUGUAGGGUGGAUCGCCGACAAGGCUAUCUACCGCACAACAGCGACGGCGUUGUGCGUCGCCUAAAGCGCCUACUUUUGGUGAUUGGCGA
Mtu-1-2 CCCGUCUUAAAGACCUUCGAUGGCGCAGUACCUUACGGGGCUUCAACAAUUUCCAUUAAGCAUCGAAAUCAUUCCGUCACAGGACGAGAAGAUAUG
Mal-1-1 GGAAAGAAGGCCAAAUUUUGGUCAAACCGAAAGCCGGAUUAUCGGACAUCGAGUUUGACAAAAUUCUGAAACGCAAUAAAGGCCAAAAAAAAGGGA
Psp-5-1 AUGUUUGCAUUAGUUGUGAACGAUAAACUUCACUUACGUGCAAAUGCUGAAACUGAAAUGGAAUUCAAACAAGCUGGCUUAGAACCCUACGUUUAU
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Pan-1-1 GGUGAUACAAUGUUUGCAUUAGUUGUGAACGAUAAGCUUCACUUACGUGCAAAUGCUGAAACUGAAAAGGAAUUCAAACAAGCAGGCUUGGAACCC
Ple-1-1 GCUGGUGAUACAAUGUUUGCAUUAGUUGUGAAUGAUAAACUUCAUUUACGAGCAAACGCUGAAACCGAAAAGGAAUUCAAACAAGCUGGCUUGGAG
Pci-1-1 UUGCUACAAGUUACACGGCAAAACACGAAACUAGCUGCAAAAAACACACAAAUUUGAGUGAUAUAUGACAACACCAAUUUCAACUUUUUUCGCAAC
Swo-1-1 ACCCGGUAAACCAACGAUCGGCUGGGGCGAAACUAACUUUUCUAUUAUUGAGGUCAAUCAAGCAGCUACCGCUUACAAUCAACUUGUUACCGUUAA
Vsp-2-1 GAAAAUUGAAUAUUUUGAGAAUUUUAUUAACAGAGGUAAGUAAAAUGCGUUCGACAAAAAUGAAAACGGGAGUCCCUAUUUUAGGGAUUUUAAUGG
Aca-1-1 CCUGGAAGCCCCCUCCGGCUUCCCCGAUGGCGGCCCCGCCGACGGCCAGAUAGCCUCGGCCGGUCACCCCCAAUUCGGCGAGCUCAACACCCAGAC
Aaq-1-1 GUGGAAGGCCCCUCCGGCUUCCCGAAUGGUGGCCCUGCCGACGGCCAGAUCGCCUCGGCCGGCAGCGCCAGCUGGGGCGAGCUGAACGCCCAGACC
Asa-1-2 CCAGAGCGUGGAAGGCCCCUCCGGCUUCCCGCAAUCAGGCCCUCAGGAUGGUCAGAUUGCCUCGGCGGGCAGCUCCCGCUGGAGUGAGCUGAACGC
Ave-2-3 GAGCGUGGAGGGCCCUUCCGGCUUCCCGCAGAGUGGCCCGCAGGAUGGUCAAAUCGCCUCGGCGGGCAGCCCGCGCUGGAGCGAGCUGAACAUCCA
Ave-1-2 GAGCGUGGAGGGCCCAUCAGGCUUCCCGCAAACCGGCCCGCAGGAUGGUCAAAUCGCCUCGGCGGGCAGCCCGCGCUGGAGCGAGCUGAACAUCCA
Asa-1-3 GCUGGUGAUGUGGUCAGCAACGCAGGCGCUCUCUACGAAUGCAAAGAAUUUCCCUACUCCGGCUGGUGCGGGGCAUCCCCCUAUCACUAUGCCCCC
Aaq-1-2 GCCGGCGACAUCGUCAGCAACGUCGGCAAUCUCUAUGAGUGCAAAGAAUUUCCCUACUCCGGCUGGUGCGGGGCCUCGCCCUAUCACUAUGAGCCA
Aca-1-2 GGCGACAUCGUCAGCAACGCAGGCGCCCUCUAUGAAUGCAAGGAAUUCCCUUACUCCGGCUGGUGCGGCGCGUCCCCCUACCACUAUGCCCCCGGG
Cps-1-1 CGUCGUAUCUUCGACAAUAUCCAGUGUAAUGGUAAGAACUUAUUAGAGUUUGCAUCAACCUCUGGCUCAGUAAAAACUGGUUCUUUGAUGAUUUCA
Psp-4-1 UCUUUUUACGUAAGCGCUUAAUAGUUAACUCACCAAUUUUGUAUGAUAACGCUUGGCCAGGCCACGAAAUAUAACGAUCUGUUUCAGUUUUAAUAU
Vpa-1-1 GCGGUGCCAUUCAGUAUGAACCGCAAAGUGUCGAAGGGCCUGACGGCUUCCCAGAAGCUGGUCCCCGUGAUGGCAAAAUUGCGAGCGCAGAAACCU
Cps-1-2 AUCCGAUAAGUAUAAGAGCCUAACACAAAGUUCUUUGCGCCAGGCCGCACUAAACUAGGAUUGAAGUUCAGAAAGUUUAUUUUAUGAUUUUGUCAC
Swo-1-2 AGAGCCCUGAGUCUAGAGCUUACGCUUGUAACCAAGGGGGAAAUGUUAACUGCGGCGCGGUGCAGUGGGAGCCACAAAGUGUUGAGGGACCGUCGG
Ptu-1-3 CAGUUAAACUGGAAUUAUUUGAUGUUAAGGGUGAGCUAUCUGAGCUUUCGGUCGCUUUUGAUAUUACGCAAGCUAAUGAAGGUGAGGCCCAUAUUU
Gho-1-1 CUCGUCGUCAACGACAAACUUCAUCUUCGAGCUGGUGCGGCAAAUGAAGAAGAGUUUAAAACACUAAAAAUGCAACCAUACGUUUAUAAGAAACGU
Ppr-2-1 UUUGCUCUUGUAGUAAACGAUAAACUUCACCUUCGUGCAAAUGCUGAUAAUGAAGAAGAAUUUAAAAAAUCGGGGCUAGAACCAUACGUUUAUAAA
Ppr-1-1 GUUUGCUCUUGUAGUAAACGAUAAACUUCACCUUCGUGCGAAUGCUGAUAAUGAAGAAGAAUUUAAAAAAUCGGGUCUUGAACCAUACGUUUAUAA
Pda-1-1 UUGCUCUGGUAGUAAACAAUACGCUACAUCUACGAGCCAAUUGCAAUAAUGAAGGGGAAUUUAAAAAACUGGGGCUAAAACCCUACGUAUAUUACA
Vsh-1-1 AUUAGCAGUGAAUAACAAAUUACAUAUCAGAACUAACCGUCAGACGAUCGCUAAAUUUAAGCAACUUGGCUAUAAGCCAUACGUUUAUAAGAAGCG
Vsp-9-1 ACACUAUGUUUGCCCUGGUUGUGAAUGACCAGUUGCAUAUACGAGCUGACAAAUGCACAACACAACAAUUCGAACAACAAGGAUUUCAACCGUACG
Vsp-4-1 ACACUAUGUUUGCCCUGGUUGUGAAUGACCAGUUGCAUAUACGAGCUGACAAAUGCACAACACAACAAUUCGAACAACAAGGAUUUCAACCGUACG
Vcy-1-1 ACACGAUGUUUGCUCUGGUUGUAAAUGACCAGUUGCAUAUACGAGCGGACAAAUGCACAACAAAGCAAUUUGAACAACAAGGGUUUCAACCUUACG
Vsp-8-1 CACUAUGUUUGCUCUGGUUGUAAAUGACCAGUUGCACAUACGAGCAGACAAAUGCACAACGAAACAGUUCGAACAACAAGGGUUUCAACCGUACGU
Vba-1-1 CACUAUGUUUGCUCUGGUUGUUAAUGACCAGUUGCACAUACGAGCAGACAAAGGCACAACAAAACAGUUCGAGCAACAAGGGUUUCAACCGUACGU
Vni-1-4 CUAUGUUCGCCUUAGUAGUUCAAAACACGUUACAUAUCAGAGCUGACUCAAAAAGUGCUCAAAAGUUCGAGCAACAAGGUCUAAAGCCUUACGUUU
Vvu-3-1 CACUUGUGGUGAAAGACCAGCUUCAUAUUCGCGCAGAUCAAAAAUCAACAUUACUUUUUGAAAAGCAAGGGCUCAAACCAUACGUUUAUACUAAGC
Vvu-2-1 CACUUGUGGUGAAAGACCAGCUUCAUAUUCGCGCAGAUCAAAAAUCAACAUUACUUUUUGAAAAGCAAGGACUCAAACCAUACGUUUAUACUAAGC
Vme-1-1 UCGCUUUAGUCGUCAACAAUCAACUCCAUCUUCGAGCUGACGAUGAAUCCGCUAAAGUUUUUACCGAAAGAGGCUAUCUGCCCUACGUUUAUAAAA
Vsp-7-1 CGCUUGUGGUUAAUGAAACGCUGCACAUCCGUGCGGACGAUGCCACAAUCGAAAAAUUCAAACUACAAGGUUAUGAACCUUACGUUUAUAAGAAAC
Vch-24-1 CUUGUGGUUAACGAUACGCUGCACAUCCGUGCAGAUGACGCCACAAUCGAAAAGUAUAAACAGCAAGGUUAUGAACCUUAUGUUUACAAAAAACGU
Vch-28-1 CUUGUGGUUAACGAUACGCUGCACAUCCGUGCAGAUGACGCCACAAUCGAAAAGUAUAAACAGCAAGGUUAUGAACCUUAUGUUUACAAAAAACGU
Vch-6-1 CUUGUGGUUAACGAUACGCUGCACAUCCGUGCAGAUGACGCCACAAUCGAAAAGUAUAAACAGCAAGGUUAUGAACCUUAUGUUUACAAAAAACGU
Vch-13-1 CUUGUGGUUAACGAUACGCUGCACAUCCGUGCAGAUGACGCCACAAUCGAAAAGUAUAAACAGCAAGGUUAUGAACCUUAUGUUUACAAAAAACGU
Vch-19-1 CUUGUGGUUAACGAUACGCUGCACAUCCGUGCAGAUGACGCCACAAUCGAAAAGUAUAAACAGCAAGGUUAUGAACCUUAUGUUUACAAAAAACGU
Vmi-2-1 ACUUGUGGUUAACGAUACGCUGCACAUCCGUGCAGACGAUGCCACAAUCGAGAAGUUCAAGCAGCAAGGCUACGAGCCUUAUGUUUACAAAAAACG
Vmi-4-1 ACUUGUGGUUAACGAUACGCUGCACAUCCGUGCAGACGAUGCCACAAUCGAGAAGUUCAAGCAGCAAGGUUACGAGCCUUAUGUUUACAAAAAACG
Vmi-3-1 ACUUGUGGUUAACGAUACGCUGCACAUCCGUGCAGACGAUGCCACAAUCGAGAAGUUCAAGCAGCAAGGUUACGAGCCUUAUGUUUACAAAAAACG
Vsp-6-1 GCUUGUGGUUAACGAUACGCUGCACAUCCGUGCAGACGAUGCCACAAUCGAAAAGUUCAAACAGCAAGGUUAUGAACCUUAUGUUUAUAAAAAACG
Van-1-1 UUUGGUCGUAAACGAUAAACUUCAUAUUCGCGCAGACGAUCUAUCAACCUCUCGCUUUAAAGAGCAAGGCUAUGAGCCCUAUAUCUAUAAAAAACG
Vor-1-1 UUUGGUCGUAAACGAUAAACUUCAUAUUCGCGCAGACGAUUUGUCAACCUCUCGCUUUAAAGAGCAAGGCUAUGAGCCCUAUAUCUAUAAAAAACG
Vfu-2-1 CGCAUUGGUGGUCAAUGACAGACUCCACAUUCGCGCCGACGACGCUUCAACCGCAAAAUUCAAGCAACAAGGCUACGAGCCUUAUGUUUACAAAAA
Vfu-1-1 CGCAUUGGUGGUCAAUGACAGACUCCACAUUCGCGCCGACGACGCUUCAACCGCAAAAUUCAAGCAACAAGGCUACGAGCCUUAUGUUUAUAAAAA
Vpa-3-1 CACUAGUGGUAAACAACCAGCUUCAUAUACGAGCAGACCAACAAACUUCAUCUGACUUCGAGACACAGGGUCUAAAGCCUUACGUUUAUAAAAAAC
Vpa-7-1 CACUAGUGGUAAACAACCAGCUUCAUAUACGAGCAGACCAACAAACUUCAUCUGACUUCGAGACACAGGGUCUAAAGCCUUACGUUUAUAAAAAAC
Vha-3-1 CGCUAGUCGUAAACAACCAACUUCACAUUCGAGCUGACCGACAAACAUCUUCUGACUUCGAGACUCAAGGACUAAAACCGUACGUCUACAAGAAAC
Vha-2-1 CGCUAGUCGUAAACAACCAACUUCACAUUCGAGCUGACCGACAAACAUCUUCUGACUUCGAGACUCAAGGACUAAAACCGUACGUCUACAAGAAAC
Vsp-1-1 ACUAGUUGUGAACAAUCAACUUCAUAUUAGAGCGGACCAACAAACGUCUUCUGAUUUUGAGGCUCAAGGGUUGAAACCCUACGUCUACAAGAAACG
Vro-1-1 GCAUUAGUCGUUAACAACCAGCUUCAUAUCAGAGCAGAUAAAAAGACAUCUUCAGACUUUGAAACUCAGGGACUUAAACCUUACGUAUACAAGAAG
Vsp-3-1 GCACUAGUUGUAAAUAAUCAGCUUCAUAUAAGAGCAGACCAACAAACUUCAUCUGACUUCGAGAAACAAGGGCUAAAGCCUUACGUUUAUAAGAAA
Vsp-2-2 GCACUGGUUGUGAAUGAUCAACUUCACAUACGAGCAGACCAGCAAACUUCAUCUAACUUCGAGAAGCAAGGGCUAAAACCGUACGUUUAUAAAAAG
Vha-1-2 GCACUAGUUGUGAACAAUCAACUUCAUAUACGAGCUGACCAACAAACUUCAUCUGACUUCGAGACUCAAGGACUAAAACCGUACGUCUACAAGAAA
Vca-1-1 GCGCUAGUCGUAAACAACCAACUUCACAUUCGAGCUGACCGACAAACAUCUUCUGACUUCGAGACUCAAGGACUAAAACCGUACGUCUACAAAAAA
Vor-2-1 CCGACGACACUAUGUUUGCAUUAGUCGUCAAUGAUAAGUUGCACGUUCGGGCAGAUGACGUACUUGCAAAGCAGUUUAAAUCUCUUAGCUUAGAAC
Vtu-1-1 CUGAUGACACUAUGUUCGCACUUGUCGUCAACGAUAAGCUUCACGUACGCGCGGACGCGGCUCUCGCUAAACAAUUUAAGUCUCAAGGGCUAGAAC
Vca-2-1 AUAACACGAUGUUUGCGCUCGUAGUGAACGAUAAACUUCACGUUCGUGCCGAUGCAGAACUCACCAAGCAAUUUGUAGGUCAAGGGCUAGAACCAU
Vsi-1-1 AACUGGGUCAAAUUAAGUCUCGUUCAAUGUUUGGCGGCUUCGGCAUCUUCGCAGAUGAAACAAUGUUUGCGCUGGUCGUUAAUGACAAACUGCACG
Vpa-1-2 AAUGAGACUAUUUGAGCAACUUGGUCAAAUUAAGUCUCGUUCAAUGUUUGGCGGCUUCGGCAUAUUCGCAGAUGAGACGAUGUUUGCUUUAGUGGU
Vbr-1-1 UGAUGACACGAUGUUCGCACUCGUAGUCAACGACAAGCUUCACGUUCGUGCCGACGCGGCACUGACUAAACAGUUUAAGUCUCAAGGACUCGAACC
Vco-1-1 AGCUUGGUCGUAUAAAAUCGCGUUCGAUGUUCGGCGGAUUCGGAAUCUUCGCAGACGACACAAUGUUCGCAUUGGUGGUCAACGAUAAGCUUCACA
Vsp-5-2 UUGUACACGACAAGCUUCAUAUUCGUGCCGACGAUGCCCUUACUGAGCAGUUUAAGCAACAAGGAUUAGAACCGUACGUGUAUCACAAGCGAGGCU
Vsc-1-2 UUGUACACGACAAGCUUCAUAUUCGUGCCGACGAUGCCCUUACUGAGCAGUUUAAGCAACAAGGAUUAGAACCGUACGUGUAUCACAAACGAGGCU
Vic-1-1 UCGUGAACGAUAAGCUGCAUAUUCGUGCCGACAACGCCCUUACCGAGCAGUUUAAGCAACAAGGAUUAGAACCGUACGUGUAUCACAAACGUGGCU
Asa-2-1 UGACACAAUGUUUGCACUUGUUGUUCAGGACAGACUGCAUUUGCGAGCAAGCGAUAACACUAUUAAUUUAUUUAAAGACCAAGGUUUUGAACCUUA
Vfi-2-1 ACACCAUGUUUGCUCUUGUAGUUCAGGAUAAGCUUCAUUUAAGAGCAAGUGACGACACAAUUAAUUUAUUUAAAGAACAAGGCUUUGAACCAUACG
Vfi-1-1 ACACCAUGUUUGCUCUUGUAGUUCAAGAUAAGCUUCAUUUAAGAGCAAGUGACGAAACGAUUAACUUAUUUAAAGAACAAGGCUUUGAACCAUACG
Ssp-1-1 GCUAUGUAGUGGCGCCAGAGUCACGCUCCUAUGCCUGUAAAACCGGCAACAAUGCCAACUGUGGCGCGGUGCAAUGGGAACCGCAAAGCGUUGAAG
Son-1-1 AGUACGUUGGUGAGCCAAACGGCAUCGGCCCAUGGUUAUGUCGUAUCACCAGAGUCUCGCUCUUACGCCUGUAAAACGGGCAGUAAUGUCAACUGU
Ssp-3-2 GCGCUAGUUAGCCAAACGGCGUCGGCCCACGGUUAUGUGGUUUCACCAGAAUCACGCUCGUACGCCUGUAAAACUGGCAGCAAUUUAAAUUGCGGC
Ssp-2-2 GCGCUAGUUAGCCAAACGGCGUCGGCCCACGGUUAUGUGGUUUCACCAGAAUCACGCUCAUACGCCUGUAAAACUGGCAGCAAUUUAAACUGCGGC
Sba-8-1 UUAUGUUGUGGCGCCAGAGUCACGUUCCUAUGCCUGUAAAACCGGCAACAAUGCCAACUGUGGUGCGGUGCAAUGGGAACCGCAAAGCGUUGAAGG
Sba-2-1 UUAUGUUGUGGUGCCUGAGUCACGUUCCUAUGCCUGUAAAACCGGCAACAAUGCCAACUGUGGCGCGGUGCAAUGGGAACCGCAAAGCGUUGAAGG
Sba-5-1 AGGCACACGGUUAUGUUGUGGCGCCAGAGUCACGCUCCUAUGCCUGUAAAACCGGCAACAAUGCCAACUGUGGCGCGGUGCAAUGGGAACCGCAAA
Sba-4-1 UUAUGUUGUGGCGCCAGAGUCACGUUCCUAUGCCUGUAAAACCGGCAACAAUGCCAACUGUGGCGCGGUGCAAUGGGAACCGCAAAGCGUUGAAGG
Sba-7-1 UUAUGUUGUGGCGCCAGAGUCACGUUCCUAUGCCUGUAAAACCGGCAACAAUGCCAACUGUGGCGCGGUGCAAUGGGAACCGCAAAGUGUUGAAGG
Ppr-1-2 CCUUUCACCAGCCUUGUCAUGGGGUUGGUCUUCCUGCUUAUCUACGUCCUAAUUAUGUUAAACGUCUAAACUCAAGGCUAAUAGUAUUAUGAGAAC
Ppr-2-2 GAGAAAAAUACAAACUGUGGUUCAGUACAGUGGGAACCACAGAGUGUUGAAGGCCCUGAUGGUUUCCCAGAAACAGGCCCUCCUGAUGGUAAAAUU
Vor-2-2 AACACCAACUGUGGUGCGAUUCAAUAUGAACCACAAAGUGUCGAAGGCCCAGAUGGCUUCCCUGCAACUGGUCCACGCGACGGUAAAAUUGCCAGC
Vbr-1-2 GAACACCAACUGUGGCGCCAUUCAAUAUGAACCGCAAAGUGUCGAAGGCCCAGACGGCUUCCCAGAAGGUGGGCCUGCGGAUGGUAAGAUCGCCAG
Vba-1-2 GAACACCAACUGUGGUGGUAUCCAAUACGAACCGCAAAGUGUCGAAGGUCCUGAAGGCUUCCCUGAGGUUGGCCCUGCAGAUGGAAAAAUCGCUAG
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Vsp-8-2 AAAACACCAACUGUGGUGGUAUCCAAUAUGAGCCACAAAGUGUGGAAGGCCCUGAAGGCUUCCCUGAAGUCGGCCCUGCAGAUGGAAAAAUCGCCA
Vsi-1-2 CACUCAAUGCGGCGCUAUUCAGUACGAGCCGCAAAGUGUAGAAGGCCCUGAUGGCUUUCCAUCUUCCGGCCCGCGCGAUGGAAAAAUUGCCAGUGC
Vtu-1-2 GAACACCAACUGUGGUGCGAUUCAAUAUGAACCGCAAAGUGUAGAAGGGCCAGAUGGUUUCCCUGAAACAGGCCCACGCGAUGGUAAAAUUGCCAG
Pru-1-1 UUCAUGAGACAACGUAAAUACAACACCAGGCAGCACCGGUUUUUAAAAACCAGUCUCUGCUUACUGGCUUUGGGGCACUCCAUACACGGCUUUGCU
Pci-1-2 UCAUGAGACAAAAUAGACACAACAAGCAGUACCACUUUUUAAAAGUGGGGCUCUGCGUAAUGGCUUUGGGGCACUCCAUAAGCAGCUUGGCUGCAC
Fba-1-1 GCUCCGGCGCCUACCCCUUUGUGCAGCAGAACGAAGUGGCGGCCAAUGUGGUGGAUUACCAGAACAUGGCGGCAGUGCGGGCCCAGAUCCCGGAUG
Vsp-3-2 UAUGUAAGUAUCCAACACCUGAUACUAACGAAAAAAAUAAUAACUGCGGUGCCAUUCAAUACGAGCCACAAAGUGUUGAAGGUCCUGAUGGUUUUC
Val-1-1 AUCCAACGCCAGAUACUAACGAAAAAAAUAAUAACUGCGGUGCGAUUCAAUAUGAACCGCAAAGCGUUGAAGGCCCUGAUGGCUUUCCCGAAACAG
Val-2-1 AGUAUCCAACGCCAGAUACUAACGAAAAAAAUAAUAACUGCGGUGCGAUUCAAUAUGAACCGCAAAGCGUUGAAGGCCCUGAUGGCUUUCCCGAAA
Vpa-7-2 GUGUAAGUACCCAACAUCGGAUACCAAUGAAAGAAACACUAACUGUGGCGCAAUUCAAUAUGAACCACAAAGCGUGGAAGGCCCAGAUGGCUUCCC
Vpa-3-2 GUGUAAGUACCCAACAUCGGAUACCAAUGAAAGAAACACUAACUGUGGCGCAAUUCAAUAUGAACCACAAAGCGUCGAAGGCCCUGAUGGCUUCCC
Vpa-3-5 ................................................................................................
Vpa-4-2 CUGUGUAAGUACCCAACAUCCGAUACCAAUGAAAGAAACACUAACUGUGGCGCAAUUCAAUAUGAACCACAAAGCGUCGAAGGCCCUGAUGGCUUC
Svi-1-1 UAAGCCUACUAUCGGCUGGGGCGAAACCAAUUUUUCAAUUAUUGAAAUAGACCAAGCUGCCACCGCAUACAAUCAACUCGUUACCGUUAAAGACGC
Ppr-1-3 UACAGAGCAAACGACAGAGUCAACCACUGCACCUUCUGCUUUUACAAUCUUUAAUAACAAUGACUUGCCGAGUGAUUUAGAAGGUAGCUUAGAGGC
Ppr-2-3 UACAGAGCAAACUACAGAAUCAACCACAGCACCUUCGGCUUUGACAGUAUUUAAUAAUAAUAAUUUACCUAGUGAUUUAGAAGGUAGCUUAGAAGC
Vch-17-2 CGUGUCACCUUGUGUAAAUUUGCCGCUAACGGCACUGGAGAGAAAAACACUCACUGUGGCGCGAUUCAAUACGAACCACAGAGUGUCGAAGGCCCA
Asa-1-4 CAUCGUUGAAGUCGAUCAAGCCGCCACCUCCUACAACAAACUGGUCAAGGUACAUGCCGAUGGUGCACCGGUCAGCGUGAGCUGGAACCUCUGGUC
Aaq-1-3 CAUCGUCGAAGUGGACCAGGCCGCCACCUCCUACAACAAGCUGGUGACGGUUCACAAGGAUGGUGCCCCGGUCAGCGUGAGCUGGAACCUCUGGUC
Aca-1-3 GCCAUCGUUGAAGUCAAUCAGGCCGCUUCGGCCUACAACCAGUUGGUGACCGUCCACAAGGAUGGCGCUCCCGUCAGCGUGACCUGGAACCUCUGG
Aaq-1-4 GUACCAUCUACGAAGCCCCCUGUGACUUCGCCGACAACAGCGUGACCUGCUACUCGGGCACCCAGCGUCAGACCAUGGAUCUGGUCAGCCUGCAGC
Ave-2-4 AUCUAUGAAUCUCCAUGUGAUUUUUCUGACAGCAGCGUGACUUGCUAUUCAGGCAUGAACAAGCAAACCAUGCCUUUGGCUCACUUGCAGCAAGCC
Ave-1-3 AUCUAUGAAUCUCCAUGUGAUUUUUCUGACAGCAGCGUGACUUGCUAUUCAGGCAUGAACAAGCAAACCAUGCCUUUGGCUCACUUGCAGCAAGCC
Asa-1-5 UGGCACCAUUUAUGAAUCACCCUGUGACUUUUCUGACAACAGCGUGACCUGCUAUUCCGGCGCACAGCGCCAAACCCUGGAUUUGGCCAGCCUGCG
Ave-2-5 GCUCGAUCAGGUCAACCCGCAAUACAACGUGGUCGAUGUCUCCUUCAUGAAGGUCUAUGGCAGCGAUCCCAUCCCCACUUUCAAACUCGACCCGGC
Ave-1-4 GCUCGAUCAGGUCAACCCGCAAUACAACGUGGUCGAUGUCUCCUUCAUGAAGGUCUAUGGCAGCGAUCCCAUCCCCACCUUCAAGCUCGACCCGGC
Ave-1-5 CGUCGAAGUCAGCCAGUCCGCGACCGCUUAUAACGAGCUGGUCAAGGUGAAGGAUGGCGCCGAUGUGACCGUCACCUGGAAUAUCUGGAACGGCGA
Ave-2-6 AAGUCAGCCAGUCCGCGACCGCUUAUAACGAGCUGGUCAAGGUGAAGGAUGGCGCCGAUGUGACCGUCACCUGGAAUAUCUGGAACGGCGAUAUUG
Fba-1-2 UCGGAUUGGGUUCAGGAACGAAACAGCAAUCCUCAACUGCCUCAUAUCAACUGCAUCCAACUCUACGGAAAAAUCCGCAACGAGUUACUGAGCCUG
Sha-1-2 GAAACAGCGCGGCAUGAGUGGCGAUGGGGUGAUUGAAGAAAACAAUAAACGUUAUAUUGUUUAUAAUAAUCAUCGUUUUGAACUACACGAAAAUAA
Ssp-2-3 AGUUUGCUAUUAUCGAGGUGAAUCAAGCCGCCUCAGCCUAUAACCAGUUAGUGACGGUUAAGGAUGCUGCCGACGUGUCGGUAAAUUGGAACCUGA
Ssp-3-3 AGUUUGCUAUUAUCGAGGUGAAUCAAGCCGCCUCAGCCUAUAACCAGUUAGUGACGGUUAAGGAUGCUGCCGACGUGUCGGUAAAUUGGAACCUGA
Sde-2-1 CAGUUCGCCAUUAUCGACGUCAAUCAAUCAGCUACGGCUUAUAAUCAACUCGUAACAGUAAAAGAUGCCGCCGCAGUCUCCGUCAGCUGGAGCCUC
Ssp-1-2 CGAAACCAAGUUUGCUAUUAUCGAAGUUAAUCAAUCAGCUACAGCUUAUAAUCAGUUAGUGACUGUCAAAGAUGCCGCCGAUGUGUCCGUCAGUUG
Sba-8-2 GUGAAACCAAGUUCGCUAUUAUCGAAGUUAAUCAAGCUGCUACGGCUUACAAUCAGUUGGUGACCAUUAAAGAUGCUGCCGACGUGUCCGUCAGCU
Sba-7-2 GGCGAAACCAAGUUCGCUAUUAUCGAAGUUAAUCAAGCCGCUACGGCUUACAAUCAGUUGGUGACCAUUAAAGAUGCUGCCGACGUGUCCGUCAGC
Sba-5-2 GCGAAACCAAGUUCGCUAUUAUCGAAGUUAAUCAAGCCGCUACGGCUUACAAUCAGUUGGUAACCAUUAAAGAUGCUGCCGACGUGUCCGUCAGCU
Sba-2-2 GUGAAACCAAGUUCGCUAUUAUCGAAGUUAAUCAAGCUGCUAUGGCUUACAAUCAGUUGGUAACCAUUAAAGAUGCCGCCGACGUGUCCGUCAGCU
Sba-4-2 GUGAAACCAAGUUCGCUAUUAUCGAAGUUAAUCAAGCUGCUACGGCUUACAAUCAGUUGGUGACCAUUAAAGAUGCUGCCGACGUGUCCGUCAGCU
Osp-1-1 GCACGGCCUCCCGUUGUGUGCUGGAACAUGCUAUCGAGCAGGUGGCCACCGCCCGUUUCAGCGCCAACGGUAAAGCACCCCCGGUGCUGGAAGUGA
Gxi-1-1 CCGGAUACGGGAUCCUUGCGCCUGGGCUAAGCCCUGCCGAGUCCUACAUUCUGUCGUUGAGGGAAGAAGAUGCACAGACCAUUCCUGGCGUUUUUA
Fba-1-3 GGCGACCAGCUACAACCAGUUGAUCAAUGUCAAACCGGCUGCUGAAGUGUCUGUCAGCUGGAGCUUGUGGCAUGGCGAGCUUGGCGACACCGCCAA
Vvu-2-2 CUGCAGUGGAAAAUGGUGUCGCAGAAGCUCGUGUGACACUGUGUAAGUUCGCUGCGUCAACUGGGGAAAAAAACACCAACUGUGGCGCGAUUCAAU
Vvu-3-2 CUGCAGUGGAAAAUGGUGUCGCAGAAGCUCGUGUGACACUGUGUAAGUUCGCGGCGUCAACUGGAGAAAAAAACACCAACUGUGGCGCGAUUCAAU
Vvu-1-2 CUGCAGUGGAAAAUGGUGUCGCAGAAGCUCGUGUGACACUGUGUAAGUUCGCUGCGUCAACUGGAGAGAAAAACACCAACUGUGGCGCAAUUCAAU
Vsp-6-2 GCUAAUGGUACUGGUGAAAAAAACACUAACUGUGGUGCGAUUCAAUAUGAACCACAAAGCGUUGAAGGCCCAGAAGGCUUUCCGGCUGCUGGCCCA
Vch-24-2 CCGAAGGACGUGUCACCUUGUGUAAAUUUGCCGCUAACGGCACUGGAGAAAAAAACACUCACUGUGGCGCGAUUCAAUACGAACCACAAAGUGUCG
Vch-22-3 CCGAAGGACGUGUCACCUUGUGUAAAUUUGCCGCUAACGGCACUGGAGAAAAAAACACUCACUGUGGCGCGAUUCAAUACGAACCACAAAGUGUCG
Vch-15-2 CCGAAGGACGUGUCACCUUGUGUAAAUUUGCCGCUAACGGCACUGGAGAGAAAAACACUCACUGUGGCGCGAUUCAAUACGAACCACAAAGUGUCG
Vch-4-2 CCGAAGGACGUGUCACCUUGUGUAAAUUUGCCGCUAACGGCACUGGAGAGAAAAACACUCACUGUGGCGCGAUUCAAUACGAACCACAAAGUGUCG
Vch-13-2 CCGAAGGACGUGUCACCUUGUGUAAAUUUGCCGCUAACGGCACUGGAGAGAAAAACACUCACUGUGGCGCGAUUCAAUACGAACCACAAAGUGUCG
Vch-18-2 CCGAAGGACGUGUCACCUUGUGUAAAUUUGCCGCUAACGGCACUGGAGAGAAAAACACUCACUGUGGCGCGAUUCAAUACGAACCACAAAGUGUCG
Vch-5-2 CCGAAGGACGUGUCACCUUGUGUAAAUUUGCCGCUAACGGCACUGGAGAAAAAAACACUCACUGUGGCGCGAUUCAAUACGAACCACAAAGUGUCG
Vch-30-2 CCGAAGGACGUGUCACCUUGUGUAAAUUUGCCGCUAACGGCACUGGAGAGAAAAACACUCACUGUGGCGCGAUUCAAUACGAACCACAAAGUGUCG
Vch-6-2 CCGAAGGACGUGUCACCUUGUGUAAAUUUGCCGCUAACGGCACUGGAGAGAAAAACACUCACUGUGGCGCGAUUCAAUACGAACCACAAAGUGUCG
Vch-26-2 CCGAAGGGCGUGUCACCUUGUGUAAAUUUGCCGCUAACGGCACUGGAGAAAAAAACACUCACUGUGGCGCGAUUCAAUACGAACCACAAAGUGUCG
Vch-12-2 CCGAAGGACGUGUCACCUUGUGUAAAUUUGCCGCUAACGGCACUGGAGAGAAAAACACUCACUGUGGCGCGAUUCAAUACGAACCACAAAGUGUCG
Vch-3-2 CCGAAGGACGUGUCACCUUGUGUAAAUUUGCCGCUAACGGCACUGGAGAAAAAAACACUCACUGUGGCGCGAUUCAAUACGAACCACAAAGUGUCG
Vch-28-2 CCGAAGGACGUGUCACCUUGUGUAAAUUUGCCGCUAACGGCACUGGAGAGAAAAACACUCACUGUGGCGCGAUUCAAUACGAACCACAAAGUGUCG
Vsp-7-2 CCGAGGGACGAGCUACUUUAUGUAAAUUUGCCGCCAAUGGAACUGGAGAAAAAAAUACCAACUGUGGUGGUAUUCAGUACGAACCACAAAGUGUGG
Vmi-1-2 GACGUGCCGCUUUAUGUAAAUUUGCCGCUAAUGGUACUGGUGAGAAAAACACUAACUGUGGUGGUGUUCAGUACGAACCGCAAAGUGUAGAAGGGC
Vmi-2-2 GACGUGCCACUUUAUGUAAAUUUGCCGUCAAUGGUACUGGAGAAAAAAACACAAACUGUGGUGGUGUUCAGUACGAACCACAAAGUGUAGAAGGGC
Vmi-4-2 UGCAGAAGGACGUGCCGCUUUAUGUAAAUUUGCCGCUAAUGGUACUGGUGAGAAAAACACUAACUGUGGUGGUGUUCAGUACGAACCGCAAAGUGU
Vmi-3-2 UGCAGAAGGACGUGCCGCUUUAUGUAAAUUUGCCGCUAAUGGUACUGGUGAGAAAAACACGAACUGUGGUGGUGUUCAGUACGAACCGCAAAGUGU
Vic-1-2 UCCGAUACCAAUGAGAAAAAUAGCAACUGUGGUGCGAUUCAAUAUGAACCACAAAGUGUUGAAGGACCAGAAGGUUUCCCAGAAGCUGGCCCAGCA
Vsp-5-3 UCUGAUACUAAUGAGAAAAACAGCAACUGUGGUGCCAUUCAAUAUGAACCACAAAGUGUGGAAGGCCCUGAAGGCUUCCCUGAAGCUGGCCCUGCU
Vsc-1-3 UCUGAUACUAAUGAGAAAAACAGCAACUGUGGUGCCAUUCAAUAUGAACCACAAAGUGUGGAAGGCCCUGAAGGCUUCCCUGAAGCUGGCCCCGCU
Tsp-1-1 AGCAUCGCAGCGUGUUGAGUAUACUGGGGACAUCAGCACUGGCCAUCGCACUUCUCUCCGGAUGCGACGCAGGAAACACAAGCAGCAGUAGCGGGA
Tsp-1-2 CAGACGGAAGAGGCACCGUCGCAAUCCAGCCCCGGCAUGACUCCGACGCCACCCCCGUCCCAGCCGGAGCCGGAGCCACAACCUGAUCCCGUGCCG
Tsp-1-3 CCAGGGCACGGCCAGGCCCAGACUGCCACUGAUGAGCAGAGCCUGGAGACCAGCACCAGCCCCGGCCGUGGCAACGGCAAUGGCAGGGUCAAGGAC
Tsp-1-4 CUACUCCCAGCCCGCCUACUACACGCGGGAACUGCGCAUCAGCGCCCAGGAGCCGCGCAACCGGGCCAUGGUCUACCCGGCCGGCGAUGGCGGGGU
Cps-1-3 GCAGCUUUUGCAAAAGGUCAAAUUUUAGUACAACCACAACCGGGCUUAUCAGAGCAGAACUUCCAAAAGAUCCUAGGCAAGCACAAAGCCAGCUCA
Tau-1-1 AGGUAAGACAACAGAGCCUUGAGCUGGCCCGACUGAUGGCUCGUUAUCGUCAGUCUGACGAAACAGAUCAAGCCAAUCUUCUGAGCGAAAUACAGA
Slo-1-1 ACGUGAUGCCAAGCAACAGGCGCGUCUGACUCAUAAGGCGGAACUUGAAACUCAGACGCUGCAACUUUCUGCAGUUGCAGCGCAAUACCUGGAUGC
Tth-1-1 UGAUCACCUUCCUGAUCGUCGUGUUGUCCACGGGCCUGCUGGUCCCGGGCUCCGCGGGCGCGAGCCCGACCGAGCCGUGGAAGCCCGGCCGCGUAC
Nca-1-3 AUCCAGAUAUCGAAUUGGUAUAUCGAGAGAAAGCGGUUGAGUCACUCAGGAUUAAAGAGAAGAAGAGUAAAUUUUACCUGGCGCUAUUAAUGGCAC
Gxi-1-2 GACCACAGACCAGGCCCGCCAAAGCGUCUUUGGCCAGGUGAACGACUUCUUCAAGGAAAACUCCGGCGGCAAAACCUGGCUGGCCGGUGACGUGAC
Sde-1-2 UGCCAGCAUAAUGCUCAUAAGCAAAUUAAUUAAUCACGUGGAACACACCAAAGUACAUUUUGACCCCACACGUGAUUACGCUCAAAUACCUUUCGA
Sse-1-1 AACCAGAUCAACGGUACAAUAAAAUUUACUAACACCAAUCCGCAAAUUGUUAAUGAACUGUCCACCACUGGUGCAGCCAAGGGGAUCGCCUACAGC
Mst-1-1 CGCAUCACGCUUGGUUCGGCUUCGUCAUAAGAAUACCUGCGGCUAUGUCAUUUCAAUCUUGAUCAAUGUCUCCAAUUAGAUACACUAUAAUAAUCC
env-1 ................................................................................................
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13 GammaG20A

13.1 Taxa

The taxonomy of each organism containing a putative GammaG20A is listed,
with abbreviations identifying each hit (e.g., “Eco-1-1” and “Eco-1-2” might hy-

pothetically represent two distinct RNAs in E. coli). The abbreviations will be
used to identify each individual GammaG20A in Sections 13.2 and 13.4.

abbrev. of hits taxonomy of species
Cps-1-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Colwelliaceae Colwellia psychrerythraea 34H
Pci-1-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Pseudoalteromonadaceae Pseudoalteromonas citrea NCIMB 1889
Pru-1-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Pseudoalteromonadaceae Pseudoalteromonas rubra ATCC 29570
Psp-1-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Pseudoalteromonadaceae Pseudoalteromonas sp. BSi20652
Pin-1-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Psychromonadaceae Psychromonas ingrahamii 37

13.2 Gene contexts

Each GammaG20A (indicated by “RNA→”) is listed. For each hit, the genes
located within 6 Kb of the hit are given, except that genes are not listed for
eukaryotes, because these organisms were not used in the statistics of genetic el-
ements associated with c-di-GMP riboswitches.. Some environmental sequences
and some RefSeq entries lack gene annotations, and so no genes are available for
such sequences. The direction of each gene is indicated with an arrow (→), and
each conserved domain in the gene is colored. Conserved domains associated
with more than one GammaG20A are assigned a color; other domains are gray.
Information about these conserved domains is given in Section 13.3. The acces-

sion number of the sequence containing each GammaG20A is given. Accessions
beginning with “NC ”, “NS ”, “NW ” or “NZ ” are contained in RefSeq. Other
accession refer to environmental samples, whose sources are cited in Methods. Nu-
cleotide coordinates are given for the 5′ and 3′ boundaries of each GammaG20A.
If the 5′ coordinate is greater than the 3′ coordinate, the RNA is present on the
reverse-complement strand of the containing genomic DNA sequence. Each hit is
denoted by an abbreviation (like “Eco-1-1”) that refers to a taxonomy given in
Section 13.1.

abbrev. Seq. accession 5′ at 3′ at genes

Bacteria Proteobacteria Gammaproteobacteria

Pin-1-1 NC 008709.1 + 1867267 1867393 (big gap) STE14 (COG2020)→ RNA→ FN3 (cd00063)→
Psp-1-1 NZ BADT01000169.1 + 30228 30346 COG3658 (COG3658)→ RNA→ PRK13211 (PRK13211)→
Cps-1-1 NC 003910.7 + 807363 807482 ←Transposase 20 (pfam02371) RNA→ Peptidases S8 15 (cd07498)→
Pru-1-1 NZ AHCD01000006.1 + 73331 73447 ←hypo RNA→ PKD (cd00146)CBM 2 (pfam00553)YceI (pfam04264)→

CBM 2 (pfam00553)YceI (pfam04264)PSD3 (pfam07626)PSCyt3 (pfam07627)PSD4 (pfam07631)PSD5 (pfam07637)→
HXXSHH (pfam07586)→

Pci-1-1 NZ AHBZ01000010.1 + 144438 144554 ←hypo RNA→ PKD (cd00146)CBM 2 (pfam00553)YceI (pfam04264)→
FN3 (cd00063)CBM 2 (pfam00553)Cytochrom C (pfam00034)YceI (pfam04264)PSD3 (pfam07626)PSCyt3 (pfam07627)PSD4 (pfam07631)PSD5 (pfam07637)→
DUF1501 (pfam07394)HXXSHH (pfam07586)→

13.3 Conserved domains

Conserved domains found in protein-coding genes listed in Section 13.2 are
shown below, with the first sentence in their description from the Conserved Do-
main Database (if any). Conserved domains associated with more than one Gam-

maG20A are assigned a color, while others are shown in gray. The symbols ‘d’ and
‘u’ (if any) to the left of the colored domain name indicate whether the domain oc-
curs upstream or downstream of the RNA motif. Domains marked with lower-case
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‘d’ occur (at least once) present downstream of some GammaG20A in the opposite
orientation. Domains marked with capital ‘D’ occur downstream and in the same
orientation (i.e., a potential cis-regulatory arrangement). Domains marked with
a ‘u’ occur upstream of the RNA in either orientation. If the ‘d’/‘u’ symbols are

missing, then the domain is downstream and in the same strand. (This mode is
used for motifs predicted as cis-regulatory. The number in parentheses after the
colored domain name is the number of occurrences in Section 13.2.

cd00063 (2) Fibronectin type 3 domain; One of three types of internal repeats found in the

plasma protein fibronectin.

cd00146 (2) polycystic kidney disease I (PKD) domain; similar to other cell-surface modules,

with an IG-like fold; domain probably functions as a ligand binding site in protein-protein or

protein-carbohydrate interactions; a single instance of the repeat is presented here.

cd07498 (1) Peptidase S8 family domain, uncharacterized subfamily 15.

COG2020 (1) Putative protein-S-isoprenylcysteine methyltransferase [Posttranslational modifi-

cation, protein turnover, chaperones]
COG3658 (1) Cytochrome b [Energy production and conversion]

pfam00034 (1) Cytochrome c.

pfam00553 (4) Cellulose binding domain.

pfam02371 (1) Transposase IS116/IS110/IS902 family.
pfam04264 (4) YceI-like domain.
pfam07394 (1) Protein of unknown function (DUF1501).

pfam07586 (2) Protein of unknown function (DUF1552).
pfam07626 (2) Protein of unknown function (DUF1587).

pfam07627 (2) Protein of unknown function (DUF1588).

pfam07631 (2) Protein of unknown function (DUF1592).
pfam07637 (2) Protein of unknown function (DUF1595).

PRK13211 (1) N-acetylglucosamine-binding protein A; Reviewed

13.4 Multiple-sequence alignment

Each GammaG20A is denoted by an abbreviation (like “Eco-1-1”) that refers
to a taxonomy given in Section 13.1. Nucleotides proposed to basepair as part
of the consensus structure are shaded in color when they comprise Watson-Crick or
G-U pairs. Otherwise they are shaded gray. Conserved stems are also indicated at
the bottom of the alignment by angle brackets, where matching < and > denote
base-paired columns. Below these angle brackets, the symbol “2” denotes base
pairs exhibiting covariation, “1” denotes base pairs exhibiting compatible muta-
tions, “0” denotes base pairs that are not observed to mutate and “?” denotes base

pairs that have a significant frequency of non-canonical nucleotides for Watson-
Crick or G-U pairs (> 5%). Below these base pair annotation is the consensus
sequence: “R” = “A” or “G”, “Y” = “C” or “U”, red nucleotides: nucleotide
identity conserved more than 97% of the time, black nucleotides: 90%, gray nu-
cleotides: 75%, red circle (qa): nucleotide is present 97% of the time, black circle (qa):
90%, gray circle (qa): 75%, white circle (qa): 50%. All percentages of sequences just
described (e.g. 97% conserved) assume that sequences have been weighted by the
GSC algorithm implemented by the Infernal software package.

alignment positions 1 · · · 136

Pin-1-1 CAAAUUUUGAUGUUGUUUUGUACUAUUUUCUGUUUAAAUACGCUCGAAUUUAAUCAAUCCUAUUAUUUCCAUUCAGUUGUUUAAAUAUUG.....UAGCUG..GAAAAAAGCAAAUUAAGGGAAACCUUAAUACGC
Psp-1-1 UAAAAACACAUUAAACCAGUCUUAAAGGAUUGGUUUUAUUUUUGGUUACAUUCUUUUGUUUGAUUGUUAUGCUAGGCCGAAUUAUAAUCG.......CUGC..AUUGCAAGCAAACUAAUCGAAAGAUUAGGGCGC
Cps-1-1 UUGCGGCGAACAGCACAAGAAGGUCAAAUUAACCUUGAGUUUAAUCUGACCAACUACUUAGUAAUUUAUAAUAUAAAUUACUAAGUAGCU...GUAAUU....GAAAAGAGCAAAACUUUCGAAAGAAAGUGGCGC
Pru-1-1 GGCCUUAUUUCAGGUGAAAUGUGCAAAUAAUGUGAAAGUUGAUGUGUGGGCUUUGUGAUUAUUGCAAUUUUGGGCUACCUUCCUCAGACA.......GG.CUUA.AAAUAGCAAACCUUUCGAAAGGAAGGGACGC
Pci-1-1 GAAUCUUGCUUGAUUGAAAUGUGCAAAUAUUGUGAAUUUUAAGGUUUGGGCCUUGCGGUUAUUGUCACCUUAAGCUAACUUGCUUGAACA.......GG.CUUA.AAAUAGCAAACCUUUUGAAAGAAAGGGACGC

..........................................................................................<<<<<<.<<.<..<......<<...<<<<<<....>>>>>>...>>

..........................................................................................???0??.?2.2..?......00...222222....222222...00qaRR qa qa qaY qa qa qaYRR qa qa qa qaAR qa qa qa qaYAAR qa qaYUGY qa qa qa qaRUU qa qa qaRY qaUR qa qaY qa qaU qa qa qa qaUY qa qa qa qaY qa qaYYY qa qa qa qa qa qa qaY qa qaYY qa qa qa qaA qaCR------- qa qa- qa--R qaAAA qaAGCAAAYY qa qaUYGAAAGR qa qaRRGRCGC
5′

alignment positions 137 · · · 316

Pin-1-1 AAAACCACCGGCCUGUU.GAUUGACUAUUUAGUCUAUGG...CAGCGGAGUUAC.CAAG.GCGA.....UAGCACUUCUUAUCAUCCCUUCUAAUUUGCAAAUUAUAAAUAACUGCUUGAUCACUUUUGUGGAGACAAAAUGAAUCAACGAGUUAAUUUAAUCUAUAACCGCCUAAUUUU
Psp-1-1 AAAGUUCCCGGUCUAAU.ACUUUUUAUAAA..GC...GAUUUUAGCGGGACUACUGAAUAA..CG....UGUUGUUAUGUUUCA.....CUUGCUCUCAGUAUGCUUUUUGUGUAUCCAUAGUGUAUGGAUAAUAUUUUGUAACUCUUAAGGUGUUGCUGUGUUUAUGCAUACGUCGCUG
Cps-1-1 AAAGUCACCGGUCUACGGGAAUAAU.......UCUACGA...CAGCGGAACUGCC.....AACUAC...CAGCAUUAUUGUGCCAAUAAUAAUGUGCAAUGACAGGCACUAAGAAGUAAUAGGUUUUCUGUAGACUUCACACAUUGUGGAGUCACAAAAUGAAGUACGUUAGUAACAAUC
Pru-1-1 AAAGCUUCCGGUCUAAG.GUGCGU........ACUAAGA...UAGCGGGGUUGCUGAAUGCC.......AAUGAGUAUAAAUGAAGCGUAAUGUGCAUACUGUUGUUUUGUAUGCGCAUUGCGAAGCAUAUUGGUAUUCACGCCAAUGGCAUGAGCUGUCAUACCUCCCUCUUUUGGUCU
Pci-1-1 AAAGCUUCCGGUCUAAG.GUGAGA........ACUAAGA...UAGCGGGGUCGCUGAAUGCC.......AACGUUUAUGAAUGCGAUUAACGAGCAUACUUUAGUGCGUAUGCUCGUUACGCAGCUGAUCGGUAUUCACGCCUAUGACAUGUAGUGUCAUCCCCCGUACUUUGGGCUUUU

..<<<<.<<<<<<.....<<............>>...>>...>..>>>>>>>..>>....>>.>>>>>>...............................................................................................................

..?22?.000120.....?2............2?...02...1..000?22?..?2....2?.??0???...............................................................................................................
AAAGYY qaCCGGUCUA qa qa-G qa qaYR qa qa------- qaCUA qaGA---YAGCGGRRYURCY qaAA qa qa qa qa- qa----- qaA qa qaRYUAU qa qa qaU qa qa qa qaY qa qa qa qa qaR qaY qaY qa qa qa qaRY qa qa qaY qaY qa qaR qa qa qa qaY qaRYR qaR qaY qaY qa qa qa qaRRR qaYY qa qaRY qa qa qaU qa qa qaR qaR qa qaR qa qa qa qa qa qa qa qa qaYY qaYRCY qa qaY qa qa qa qaYUY

3′
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alignment positions 317 · · · 496

Pin-1-1 AAUUUUUUUAUUAGUUAUUAGUCCUGCUGUACUAUCUGCAAGUUUACAGAUUACAUGGAGCGAUAACUCAUCAAAUGAAGAUGGUUUUUUAGUCGAAAAACGGCUUUUAAACGAGGAUAAAAUUCAAAAUAUUGCGAUAUUACCUGUUAAUAGCCAAGAAUAUAAUGAUCUAGAUCUUGU
Psp-1-1 GCCUGUGGAAAAUGGUCAGCUAUAGGUUGCUUAAAUCAUCAUACUCAAUUAUUUAUUGGCGAUAUGGUGAGUGUAACCUUUUACGACAUGCAAGGAGAGCUGGUUAGUUUAUCAUUUGAUUACAAAAUCACCUCGCUUGGGCAAGGUGAACCUCAUGCAUGGCCACGUUUAGUUGCCGAG
Cps-1-1 AAAUCGAAAUCAGCUCACUAAUAAAACGCCAAAGCAAAAGUUUUGUACUAGGCUCAUUAUUAUUACCCUUAACUUUCAGCAAUUUCGCGAUAGCGAAUCCUCCUGAACAUUCAGCAGCUUUUGCAAAAGGUCAAAUUUUAGUACAACCACAACCGGGCUUAUCAGAGCAGAACUUCCAAA
Pru-1-1 CUCCUCAUACCUGAACUUGCUCUUGCUAUUGCAGCCUGUUAGCUCUGGUCAACGCUUAACCCGCGAAGAGCAGCAGGGAAUUAACAUGUCAAAUGGCAAUGUUUCGGGGAACUUUCAUGAGACAACGUAAAUACAACACCAGGCAGCACCGGUUUUUAAAAACCAGUCUCUGCUUACUGG
Pci-1-1 CCUCAUACCUGAAUUUGCUCUAGCUAUUACAGCCUGUUAUAUAUGGUCGAACGCCUAUUUAGCGAAGACCAGCAGGGAAAUAACAUGUCAAAUGGCAAUGUUUCGGGGAAUCUUCAUGAGACAAAAUAGACACAACAAGCAGUACCACUUUUUAAAAGUGGGGCUCUGCGUAAUGGCUUU

....................................................................................................................................................................................

....................................................................................................................................................................................qa qaYY qaYR qa qa qa qa qaR qa qaY qaY qa qa qa qa qa qa qaRY qa qaYR qa qaRY qaYR qa qaA qa qaU qa qa qa qa qa qaR qa qaY qaU qa qaRY qaR qa qaRR qa qa qa qa qa qa qa qaR qa qaRR qa qa qaR qa qa qa qa qaY qa qaA qa qaGRRA qa qaY qa qaY qaRR qaR qa qaC qa qaY qa qa qaR qa qa qa qa qaAAR qaRR qaY qa qaR qa qa qa qa qaR qa qa qa qaRY qa qa qa qa qaYY qa qaR qa qa qaRRY qaR qa qa qaY qa qaR qaU qa qaC qaR qa
alignment positions 497 · · · 525

Pin-1-1 UAGUAAUGAGACAUAUUGCUAUCGCAUUA
Psp-1-1 CAUAUUAACGUGCAUGUACCUCUUGUUAG
Cps-1-1 AGAUCCUAGGCAAGCACAAAGCCAGCUCA
Pru-1-1 CUUUGGGGCACUCCAUACACGGCUUUGCU
Pci-1-1 GGGGCACUCCAUAAGCAGCUUGGCUGCAC

.............................

.............................qaR qa qa qa qa qaR qaR qa qa qa qa qa qa qaR qaY qa qaY qa qa qaY qa qa
14 GammaG20G

14.1 Taxa

The taxonomy of each organism containing a putative GammaG20G is listed,
with abbreviations identifying each hit (e.g., “Eco-1-1” and “Eco-1-2” might hy-

pothetically represent two distinct RNAs in E. coli). The abbreviations will be
used to identify each individual GammaG20G in Sections 14.2 and 14.4.

abbrev. of hits taxonomy of species
Aaq-1-1 to Aaq-1-4 Bacteria Proteobacteria Gammaproteobacteria Aeromonadales Aeromonadaceae Aeromonas aquariorum AAK1
Aca-1-1 to Aca-1-3 Bacteria Proteobacteria Gammaproteobacteria Aeromonadales Aeromonadaceae Aeromonas caviae Ae398
Asa-1-1 to Asa-1-5 Bacteria Proteobacteria Gammaproteobacteria Aeromonadales Aeromonadaceae Aeromonas salmonicida subsp. salmonicida A449
Ave-1-1 to Ave-1-5 Bacteria Proteobacteria Gammaproteobacteria Aeromonadales Aeromonadaceae Aeromonas veronii AMC35
Ave-2-1 to Ave-2-6 Bacteria Proteobacteria Gammaproteobacteria Aeromonadales Aeromonadaceae Aeromonas veronii B565
Osp-1-1 Bacteria Proteobacteria Gammaproteobacteria Aeromonadales Aeromonadaceae Oceanimonas sp. GK1
Tau-1-1 Bacteria Proteobacteria Gammaproteobacteria Aeromonadales Aeromonadaceae Tolumonas auensis DSM 9187
Aae-1-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Alteromonadaceae Alishewanella aestuarii B11
Aag-1-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Alteromonadaceae Alishewanella agri BL06
Aje-1-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Alteromonadaceae Alishewanella jeotgali KCTC 22429
Gpa-1-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Alteromonadaceae Glaciecola pallidula DSM 14239 = ACAM 615
Mad-1-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Alteromonadaceae Marinobacter adhaerens HP15
Mma-1-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Alteromonadaceae Marinobacter manganoxydans MnI7-9
Msp-1-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Alteromonadaceae Marinobacter sp. BSs20148
Msp-2-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Alteromonadaceae Marinobacter sp. ELB17
Mst-1-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Alteromonadaceae Marinobacterium stanieri S30
Sde-1-1 to Sde-1-2 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Alteromonadaceae Saccharophagus degradans 2-40
Ttu-1-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Alteromonadales genera incertae sedis Teredinibacter turnerae T7901
Cps-1-1 to Cps-1-2 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Colwelliaceae Colwellia psychrerythraea 34H
Fba-1-1 to Fba-1-3 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Ferrimonadaceae Ferrimonas balearica DSM 9799
Iba-1-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Idiomarinaceae Idiomarina baltica OS145
Msp-3-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Moritellaceae Moritella sp. PE36
Par-1-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Pseudoalteromonadaceae Pseudoalteromonas arctica A 37-1-2
Pci-1-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Pseudoalteromonadaceae Pseudoalteromonas citrea NCIMB 1889
Pha-1-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Pseudoalteromonadaceae Pseudoalteromonas haloplanktis ANT/505
Psp-1-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Pseudoalteromonadaceae Pseudoalteromonas sp. BSi20429
Psp-2-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Pseudoalteromonadaceae Pseudoalteromonas sp. SM9913
Psp-3-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Pseudoalteromonadaceae Pseudoalteromonas spongiae UST010723-006
Ptu-1-1 to Ptu-1-3 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Pseudoalteromonadaceae Pseudoalteromonas tunicata D2
Pun-1-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Pseudoalteromonadaceae Pseudoalteromonas undina NCIMB 2128
Sba-1-1 to Sba-1-2 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Shewanellaceae Shewanella baltica BA175
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Sba-2-1 to Sba-2-2 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Shewanellaceae Shewanella baltica OS117
Sba-3-1 to Sba-3-2 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Shewanellaceae Shewanella baltica OS155
Sba-4-1 to Sba-4-2 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Shewanellaceae Shewanella baltica OS183
Sba-5-1 to Sba-5-2 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Shewanellaceae Shewanella baltica OS185
Sba-6-1 to Sba-6-2 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Shewanellaceae Shewanella baltica OS195
Sba-7-1 to Sba-7-2 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Shewanellaceae Shewanella baltica OS223
Sba-8-1 to Sba-8-2 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Shewanellaceae Shewanella baltica OS678
Sde-2-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Shewanellaceae Shewanella denitrificans OS217
Sha-1-1 to Sha-1-2 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Shewanellaceae Shewanella halifaxensis HAW-EB4
Slo-1-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Shewanellaceae Shewanella loihica PV-4
Son-1-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Shewanellaceae Shewanella oneidensis MR-1
Spe-1-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Shewanellaceae Shewanella pealeana ATCC 700345
Spu-1-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Shewanellaceae Shewanella putrefaciens 200
Sse-1-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Shewanellaceae Shewanella sediminis HAW-EB3
Ssp-1-1 to Ssp-1-2 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Shewanellaceae Shewanella sp. HN-41
Ssp-2-1 to Ssp-2-3 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Shewanellaceae Shewanella sp. MR-4
Ssp-3-1 to Ssp-3-3 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Shewanellaceae Shewanella sp. MR-7
Ssp-4-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Shewanellaceae Shewanella sp. W3-18-1
Svi-1-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Shewanellaceae Shewanella violacea DSS12
Swo-1-1 to Swo-1-2 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Shewanellaceae Shewanella woodyi ATCC 51908
Nha-1-1 Bacteria Proteobacteria Gammaproteobacteria Chromatiales Chromatiaceae Nitrosococcus halophilus Nc4
Nwa-1-1 to Nwa-1-2 Bacteria Proteobacteria Gammaproteobacteria Chromatiales Chromatiaceae Nitrosococcus watsoni C-113
Rna-1-1 Bacteria Proteobacteria Gammaproteobacteria Chromatiales Chromatiaceae Rheinheimera nanhaiensis E407-8
Rsp-1-1 to Rsp-1-2 Bacteria Proteobacteria Gammaproteobacteria Chromatiales Chromatiaceae Rheinheimera sp. A13L
Tma-1-1 Bacteria Proteobacteria Gammaproteobacteria Chromatiales Chromatiaceae Thiocapsa marina 5811
Tsp-1-1 to Tsp-1-4 Bacteria Proteobacteria Gammaproteobacteria Chromatiales Ectothiorhodospiraceae Thioalkalivibrio sp. HL-EbGR7
Tth-1-1 Bacteria Proteobacteria Gammaproteobacteria Chromatiales Ectothiorhodospiraceae Thioalkalivibrio thiocyanoxidans ARh 4
Gxi-1-1 to Gxi-1-2 Bacteria Proteobacteria Gammaproteobacteria Gallaecimonas xiamenensis 3-C-1
gpr-1-1 to gpr-1-4 Bacteria Proteobacteria Gammaproteobacteria gamma proteobacterium NOR51-B
Mtu-1-1 to Mtu-1-2 Bacteria Proteobacteria Gammaproteobacteria Methylococcales Methylococcaceae Methylobacter tundripaludum SV96
Mal-1-1 Bacteria Proteobacteria Gammaproteobacteria Methylococcales Methylococcaceae Methylomicrobium alcaliphilum 20Z
Mme-1-1 to Mme-1-7 Bacteria Proteobacteria Gammaproteobacteria Methylococcales Methylococcaceae Methylomonas methanica MC09
Nca-1-1 to Nca-1-3 Bacteria Proteobacteria Gammaproteobacteria Oceanospirillales Neptuniibacter caesariensis
Mam-1-1 to Mam-1-9 Bacteria Proteobacteria Gammaproteobacteria Thiotrichales Piscirickettsiaceae Methylophaga aminisulfidivorans MP
Msp-4-1 to Msp-4-6 Bacteria Proteobacteria Gammaproteobacteria Thiotrichales Piscirickettsiaceae Methylophaga sp. JAM1
Tcr-1-1 to Tcr-1-3 Bacteria Proteobacteria Gammaproteobacteria Thiotrichales Piscirickettsiaceae Thiomicrospira crunogena XCL-2
Vba-1-1 to Vba-1-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales unclassified Vibrionales Vibrionales bacterium SWAT-3
Asa-2-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Aliivibrio salmonicida LFI1238
Vfi-1-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Aliivibrio Vibrio fischeri ES114
Vfi-2-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Aliivibrio Vibrio fischeri MJ11
Gho-1-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Grimontia hollisae CIP 101886
Pan-1-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Photobacterium angustum S14
Pda-1-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Photobacterium damselae subsp. damselae CIP 102761
Ple-1-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Photobacterium leiognathi subsp. mandapamensis svers.1.1
Ppr-1-1 to Ppr-1-3 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Photobacterium profundum 3TCK
Ppr-2-1 to Ppr-2-3 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Photobacterium profundum SS9
Psp-4-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Photobacterium sp. SKA34
Val-1-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio alginolyticus 12G01
Val-2-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio alginolyticus 40B
Van-1-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio anguillarum 775
Vbr-1-1 to Vbr-1-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio brasiliensis LMG 20546
Vca-1-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio campbellii DS40M4
Vca-2-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio caribbenthicus ATCC BAA-2122
Vch-1-1 to Vch-1-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholera CIRS 101
Vch-2-1 to Vch-2-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae 12129(1)
Vch-3-1 to Vch-3-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae 1587
Vch-4-1 to Vch-4-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae 2740-80
Vch-5-1 to Vch-5-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae 623-39
Vch-6-1 to Vch-6-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae AM-19226
Vch-7-1 to Vch-7-4 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae B33
Vch-30-1 to Vch-30-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae bv. albensis VL426
Vch-8-1 to Vch-8-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae BX 330286
Vch-9-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae CT 5369-93
Vch-10-1 to Vch-10-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae IEC224
Vch-11-1 to Vch-11-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae INDRE 91/1
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Vch-12-1 to Vch-12-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae LMA3984-4
Vch-13-1 to Vch-13-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae M66-2
Vch-14-1 to Vch-14-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae MAK 757
Vch-15-1 to Vch-15-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae MJ-1236
Vch-16-1 to Vch-16-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae MO10
Vch-17-1 to Vch-17-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae MZO-2
Vch-18-1 to Vch-18-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae MZO-3
Vch-19-1 to Vch-19-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae NCTC 8457
Vch-20-1 to Vch-20-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae O1 biovar El Tor str. N16961
Vch-21-1 to Vch-21-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae O1 str. 2010EL-1786
Vch-22-1 to Vch-22-4 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae O395
Vch-23-1 to Vch-23-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae RC27
Vch-24-1 to Vch-24-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae RC385
Vch-25-1 to Vch-25-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae RC9
Vch-26-1 to Vch-26-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae TM 11079-80
Vch-27-1 to Vch-27-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae TMA 21
Vch-28-1 to Vch-28-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae V51
Vch-29-1 to Vch-29-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cholerae V52
Vco-1-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio coralliilyticus ATCC BAA-450
Vcy-1-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio cyclitrophicus ZF14
Vfu-1-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio furnissii CIP 102972
Vfu-2-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio furnissii NCTC 11218
Vha-1-1 to Vha-1-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio harveyi 1DA3
Vha-2-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio harveyi ATCC BAA-1116
Vha-3-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio harveyi HY01
Vic-1-1 to Vic-1-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio ichthyoenteri ATCC 700023
Vme-1-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio metschnikovii CIP 69.14
Vmi-1-1 to Vmi-1-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio mimicus MB-451
Vmi-2-1 to Vmi-2-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio mimicus VM223
Vmi-3-1 to Vmi-3-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio mimicus VM573
Vmi-4-1 to Vmi-4-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio mimicus VM603
Vni-1-1 to Vni-1-4 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio nigripulchritudo ATCC 27043
Vor-1-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio ordalii ATCC 33509
Vor-2-1 to Vor-2-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio orientalis CIP 102891
Vpa-1-1 to Vpa-1-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio parahaemolyticus 16
Vpa-2-1 to Vpa-2-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio parahaemolyticus AN-5034
Vpa-3-1 to Vpa-3-5 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio parahaemolyticus AQ3810
Vpa-4-1 to Vpa-4-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio parahaemolyticus AQ4037
Vpa-5-1 to Vpa-5-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio parahaemolyticus K5030
Vpa-6-1 to Vpa-6-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio parahaemolyticus Peru-466
Vpa-7-1 to Vpa-7-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio parahaemolyticus RIMD 2210633
Vro-1-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio rotiferianus DAT722
Vsc-1-1 to Vsc-1-3 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio scophthalmi LMG 19158
Vsh-1-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio shilonii AK1
Vsi-1-1 to Vsi-1-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio sinaloensis DSM 21326
Vsp-1-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio sp. AND4
Vsp-2-1 to Vsp-2-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio sp. EJY3
Vsp-3-1 to Vsp-3-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio sp. Ex25
Vsp-4-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio sp. MED222
Vsp-5-1 to Vsp-5-3 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio sp. N418
Vsp-6-1 to Vsp-6-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio sp. RC341
Vsp-7-1 to Vsp-7-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio sp. RC586
Vsp-8-1 to Vsp-8-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio splendidus 12B01
Vsp-9-1 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio splendidus LGP32
Vtu-1-1 to Vtu-1-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio tubiashii ATCC 19109
Vvu-1-1 to Vvu-1-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio vulnificus CMCP6
Vvu-2-1 to Vvu-2-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio vulnificus MO6-24/O
Vvu-3-1 to Vvu-3-2 Bacteria Proteobacteria Gammaproteobacteria Vibrionales Vibrionaceae Vibrio vulnificus YJ016
env-1 environmental sample

14.2 Gene contexts
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Each GammaG20G (indicated by “RNA→”) is listed. For each hit, the genes
located within 6 Kb of the hit are given, except that genes are not listed for
eukaryotes, because these organisms were not used in the statistics of genetic el-
ements associated with c-di-GMP riboswitches.. Some environmental sequences
and some RefSeq entries lack gene annotations, and so no genes are available for
such sequences. The direction of each gene is indicated with an arrow (→), and
each conserved domain in the gene is colored. Conserved domains associated
with more than one GammaG20G are assigned a color; other domains are gray.
Information about these conserved domains is given in Section 14.3. The acces-

sion number of the sequence containing each GammaG20G is given. Accessions
beginning with “NC ”, “NS ”, “NW ” or “NZ ” are contained in RefSeq. Other
accession refer to environmental samples, whose sources are cited in Methods. Nu-
cleotide coordinates are given for the 5′ and 3′ boundaries of each GammaG20G.
If the 5′ coordinate is greater than the 3′ coordinate, the RNA is present on the
reverse-complement strand of the containing genomic DNA sequence. Each hit is
denoted by an abbreviation (like “Eco-1-1”) that refers to a taxonomy given in
Section 14.1.

abbrev. Seq. accession 5′ at 3′ at genes
Rsp-1-1 NZ AFHI01000023.1 - 163841 163724 Peptidase M15 (pfam01427)→ RNA→ PAS (cd00130)MA (smart00283)→
Vni-1-1 NZ AFWJ01000289.1 + 14502 14622 ←Hydrolase (pfam00702) RNA→ hypo→
Vni-1-2 NZ AFWJ01000289.1 + 18165 18361 hypo→ RNA→ hypo→
Vha-1-1 NZ ACZC01000013.1 + 188412 188521 TIGR03503 (TIGR03503)→ RNA→ hypo→
Vni-1-3 NZ AFWJ01000289.1 + 16349 16474 hypo→ RNA→ hypo→
Gpa-1-1 NZ BAEQ01000050.1 + 30380 30492 (big gap) Aspartase like (cd01596)→ RNA→ hypo→
Tth-1-1 NZ AGFB01000006.1 + 139884 140010 COG1042 (COG1042)AcCoA-syn-alpha (TIGR02717)NAT SF (cd04301)→ RNA→ Peptidases S8 S53 (cd00306)→
Mam-1-1 NZ AFIG01000003.1 - 631354 631243 ←PAS (cd00130)MA (smart00283) RNA→ hypo→
Ave-2-1 NC 015424.1 + 2331346 2331456 (big gap) COG5514 (COG5514)→ RNA→ hypo→ CESA like (cd06423)→ EmrA (COG1566)→
Msp-4-1 NC 017857.1 + 844787 844897 ←hypo RNA→ hypo→
Nca-1-1 NZ AAOW01000017.1 - 31255 31139 ←hypo RNA→ hypo→
Nca-1-2 NZ AAOW01000010.1 - 54997 54891 PAS (cd00130)EAL (cd01948)GGDEF (cd01949)sensory box (TIGR00229)→ RNA→ hypo→
Mme-1-1 NC 015572.1 - 3378111 3377999 ligand gated channel (cd01347)STN (pfam07660)→ RNA→ hypo→
Msp-3-1 NZ ABCQ01000007.1 - 1357 1243 ←SpoA (pfam01052) RNA→ OmpA C-like (cd07185)→ PleD (COG3706)→
Mme-1-2 NC 015572.1 - 3052780 3052659 hypo→ RNA→ PEP motif anchor domain-containing protein→ SpeE (COG0421)efflux EmrB (TIGR00711)→
Mme-1-3 NC 015572.1 - 4651121 4651006 TPR (cd00189)→ RNA→ hypo→
Mme-1-4 NC 015572.1 - 4842575 4842462 pseudogene→ RNA→ hypo→
gpr-1-1 NZ DS999411.1 - 2899211 2899094 hypo→ RNA→ DUF796 (pfam05638)→
Ave-2-2 NC 015424.1 + 929473 929594 HATPase c (cd00075)REC (cd00156)PutP (COG0591)HisKA (cd00082)sensory box (TIGR00229)→ RNA→

ChtBD3 (cd00036)Chitinase N term (cd02848)GH18 chitinase (cd06548)REJ (pfam02010)→
Ave-1-1 NZ AGWW01000017.1 - 169583 169462 HATPase c (cd00075)REC (cd00156)PutP (COG0591)HisKA (cd00082)sensory box (TIGR00229)→ RNA→

ChtBD3 (cd00036)Chitinase N term (cd02848)GH18 chitinase (cd06548)REJ (pfam02010)→
Nca-1-3 NZ AAOW01000025.1 + 38973 39084 ←HTH MARR (smart00347) RNA→ ←hypo
Ssp-3-1 NC 008322.1 + 675026 675148 ABC ATPase (cd00267)→ RNA→ hypo→
Ssp-2-1 NC 008321.1 - 4029427 4029305 ABC ATPase (cd00267)→ RNA→ hypo→
Spu-1-1 NC 017566.1 + 712641 712757 ABC ATPase (cd00267)→ RNA→ hypo→
Ssp-4-1 NC 008750.1 - 3966343 3966227 ABC ATPase (cd00267)→ RNA→ hypo→
Nwa-1-1 NC 014315.1 - 3036693 3036585 WcaG (COG0451)→ RNA→ NTP transferase (cd04181)→ AHBA syn (cd00616)→

Bac transf (pfam02397)EPS sugtrans (TIGR03025)→ GT1 cap1E like (cd03808)→
Nwa-1-2 NC 014315.1 - 3042781 3042661 (big gap) ←hypo RNA→ NosD (COG3420)→ hypo→
Tcr-1-1 NC 007520.2 + 325936 326043 ←OAT like (cd00610) RNA→ hypo→
Mam-1-2 NZ AFIG01000003.1 + 123977 124096 ←hypo RNA→ TSP C (pfam05735)→
Sde-1-1 NC 007912.1 - 787502 787381 (big gap) ←hypo RNA→ COG2206 (COG2206)DUF3391 (pfam11871)→
Nha-1-1 NC 013960.1 + 3391727 3391846 ←pseudogene RNA→ fn3 (pfam00041)→
Rsp-1-2 NZ AFHI01000034.1 - 24943 24831 DUF416 (pfam04222)→ RNA→ DUF3718 (pfam12514)→
Rna-1-1 NZ BAFK01000002.1 - 275351 275224 Pcp (COG2039)→ RNA→ DUF3718 (pfam12514)→
Aae-1-1 NZ ALAB01000043.1 - 10224 10113 DUF772 (pfam05598)→ RNA→ DUF3718 (pfam12514)→
Aje-1-1 NZ AHTH01000063.1 - 6314 6199 RNA→ DUF3718 (pfam12514)→
Aag-1-1 NZ AKKU01000002.1 - 6417 6302 ArsA (cd02035)→ RNA→ DUF3718 (pfam12514)→
Mme-1-5 NC 015572.1 + 986068 986253 GspM (pfam04612)→ RNA→ hypo→ hypo→
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Sha-1-1 NC 010334.1 - 4546754 4546633 ←hypo RNA→ ChtBD3 (cd00036)GH18 chitinase D-like (cd02871)→
Spe-1-1 NC 009901.1 - 4449153 4449035 hypo→ RNA→ ChtBD3 (cd00036)GH18 chitinase D-like (cd02871)→
Mam-1-3 NZ AFIG01000003.1 - 233725 233617 ←hypo RNA→ hypo→
Mam-1-4 NZ AFIG01000001.1 - 1236864 1236749 hypo→ RNA→ hypo→
Vsp-5-1 NZ AFWD01000016.1 - 79637 79524 type I hlyD (TIGR01843)→ RNA→ hypo→
Vsc-1-1 NZ AFWE01000220.1 - 3190 3077 type I hlyD (TIGR01843)→ RNA→ hypo→
Mme-1-6 NC 015572.1 + 477515 477628 ←BacA (pfam02673) RNA→ hypo→ CBM 4 9 (pfam02018)→ PEPCTERM Roseo (TIGR03370)→
Tcr-1-2 NC 007520.2 + 1048643 1048743 REC (cd00156)trans reg C (cd00383)→ RNA→ RF3 II (cd03689)RF3 (cd04169)→
Tcr-1-3 NC 007520.2 + 1051057 1051169 RF3 II (cd03689)RF3 (cd04169)→ RNA→ ←CBS pair Mg transporter (cd04606)
Msp-4-2 NC 017857.1 - 82903 82790 ←TIGR03549 (TIGR03549) RNA→ PEPCTERM Roseo (TIGR03370)TSP C (pfam05735)→
Mam-1-5 NZ AFIG01000003.1 - 123633 123518 ←TSP C (pfam05735) RNA→ hypo→
Msp-4-3 NC 017857.1 + 1407024 1407138 hypo→ RNA→ hypo→
Msp-4-4 NC 017857.1 + 1405161 1405276 WcaJ sugtrans (TIGR03023)→ RNA→ hypo→
Msp-4-5 NC 017857.1 + 1406083 1406198 hypo→ RNA→ hypo→
Mam-1-6 NZ AFIG01000003.1 - 355057 354948 hypo→ RNA→ hypo→
Mam-1-7 NZ AFIG01000003.1 - 355856 355739 WcaJ sugtrans (TIGR03023)→ RNA→ hypo→
Mam-1-8 NZ AFIG01000001.1 + 1615953 1616059 ←MopB CT 3 (cd02786)MopB 3 (cd02766) RNA→ hypo→
Mme-1-7 NC 015572.1 + 990638 990735 FhaC (COG2831)→ RNA→ adhes NPXG (TIGR01901)DUF3739 (pfam12545)→
Ptu-1-1 NZ AAOH01000001.1 - 581807 581691 SelR (pfam01641)→ RNA→ hypo→ cytidine deaminase (cd01283)→
Asa-1-1 NC 009348.1 + 365066 365189 FHIPEP (pfam00771)→ RNA→ REC (cd00156)AAA (cd00009)→ FliE (pfam02049)→ fliF (COG1766)→

FliG (COG1536)→ FliH (pfam02108)Yae1 N (pfam09811)→ ATPase flagellum-secretory path III (cd01136)→
lateral flagellar protein, LfiJ→

gpr-1-2 NZ DS999411.1 - 2888277 2888156 CopB (pfam05275)→ RNA→ (big gap) collagen alpha-1(XI) chain→
gpr-1-3 NZ DS999411.1 - 2442312 2442191 hypo→ RNA→ DUF796 (pfam05638)→
Ptu-1-2 NZ AAOH01000011.1 - 15165 15049 ←Ion trans 2 (pfam07885) RNA→ ←DUF885 (pfam05960)
Pha-1-1 NZ ADOP01000017.1 - 55111 54991 COG3658 (COG3658)→ RNA→ PRK13211 (PRK13211)→
Par-1-1 NZ AHBY01000024.1 + 27813 27934 COG3658 (COG3658)→ RNA→ PRK13211 (PRK13211)→
Psp-1-1 NZ BADV01000004.1 + 32053 32174 COG3658 (COG3658)→ RNA→ PRK13211 (PRK13211)→
Tsp-1-1 NC 011901.1 - 3208772 3208655 COG1042 (COG1042)AcCoA-syn-alpha (TIGR02717)Acetyltransf 1 (pfam00583)→ RNA→ hypo→
Ttu-1-1 NC 012997.1 - 634912 634795 nitrilase Rim1 like (cd07574)→ RNA→ HDc (cd00077)DUF3391 (pfam11871)→
gpr-1-4 NZ DS999411.1 - 2904207 2904086 (big gap) ←PsiE (pfam06146) RNA→ MhpC (COG0596)→
Mal-1-1 NC 016112.1 + 3219708 3219826 ←T den put tspse (TIGR01784) RNA→ Peptidases S8 15 (cd07498)→
Pci-1-1 NZ AHBZ01000010.1 - 48927 48808 ←PHA03098 (PHA03098) RNA→ hypo→ LamG (smart00282)→
Psp-4-1 NZ AAOU01000011.1 - 39740 39612 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Pan-1-1 NZ AAOJ01000002.1 + 319449 319577 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Ple-1-1 NZ DF093596.1 + 1216196 1216322 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Tsp-1-2 NC 011901.1 + 2479048 2479165 ←CLECT VCBS (cd03603) RNA→ (big gap) NosD (COG3420)→
Tsp-1-3 NC 011901.1 - 1219790 1219673 hypo→ RNA→ hypo→
Tsp-1-4 NC 011901.1 - 1221179 1221060 ←hypo RNA→ hypo→
Swo-1-1 NC 010506.1 + 1418930 1419079 APP MetAP (cd01066)→ RNA→

ChtBD3 (cd00036)Chitinase N term (cd02848)GH18 chitinase (cd06548)REJ (pfam02010)→
Vsp-2-1 NC 016614.1 - 1866607 1866491 catalase peroxidase 1 (cd00649)catalase peroxidase 2 (cd08200)→ RNA→ Glyco hydro 68 (pfam02435)→

SacC (COG1621)→
Asa-1-2 NC 009348.1 + 899648 899767 ←YhcR OBF like (cd04486) RNA→ GH18 chitinase (cd06548)ChiC (pfam06483)→
Aaq-1-1 NZ BAFL01000001.1 + 46222 46340 ←YhcR OBF like (cd04486) RNA→ ChtBD3 (cd00036)GH18 chitinase (cd06548)ChiC (pfam06483)→
Aca-1-1 NZ CACP01000095.1 - 68808 68692 ←YhcR OBF like (cd04486) RNA→ ChtBD3 (cd00036)GH18 chitinase (cd06548)ChiC (pfam06483)→
Ave-2-3 NC 015424.1 + 3993866 3993983 COG4564 (COG4564)HAMP (cd06225)MA (smart00283)→ RNA→ COG3397 (COG3397)→
Ave-1-2 NZ AGWW01000008.1 - 22403 22286 COG4564 (COG4564)HAMP (cd06225)MA (smart00283)→ RNA→ COG3397 (COG3397)→
Aaq-1-2 NZ BAFL01000016.1 + 163070 163190 COG4564 (COG4564)HAMP (cd06225)MA (smart00283)→ RNA→ COG3397 (COG3397)→
Asa-1-3 NC 009348.1 - 610713 610597 COG4564 (COG4564)HAMP (cd06225)MA (smart00283)→ RNA→ COG3397 (COG3397)→
Aca-1-2 NZ CACP01000017.1 - 7901 7785 COG4564 (COG4564)HAMP (cd06225)MA (smart00283)→ RNA→ COG3397 (COG3397)→
Gho-1-1 NZ ADAQ01000013.1 + 435849 435978 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Cps-1-1 NC 003910.7 - 1642534 1642408 pcaJ scoB fam (TIGR02428)→ RNA→ DUF3718 (pfam12514)→
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Psp-3-1 NZ AHCE01000004.1 - 231332 231212 ←Ion trans 2 (pfam07885) RNA→ ←DUF885 (pfam05960)

Vpa-1-1 NZ DS999351.1 - 3629 3510 ←hypo RNA→ COG3397 (COG3397)→
Cps-1-2 NC 003910.7 + 4612602 4612713 ←hypo RNA→ ←DUF885 (pfam05960)
Fba-1-1 NC 014541.1 + 739786 739912 (big gap) LysRS core (cd00775)LysRS N (cd04322)→ RNA→ ChtBD3 (cd00036)COG3397 (COG3397)→
Swo-1-2 NC 010506.1 - 4728878 4728748 ←COG2119 (COG2119) RNA→ COG3397 (COG3397)→
Ppr-1-1 NZ AAPH01000007.1 - 119254 119140 LbH XAT (cd03349)→ RNA→ CybB (COG3038)→
Ppr-2-1 NC 006371.1 + 355534 355645 ←MA (smart00283) RNA→ COG3397 (COG3397)→ CybB (COG3038)→
Vor-2-1 NZ ACZV01000004.1 + 867721 867840 ←HTH XRE (cd00093) RNA→ COG3397 (COG3397)→
Vbr-1-1 NZ AEVS01000059.1 - 18451 18328 ←HTH XRE (cd00093) RNA→ COG3397 (COG3397)→
Vba-1-1 NZ AAZW01000005.1 + 50237 50352 ←hypo RNA→ COG3397 (COG3397)→
Vsp-8-1 NZ AAMR01000015.1 - 100106 99991 ←hypo RNA→ COG3397 (COG3397)→
Vsi-1-1 NZ AEVT01000083.1 - 27787 27667 ←HTH XRE (cd00093) RNA→ COG3397 (COG3397)→
Vtu-1-1 NZ AFWI01000214.1 + 14789 14912 ←HTH XRE (smart00530) RNA→ COG3397 (COG3397)→
Vsp-3-1 NC 013457.1 - 1291334 1291202 COG2335 (COG2335)→ RNA→ COG3397 (COG3397)→
Val-1-1 NZ AAPS01000001.1 - 220369 220228 COG2335 (COG2335)→ RNA→ COG3397 (COG3397)→
Val-2-1 NZ ACZB01000024.1 + 14107 14237 COG2335 (COG2335)→ RNA→ COG3397 (COG3397)→
Vpa-7-1 NC 004605.1 + 1695923 1696048 RHOD YceA (cd01518)→ RNA→ COG3397 (COG3397)→
Vpa-6-1 NZ ACFM01000057.1 + 29046 29171 RHOD YceA (cd01518)→ RNA→ COG3397 (COG3397)→
Vpa-2-1 NZ ACFO01000050.1 + 596710 596835 RHOD YceA (cd01518)→ RNA→ COG3397 (COG3397)→
Vpa-5-1 NZ ACKB01000054.1 + 343145 343270 RHOD YceA (cd01518)→ RNA→ COG3397 (COG3397)→
Vpa-3-1 NZ AAWQ01000012.1 + 168 293 RNA→ COG3397 (COG3397)→
Vpa-3-2 NZ AAWQ01000087.1 - 9662 9537 ←hypo RNA→ COG3397 (COG3397)→
Vpa-3-3 NZ AAWQ01000114.1 + 168 293 RNA→ COG3397 (COG3397)→
Vpa-3-4 NZ AAWQ01000571.1 - 196 71 ←NTPase I-T (pfam01931) RNA→
Vpa-4-1 NZ ACFN01000028.1 + 32851 32978 RHOD YceA (cd01518)→ RNA→ COG3397 (COG3397)→
Ptu-1-3 NZ AAOH01000007.1 + 198676 198797 ←Trehalase (pfam01204) RNA→ hypo→ PRK13211 (PRK13211)→
Asa-2-1 NC 011312.1 - 2124508 2124394 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→

COG0398 (COG0398)→
Vfi-2-1 NC 011184.1 + 1780741 1780859 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vfi-1-1 NC 006840.2 + 1762247 1762365 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Pda-1-1 NZ ADBS01000001.1 + 1452423 1452551 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vsp-5-2 NZ AFWD01000022.1 + 16278 16400 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vsc-1-2 NZ AFWE01000226.1 + 43104 43226 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vic-1-1 NZ AFWF01000175.1 - 38406 38284 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vni-1-4 NZ AFWJ01000073.1 + 9679 9806 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)→
Vsh-1-1 NZ ABCH01000059.1 - 9258 9135 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vsp-9-1 NC 011753.2 - 1146274 1146155 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→

COG0398 (COG0398)→ hypo→
Vsp-4-1 NZ AAND01000010.1 - 47387 47268 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vcy-1-1 NZ AIDH01000125.1 - 11401 11282 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vsp-8-2 NZ AAMR01000021.1 - 11859 11738 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vba-1-2 NZ AAZW01000020.1 + 21372 21493 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vor-2-2 NZ ACZV01000005.1 - 451378 451257 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vbr-1-2 NZ AEVS01000091.1 + 2975 3094 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vsi-1-2 NZ AEVT01000105.1 + 24684 24805 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vpa-1-2 NZ DS999328.1 + 192179 192299 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vtu-1-2 NZ AFWI01000113.1 + 53814 53934 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vca-2-1 NZ AEIU01000122.1 + 2624 2744 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vfu-2-1 NC 016602.1 - 1685139 1685020 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vfu-1-1 NZ ACZP01000013.1 - 323544 323425 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Van-1-1 NC 015633.1 + 1996176 1996295 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vor-1-1 NZ AEZC01000128.1 - 5983 5864 hypo→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vme-1-1 NZ ACZO01000006.1 - 562477 562361 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)→ TfoX C (pfam04994)→
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Vch-24-1 NZ AAKH03000009.1 + 28629 28749 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-28-1 NZ DS179715.1 + 68642 68762 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-22-1 NC 009457.1 + 1413791 1413911 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-22-2 NC 012582.1 + 1945210 1945330 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-12-1 NC 017270.1 + 1730405 1730525 pseudogene→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-29-1 NZ AAKJ02000030.1 + 26326 26446 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-3-1 NZ AAUR01000002.1 + 72147 72267 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-18-1 NZ AAUU01000047.1 - 27444 27324 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-17-1 NZ AAWF01000029.1 + 2506 2626 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-5-1 NZ AAWG01000002.1 + 25194 25314 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-2-1 NZ ACFQ01000010.1 - 734758 734638 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-30-1 NZ ACHV01000001.1 + 439531 439651 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-26-1 NZ ACHW01000019.1 - 33521 33401 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-23-1 NZ ADAI01000041.1 + 281035 281155 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-6-1 NZ DS265226.1 - 114988 114868 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-9-1 NZ ADAL01000127.1 + 2617 2737 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-13-1 NC 012578.1 + 1807813 1807933 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-15-1 NC 012668.1 - 1806556 1806436 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-20-1 NC 002505.1 + 1860679 1860799 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-10-1 NC 016944.1 + 1906987 1907107 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-21-1 NC 016445.1 + 1332079 1332199 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-16-1 NZ DS990136.1 + 1091991 1092111 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-14-1 NZ AAUS02000005.1 - 126686 126566 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-4-1 NZ AAUT01000003.1 + 5799 5919 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-7-1 NZ AAWE01000118.1 - 3465 3345 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-25-1 NZ ACHX01000011.1 + 282842 282962 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-27-1 NZ ACHY01000017.1 + 281205 281325 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-7-2 NZ ACHZ01000017.1 + 1070892 1071012 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-8-1 NZ ACIA01000006.1 - 1070699 1070579 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-1-1 NZ ACVW01000011.1 - 76142 76022 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-11-1 NZ ADAK01000056.1 + 255714 255834 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vch-19-1 NZ AAWD01000198.1 - 2314 2194 RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vmi-2-1 NZ ADAJ01000008.1 + 1115345 1115465 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vmi-4-1 NZ ACYU01000186.1 + 66707 66827 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vmi-3-1 NZ ACYV01000008.1 - 760149 760029 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vmi-1-1 NZ ADAF01000001.1 - 1074686 1074566 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vsp-6-1 NZ ACZT01000023.1 + 296960 297079 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vvu-3-1 NC 005139.1 + 2327895 2328017 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→ hypo→

COG0398 (COG0398)→ hypo→
Vvu-2-1 NC 014965.1 - 1123248 1123126 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vvu-1-1 NC 004459.3 - 2138097 2137975 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vsp-7-1 NZ ADBD01000013.1 + 222748 222869 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vpa-3-5 NZ AAWQ01000045.1 + 17404 17529 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vpa-4-2 NZ ACFN01000044.1 - 10808 10683 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vpa-7-2 NC 004603.1 - 1078754 1078629 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ hypo→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vpa-6-2 NZ ACFM01000141.1 - 9256 9131 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vpa-2-2 NZ ACFO01000009.1 - 100736 100611 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vpa-5-2 NZ ACKB01000125.1 + 18284 18409 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vha-3-1 NZ AAWP01000006.1 + 124144 124269 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vha-2-1 NC 009783.1 - 1588094 1587969 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vsp-1-1 NZ ABGR01000006.1 + 118478 118603 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vro-1-1 NZ AFAJ01000025.1 - 99314 99190 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
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Vsp-2-2 NC 016613.1 - 1089394 1089272 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vha-1-2 NZ ACZC01000050.1 - 13242 13119 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vca-1-1 NZ AGIE01000036.1 + 12285 12408 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vsp-3-2 NC 013456.1 + 2580783 2580906 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Vco-1-1 NZ ACZN01000018.1 + 915370 915493 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Ppr-2-2 NC 006370.1 + 2427558 2427701 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Ppr-1-2 NZ AAPH01000002.1 + 334477 334621 PBP1 PurR (cd06275)HTH LacI (cd01392)→ RNA→ TfoX N (pfam04993)TfoX C (pfam04994)→
Sba-8-1 NC 016901.1 - 4172602 4172469 ←COG2119 (COG2119) RNA→ COG3397 (COG3397)→
Sba-6-1 NC 009997.1 - 4224638 4224505 ←COG2119 (COG2119) RNA→ COG3397 (COG3397)→
Sba-2-1 NC 017579.1 + 1124956 1125089 ←COG2119 (COG2119) RNA→ COG3397 (COG3397)→
Sba-3-1 NC 009052.1 + 1022711 1022844 ←COG2119 (COG2119) RNA→ COG3397 (COG3397)→
Sba-5-1 NC 009665.1 - 4117756 4117623 ←COG2119 (COG2119) RNA→ COG3397 (COG3397)→
Sba-4-1 NZ CM001435.1 + 1039543 1039676 ←COG2119 (COG2119) RNA→ COG3397 (COG3397)→
Sba-1-1 NC 017571.1 - 3998700 3998567 ←COG2119 (COG2119) RNA→ COG3397 (COG3397)→
Sba-7-1 NC 011663.1 - 4025260 4025127 ←COG2119 (COG2119) RNA→ COG3397 (COG3397)→
Ssp-1-1 NZ AFOZ01000014.1 + 232513 232644 ←COG2119 (COG2119) RNA→ COG3397 (COG3397)→
Son-1-1 NC 004347.1 + 1112471 1112597 ←COG2119 (COG2119) RNA→ COG3397 (COG3397)→
Ssp-3-2 NC 008322.1 + 1084456 1084586 ←misc RNA yybP-ykoY element as predicted by Rfam (RF00080), score 66.28 RNA→ COG3397 (COG3397)→
Ssp-2-2 NC 008321.1 - 3621639 3621509 ←hypo RNA→ COG3397 (COG3397)→
Svi-1-1 NC 014012.1 + 990508 990660 ←hypo RNA→ ChtBD3 (cd00036)Chitinase N term (cd02848)GH18 chitinase (cd06548)REJ (pfam02010)→
Ppr-1-3 NZ AAPH01000029.1 - 24037 23914 DHDPS-like (cd00408)→ RNA→ Peptidase M66 (pfam10462)→
Ppr-2-3 NC 006370.1 + 2634469 2634592 DHDPS-like (cd00408)→ RNA→ Peptidase M66 (pfam10462)→
Asa-1-4 NC 009348.1 - 3594044 3593922 pseudogene→ RNA→ pseudogene→ Peptidase M66 (pfam10462)→

chitinase glyco hydro 19 (cd00325)CBM 5 12 (pfam02839)→
Aaq-1-3 NZ BAFL01000012.1 - 319574 319454 HATPase c (cd00075)REC (cd00156)PutP (COG0591)HisKA (cd00082)sensory box (TIGR00229)→ RNA→

ChtBD3 (cd00036)Chitinase N term (cd02848)GH18 chitinase (cd06548)REJ (pfam02010)→
Peptidase M66 (pfam10462)→ chitinase glyco hydro 19 (cd00325)CBM 5 12 (pfam02839)→

Aca-1-3 NZ CACP01000024.1 + 108770 108888 HATPase c (cd00075)REC (cd00156)PutP (COG0591)HisKA (cd00082)sensory box (TIGR00229)→ RNA→
ChtBD3 (cd00036)Chitinase N term (cd02848)GH18 chitinase (cd06548)REJ (pfam02010)→

Ave-2-4 NC 015424.1 + 4488269 4488388 ←M3A DCP Oligopeptidase A (cd06456) RNA→
ChtBD3 (cd00036)Big 3 (pfam07523)GH18 chitinase D-like (cd02871)ChtBD3 (smart00495)→

Ave-1-3 NZ AGWW01000005.1 - 18568 18449 ←M3A DCP Oligopeptidase A (cd06456) RNA→
ChtBD3 (cd00036)Big 3 (pfam07523)GH18 chitinase D-like (cd02871)ChtBD3 (smart00495)→

Aaq-1-4 NZ BAFL01000016.1 + 264557 264674 (big gap) ←Fimbrial (pfam00419) RNA→ fimbrial protein→
Ave-2-5 NC 015424.1 - 529909 529791 (big gap) ←Fimbrial (pfam00419) RNA→ (big gap) Peptidase M9 (pfam01752)→
Ave-1-4 NZ AGWW01000020.1 + 136946 137064 (big gap) ←Fimbrial (pfam00419) RNA→ hypo→
Asa-1-5 NC 009348.1 - 4016052 4015930 (big gap) ←Fimbrial (pfam00419) RNA→ hypo→
Ave-1-5 NZ AGWW01000017.1 - 165124 165004 ←GGDEF (cd01949)GAF (pfam01590) RNA→

ChtBD3 (cd00036)Chitinase N term (cd02848)GH18 chitinase (cd06548)REJ (pfam02010)→
ChtBD3 (cd00036)Peptidase M66 (pfam10462)→
chitinase glyco hydro 19 (cd00325)CADG (smart00736)CBM 5 12 (pfam02839)→

Ave-2-6 NC 015424.1 + 933938 934058 ←GGDEF (cd01949)GAF (pfam01590) RNA→
ChtBD3 (cd00036)Chitinase N term (cd02848)GH18 chitinase (cd06548)REJ (pfam02010)→
ChtBD3 (cd00036)Peptidase M66 (pfam10462)→
chitinase glyco hydro 19 (cd00325)CADG (smart00736)CBM 5 12 (pfam02839)→

Sha-1-2 NC 010334.1 + 4237442 4237564 (big gap) XynA (COG2314)→ RNA→ Peptidase M66 (pfam10462)TagA (pfam12561)→
Ssp-2-3 NC 008321.1 - 3357389 3357266 NagC (COG1940)→ RNA→ ChtBD3 (cd00036)Chitinase N term (cd02848)GH18 chitinase (cd06548)→
Ssp-3-3 NC 008322.1 - 3427754 3427631 NagC (COG1940)→ RNA→ ChtBD3 (cd00036)Chitinase N term (cd02848)GH18 chitinase (cd06548)→
Sde-2-1 NC 007954.1 + 2534217 2534338 (big gap) DUF2897 (pfam11446)→ RNA→

ChtBD3 (cd00036)GH18 chitinase (cd06548)ChitinaseA N (pfam08329)→
Ssp-1-2 NZ AFOZ01000015.1 + 27157 27278 NagC (COG1940)→ RNA→ ChtBD3 (cd00036)Chitinase N term (cd02848)GH18 chitinase (cd06548)→
Sba-8-2 NC 016901.1 - 3754937 3754816 NagC (COG1940)→ RNA→ ChtBD3 (cd00036)Chitinase N term (cd02848)GH18 chitinase (cd06548)→
Sba-6-2 NC 009997.1 - 3806673 3806552 NagC (COG1940)→ RNA→ ChtBD3 (cd00036)Chitinase N term (cd02848)GH18 chitinase (cd06548)→
Sba-7-2 NC 011663.1 + 1519278 1519399 NagC (COG1940)→ RNA→ ChtBD3 (cd00036)Chitinase N term (cd02848)GH18 chitinase (cd06548)→
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Sba-5-2 NC 009665.1 - 3685705 3685584 NagC (COG1940)→ RNA→ ChtBD3 (cd00036)Chitinase N term (cd02848)GH18 chitinase (cd06548)→
Sba-2-2 NC 017579.1 - 3702534 3702413 NagC (COG1940)→ RNA→ ChtBD3 (cd00036)Chitinase N term (cd02848)GH18 chitinase (cd06548)→
Sba-3-2 NC 009052.1 - 3606451 3606330 NagC (COG1940)→ RNA→ ChtBD3 (cd00036)Chitinase N term (cd02848)GH18 chitinase (cd06548)→
Sba-4-2 NZ CM001435.1 - 3512110 3511991 NagC (COG1940)→ RNA→ ChtBD3 (cd00036)Chitinase N term (cd02848)GH18 chitinase (cd06548)→
Sba-1-2 NC 017571.1 + 1523452 1523571 NagC (COG1940)→ RNA→ ChtBD3 (cd00036)Chitinase N term (cd02848)GH18 chitinase (cd06548)→
Fba-1-2 NC 014541.1 - 2762211 2762094 PcbC (COG3491)→ RNA→ ParA (cd02042)→ RepA domain-containing protein→
Osp-1-1 NC 016745.1 - 3057617 3057495 FHIPEP (pfam00771)→ RNA→ OmpA C-like (cd07185)→ REC (cd00156)AAA (cd00009)→ FliE (pfam02049)→

fliF (COG1766)→ FliG (COG1536)→ FliH (pfam02108)Yae1 N (pfam09811)→
ATPase flagellum-secretory path III (cd01136)→ hypo→

Gxi-1-1 NZ AMRI01000011.1 + 35524 35645 FHIPEP (pfam00771)→ RNA→ OmpA C-like (cd07185)→ REC (cd00156)AAA (cd00009)→ FliE (pfam02049)→
fliF (COG1766)→ FliG (COG1536)→ FliH (pfam02108)Yae1 N (pfam09811)→
ATPase flagellum-secretory path III (cd01136)→ lateral flagellar protein, LfiJ→

Fba-1-3 NC 014541.1 + 2783808 2783924 hypo→ RNA→ ChtBD3 (cd00036)GH18 chitinase (cd06548)REJ (pfam02010)ChitinaseA N (pfam08329)→
Vch-17-2 NZ AAWF01000100.1 - 2259 2115 ←COG3046 (COG3046) RNA→ COG3397 (COG3397)→
Vvu-3-2 NC 005140.1 - 624591 624477 ←RarD (COG2962) RNA→ COG3397 (COG3397)→
Vvu-1-2 NC 004460.2 - 45979 45865 ←RarD (COG2962) RNA→ COG3397 (COG3397)→
Vvu-2-2 NC 014966.1 - 602648 602534 ←RarD (COG2962) RNA→ COG3397 (COG3397)→
Vsp-6-2 NZ ACZT01000025.1 + 262120 262253 ←COG3046 (COG3046) RNA→ COG3397 (COG3397)→
Vmi-1-2 NZ ADAF01000002.1 + 1275654 1275807 ←COG3046 (COG3046) RNA→ COG3397 (COG3397)→
Vmi-2-2 NZ ADAJ01000007.1 - 980673 980525 ←COG3046 (COG3046) RNA→ COG3397 (COG3397)→
Vmi-4-2 NZ ACYU01000014.1 + 139531 139664 ←COG3046 (COG3046) RNA→ COG3397 (COG3397)→
Vmi-3-2 NZ ACYV01000032.1 - 4416 4283 ←COG3046 (COG3046) RNA→ COG3397 (COG3397)→
Vch-24-2 NZ AAKH03000018.1 - 618067 617938 ←COG3046 (COG3046) RNA→ COG3397 (COG3397)→
Vch-22-3 NC 012583.1 + 794071 794200 ←COG3046 (COG3046) RNA→ ←hypo

Vch-22-4 NC 009456.1 - 469871 469742 ←hypo RNA→ COG3397 (COG3397)→
Vch-29-2 NZ AAKJ02000083.1 - 10253 10124 ←COG3046 (COG3046) RNA→ COG3397 (COG3397)→
Vch-23-2 NZ ADAI01000039.1 + 58387 58516 ←COG3046 (COG3046) RNA→ COG3397 (COG3397)→
Vch-12-2 NC 017269.1 + 639794 639923 ←pseudogene RNA→ COG3397 (COG3397)→
Vch-2-2 NZ ACFQ01000009.1 - 839957 839828 ←COG3046 (COG3046) RNA→ COG3397 (COG3397)→
Vch-3-2 NZ AAUR01000056.1 + 3597 3726 ←COG3046 (COG3046) RNA→ COG3397 (COG3397)→
Vch-28-2 NZ DS179777.1 + 2728 2857 ←COG3046 (COG3046) RNA→ COG3397 (COG3397)→
Vch-26-2 NZ ACHW01000026.1 + 153400 153529 ←COG3046 (COG3046) RNA→ COG3397 (COG3397)→
Vch-15-2 NC 012667.1 - 590585 590456 ←COG3046 (COG3046) RNA→ COG3397 (COG3397)→
Vch-20-2 NC 002506.1 + 755249 755378 ←COG3046 (COG3046) RNA→ ←hypo
Vch-10-2 NC 016945.1 + 755072 755201 ←COG3046 (COG3046) RNA→ COG3397 (COG3397)→
Vch-21-2 NC 016446.1 + 455779 455908 ←hypo RNA→ COG3397 (COG3397)→
Vch-16-2 NZ DS990137.1 + 359091 359220 ←hypo (cons) RNA→ ←hypo (cons)
Vch-19-2 NZ AAWD01000128.1 - 3815 3686 ←COG3046 (COG3046) RNA→ COG3397 (COG3397)→
Vch-7-3 NZ AAWE01000144.1 - 2855 2726 ←hypo RNA→ COG3397 (COG3397)→
Vch-25-2 NZ ACHX01000009.1 - 660104 659975 ←COG3046 (COG3046) RNA→ COG3397 (COG3397)→
Vch-7-4 NZ ACHZ01000016.1 + 248010 248139 ←COG3046 (COG3046) RNA→ COG3397 (COG3397)→
Vch-8-2 NZ ACIA01000003.1 - 289208 289079 ←COG3046 (COG3046) RNA→ COG3397 (COG3397)→
Vch-1-2 NZ ACVW01000014.1 - 686179 686050 ←COG3046 (COG3046) RNA→ COG3397 (COG3397)→
Vch-11-2 NZ ADAK01000048.1 + 2718 2847 ←COG3046 (COG3046) RNA→ COG3397 (COG3397)→
Vch-4-2 NZ AAUT01000081.1 - 11071 10942 ←COG3046 (COG3046) RNA→ COG3397 (COG3397)→
Vch-13-2 NC 012580.1 + 729233 729362 ←COG3046 (COG3046) RNA→ ←hypo
Vch-14-2 NZ AAUS02000011.1 + 440451 440580 ←COG3046 (COG3046) RNA→ COG3397 (COG3397)→
Vch-27-2 NZ ACHY01000016.1 + 146181 146310 ←COG3046 (COG3046) RNA→ COG3397 (COG3397)→
Vch-18-2 NZ AAUU01000070.1 - 19561 19432 ←COG3046 (COG3046) RNA→ COG3397 (COG3397)→
Vch-5-2 NZ AAWG01000058.1 + 6718 6847 ←COG3046 (COG3046) RNA→ COG3397 (COG3397)→
Vch-30-2 NZ ACHV01000002.1 - 827249 827120 ←COG3046 (COG3046) RNA→ COG3397 (COG3397)→
Vch-6-2 NZ DS265224.1 + 2520 2649 ←COG3046 (COG3046) RNA→ COG3397 (COG3397)→
Vsp-7-2 NZ ADBD01000010.1 + 477406 477535 ←COG3046 (COG3046) RNA→ COG3397 (COG3397)→



265

Vic-1-2 NZ AFWF01000007.1 - 54201 54083 COG3445 (COG3445)→ RNA→ COG3397 (COG3397)→
Vsp-5-3 NZ AFWD01000095.1 + 82003 82121 COG3445 (COG3445)→ RNA→ COG3397 (COG3397)→
Vsc-1-3 NZ AFWE01000073.1 - 62769 62651 COG3445 (COG3445)→ RNA→ COG3397 (COG3397)→
Psp-2-1 NC 014803.1 + 971590 971705 FHIPEP (pfam00771)→ RNA→ OmpA C-like (cd07185)→
Pun-1-1 NZ AHCF01000005.1 + 164617 164732 FHIPEP (pfam00771)→ RNA→ OmpA C-like (cd07185)→ AAA (cd00009)→ FliE (pfam02049)→

fliF (COG1766)→ FliG (COG1536)→ FliH (COG1317)→ RecA-like NTPases (cd01120)→ hypo→
DEXDc (cd00046)HELICc (cd00079)→

Tma-1-1 NZ AFWV01000020.1 + 58876 59001 DUF2233 (pfam09992)→ RNA→ COG3335 (COG3335)COG3415 (COG3415)→
vWFA (cd00198)LACT (pfam02450)→

Mtu-1-1 NZ JH109153.1 + 242652 242765 CyaA (COG3072)→ RNA→ ←hypo
Mtu-1-2 NZ JH109152.1 + 2172777 2172874 ←RNasePH (TIGR01966) RNA→ hypo→ copper res A (TIGR01480)→ SufI (COG2132)→ SufI (COG2132)→
Msp-4-6 NC 017857.1 + 1390528 1390637 AdoMet MTases (cd02440)→ RNA→ PEPCTERM Roseo (TIGR03370)→ COG4335 (COG4335)→
Mam-1-9 NZ AFIG01000001.1 - 1881465 1881357 AdoMet MTases (cd02440)→ RNA→ PEPCTERM Roseo (TIGR03370)→ COG4335 (COG4335)→
Slo-1-1 NC 009092.1 + 1879193 1879313 Mn2+-dependent serine/threonine protein kinase→ RNA→ Peptidase M11 (pfam05548)→
Tau-1-1 NC 012691.1 + 1034191 1034311 DUF457 (pfam04307)→ RNA→ M6dom TIGR03296 (TIGR03296)→
Gxi-1-2 NZ AMRI01000006.1 + 129335 129445 hypo→ RNA→ M6dom TIGR03296 (TIGR03296)→
Sde-1-2 NC 007912.1 - 989448 989325 ←PBP1 YtfQ like (cd06309) RNA→ hypo→
Sse-1-1 NC 009831.1 + 3858371 3858489 ←LolA (COG2834) RNA→ hypo→
Mst-1-1 NZ AFPL01000054.1 - 32938 32826 ←INT P4 (cd00801) RNA→ COG4067 (COG4067)→ hypo→ rimK rel E lig (TIGR02291)→
env-1 M590M1 1026232 + 137 249 PA26 (pfam04636)→ RNA→ PA26 (pfam04636)→
Iba-1-1 NZ AAMX01000014.1 - 21214 21090 COG3696 (COG3696)→ RNA→ hypo→ FimC (COG3121)→ FimD (COG3188)→ hypo→ hypo→
Msp-2-1 NZ AAXY01000014.1 + 257 365 RNA→ hypo→
Msp-1-1 NC 018268.1 + 2301702 2301818 TPR (cd00189)→ RNA→ hypo→
Mma-1-1 NZ AGTR01000027.1 + 919 1030 TPR (cd00189)→ RNA→ hypo→
Mad-1-1 NC 017506.1 + 2000835 2000940 TPR (cd00189)→ RNA→ hypo→

14.3 Conserved domains

Conserved domains found in protein-coding genes listed in Section 14.2 are
shown below, with the first sentence in their description from the Conserved Do-
main Database (if any). Conserved domains associated with more than one Gam-
maG20G are assigned a color, while others are shown in gray. The symbols ‘d’ and
‘u’ (if any) to the left of the colored domain name indicate whether the domain oc-
curs upstream or downstream of the RNA motif. Domains marked with lower-case
‘d’ occur (at least once) present downstream of some GammaG20G in the opposite

orientation. Domains marked with capital ‘D’ occur downstream and in the same
orientation (i.e., a potential cis-regulatory arrangement). Domains marked with
a ‘u’ occur upstream of the RNA in either orientation. If the ‘d’/‘u’ symbols are
missing, then the domain is downstream and in the same strand. (This mode is
used for motifs predicted as cis-regulatory. The number in parentheses after the
colored domain name is the number of occurrences in Section 14.2.

cd00009 (4) The AAA+ (ATPases Associated with a wide variety of cellular Activities) super-

family represents an ancient group of ATPases belonging to the ASCE (for additional strand,

catalytic E) division of the P-loop NTPase fold.

cd00036 (30) Chitin/cellulose binding domain.
cd00046 (1) DEAD-like helicases superfamily.
cd00075 (4) Histidine kinase-like ATPases; This family includes several ATP-binding pro-

teins for example: histidine kinase, DNA gyrase B, topoisomerases, heat shock protein HSP90,

phytochrome-like ATPases and DNA mismatch repair proteins
cd00077 (1) Metal dependent phosphohydrolases with conserved ’HD’ motif
cd00079 (1) Helicase superfamily c-terminal domain; associated with DEXDc-, DEAD-, and

DEAH-box proteins, yeast initiation factor 4A, Ski2p, and Hepatitis C virus NS3 helicases;

this domain is found in a wide variety of helicases and helicase related proteins; may not be

an autonomously folding unit, but an integral part of the helicase; 4 helicase superfamilies at

present according to the organization of their signature motifs; all helicases share the ability to

unwind nucleic acid duplexes with a distinct directional polarity; they utilize the free energy

from nucleoside triphosphate hydrolysis to fuel their translocation along DNA, unwinding the

duplex in the process
cd00082 (4) Histidine Kinase A (dimerization/phosphoacceptor) domain; Histidine Kinase A

dimers are formed through parallel association of 2 domains creating 4-helix bundles; usually

these domains contain a conserved His residue and are activated via trans-autophosphorylation

by the catalytic domain of the histidine kinase.
cd00093 (3) Helix-turn-helix XRE-family like proteins.

cd00130 (3) PAS domain; PAS motifs appear in archaea, eubacteria and eukarya.
cd00156 (8) Signal receiver domain; originally thought to be unique to bacteria (CheY, OmpR,
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NtrC, and PhoB), now recently identified in eukaroytes ETR1 Arabidopsis thaliana; this domain

receives the signal from the sensor partner in a two-component systems; contains a phosphoac-

ceptor site that is phosphorylated by histidine kinase homologs; usually found N-terminal to a

DNA binding effector domain; forms homodimers
cd00189 (4) Tetratricopeptide repeat domain; typically contains 34 amino acids [WLF]-X(2)-

[LIM]-[GAS]-X(2)-[YLF]-X(8)-[ASE]-X(3)-[FYL]-X(2)-[ASL]-X(4)-[PKE]
cd00198 (1) Von Willebrand factor type A (vWA) domain was originally found in the blood

coagulation protein von Willebrand factor (vWF).
cd00267 (4) ABC (ATP-binding cassette) transporter nucleotide-binding domain; ABC trans-

porters are a large family of proteins involved in the transport of a wide variety of different

compounds, like sugars, ions, peptides, and more complex organic molecules.
cd00306 (1) Peptidase domain in the S8 and S53 families.

cd00325 (4) Glycoside hydrolase family 19 chitinase domain.
cd00383 (1) Effector domain of response regulator.
cd00408 (2) Dihydrodipicolinate synthase family.

cd00610 (1) Acetyl ornithine aminotransferase family.
cd00616 (1) 3-amino-5-hydroxybenzoic acid synthase family (AHBA syn).
cd00649 (1) N-terminal catalytic domain of catalase-peroxidases.

cd00775 (1) Lys tRNA synthetase (LysRS) class II core domain.
cd00801 (1) Bacteriophage P4 integrase.
cd01066 (1) A family including aminopeptidase P, aminopeptidase M, and prolidase.

cd01120 (1) RecA-like NTPases.
cd01136 (3) Flagellum-specific ATPase/type III secretory pathway virulence-related protein.
cd01283 (1) Cytidine deaminase zinc-binding domain.
cd01347 (1) TonB dependent/Ligand-Gated channels are created by a monomeric 22 strand

(22,24) anti-parallel beta-barrel.
cd01392 (84) Helix-turn-helix (HTH) DNA binding domain of the LacI family of transcriptional

regulators.

cd01518 (5) Member of the Rhodanese Homology Domain superfamily.

cd01596 (1) aspartase (L-aspartate ammonia-lyase) and fumarase class II enzymes.
cd01948 (1) EAL domain.
cd01949 (3) Diguanylate-cyclase (DGC) or GGDEF domain.

cd02035 (1) ArsA ATPase functionas as an efflux pump located on the inner membrane of the

cell.
cd02042 (1) ParA and ParB of Caulobacter crescentus belong to a conserved family of bacterial

proteins implicated in chromosome segregation.
cd02440 (2) S-adenosylmethionine-dependent methyltransferases (SAM or AdoMet-MTase),

class I; AdoMet-MTases are enzymes that use S-adenosyl-L-methionine (SAM or AdoMet) as a

substrate for methyltransfer, creating the product S-adenosyl-L-homocysteine (AdoHcy).
cd02766 (1) The MopB 3 CD includes a group of related uncharacterized bacterial and archaeal

molybdopterin-binding oxidoreductase-like domains with a putative N-terminal iron-sulfur [4Fe-

4S]
cd02786 (1) The MopB CT 3 CD includes a group of related uncharacterized bacterial

molybdopterin-binding oxidoreductase-like domains with a putative N-terminal iron-sulfur [4Fe-

4S]
cd02848 (19) Chitinase N-terminus domain.
cd02871 (4) GH18 domain of Chitinase D (ChiD).
cd03349 (1) Xenobiotic acyltransferase (XAT): The XAT class of hexapeptide acyltransferases is

composed of a large number of microbial enzymes that catalyze the CoA-dependent acetylation

of a variety of hydroxyl-bearing acceptors such as chloramphenicol and streptogramin, among

others. [STAV]-X-[LIV]-[GAED]
cd03603 (1) A bacterial subgroup of the C-type lectin-like (CTLD) domain; a subgroup of

bacterial protein domains homologous to the carbohydrate-recognition domains (CRDs) of the

C-type lectins.
cd03689 (2) RF3 II: this subfamily represents the domain II of bacterial Release Factor 3 (RF3).
cd03808 (1) This family is most closely related to the GT1 family of glycosyltransferases.
cd04169 (2) RF3 subfamily.
cd04181 (1) NTP transferases catalyze the transfer of nucleotides onto phosphosugars.

cd04301 (1) N-Acyltransferase superfamily: Various enzymes that characteristically catalyze

the transfer of an acyl group to a substrate.

cd04322 (1) LysRS N: N-terminal, anticodon recognition domain of lysyl-tRNA synthetases

(LysRS).
cd04486 (3) YhcR OBF like: A subfamily of OB-fold domains similar to the OB folds of Bacillus

subtilis YhcR.
cd04606 (1) This cd contains two tandem repeats of the cystathionine beta-synthase (CBS pair)

domain in the magnesium transporter, MgtE.

cd06225 (5) Histidine kinase, Adenylyl cyclase, Methyl-accepting protein, and Phosphatase

(HAMP) domain.

cd06275 (84) Ligand-binding domain of purine repressor, PurR, which functions as the master

regulatory protein of de novo purine nucleotide biosynthesis in Escherichia coli.

cd06309 (1) Periplasmic binding domain of ABC-type YtfQ-like transport systems.
cd06423 (1) CESA like is the cellulose synthase superfamily.

cd06456 (2) Peptidase family M3 dipeptidyl carboxypeptidase (DCP; Dcp II; peptidyl dipepti-

dase; EC 3.

cd06548 (24) The GH18 (glycosyl hydrolases, family 18) type II chitinases hydrolyze chitin, an

abundant polymer of N-acetylglucosamine and have been identified in bacteria, fungi, insects,

plants, viruses, and protozoan parasites.

cd07185 (5) Peptidoglycan binding domains similar to the C-terminal domain of outer-membrane

protein OmpA.
cd07498 (1) Peptidase S8 family domain, uncharacterized subfamily 15.

cd07574 (1) Uncharacterized subgroup of the nitrilase superfamily; some members of this sub-

group have an N-terminal RimI domain (class 12 nitrilases).
cd08200 (1) C-terminal non-catalytic domain of catalase-peroxidases.

COG0398 (3) Uncharacterized conserved protein [Function unknown]
COG0421 (1) Spermidine synthase [Amino acid transport and metabolism]
COG0451 (1) Nucleoside-diphosphate-sugar epimerases [Cell envelope biogenesis, outer mem-

brane / Carbohydrate transport and metabolism]

COG0591 (4) Na+/proline symporter [Amino acid transport and metabolism / General function

prediction only]
COG0596 (1) Predicted hydrolases or acyltransferases (alpha/beta hydrolase superfamily) [Gen-

eral function prediction only]
COG1042 (2) Acyl-CoA synthetase (NDP forming) [Energy production and conversion]

COG1317 (1) Flagellar biosynthesis/type III secretory pathway protein [Cell motility and se-

cretion / Intracellular trafficking and secretion]

COG1536 (4) Flagellar motor switch protein [Cell motility and secretion]
COG1566 (1) Multidrug resistance efflux pump [Defense mechanisms]

COG1621 (1) Beta-fructosidases (levanase/invertase) [Carbohydrate transport and metabolism]

COG1766 (4) Flagellar basal body M-ring protein [Cell motility and secretion]
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COG1940 (11) Transcriptional regulator/sugar kinase [Transcription / Carbohydrate transport

and metabolism]
COG2039 (1) Pyrrolidone-carboxylate peptidase (N-terminal pyroglutamyl peptidase) [Post-

translational modification, protein turnover, chaperones]
COG2119 (11) Predicted membrane protein [Function unknown]

COG2132 (2) Putative multicopper oxidases [Secondary metabolites biosynthesis, transport,

and catabolism]
COG2206 (1) c-di-GMP phosphodiesterase class II (HD-GYP domain) [Signal transduction

mechanisms]
COG2314 (1) Predicted membrane protein [Function unknown]

COG2335 (3) Secreted and surface protein containing fasciclin-like repeats [Cell envelope bio-

genesis, outer membrane]

COG2831 (1) Hemolysin activation/secretion protein [Intracellular trafficking and secretion]
COG2834 (1) Outer membrane lipoprotein-sorting protein [Cell envelope biogenesis, outer

membrane]
COG2962 (3) Predicted permeases [General function prediction only]

COG3038 (2) Cytochrome B561 [Energy production and conversion]
COG3046 (32) Uncharacterized protein related to deoxyribodipyrimidine photolyase [General

function prediction only]
COG3072 (1) Adenylate cyclase [Nucleotide transport and metabolism]
COG3121 (1) P pilus assembly protein, chaperone PapD [Cell motility and secretion / Intracel-

lular trafficking and secretion]

COG3188 (1) P pilus assembly protein, porin PapC [Cell motility and secretion / Intracellular

trafficking and secretion]

COG3335 (1) Transposase and inactivated derivatives [DNA replication, recombination, and

repair]
COG3397 (77) Uncharacterized protein conserved in bacteria [Function unknown]
COG3415 (1) Transposase and inactivated derivatives [DNA replication, recombination, and

repair]

COG3420 (2) Nitrous oxidase accessory protein [Inorganic ion transport and metabolism]
COG3445 (3) Acid-induced glycyl radical enzyme [General function prediction only]

COG3491 (1) Isopenicillin N synthase and related dioxygenases [General function prediction

only]
COG3658 (3) Cytochrome b [Energy production and conversion]

COG3696 (1) Putative silver efflux pump [Inorganic ion transport and metabolism]
COG3706 (1) Response regulator containing a CheY-like receiver domain and a GGDEF domain

[Signal transduction mechanisms]

COG4067 (1) Uncharacterized protein conserved in archaea [Posttranslational modification,

protein turnover, chaperones]
COG4335 (2) DNA alkylation repair enzyme [DNA replication, recombination, and repair]
COG4564 (5) Signal transduction histidine kinase [Signal transduction mechanisms]

COG5514 (1) Uncharacterized conserved protein [Function unknown]
pfam00041 (1) Fibronectin type III domain.
pfam00419 (4) Fimbrial protein.

pfam00583 (1) Acetyltransferase (GNAT) family.

pfam00702 (1) haloacid dehalogenase-like hydrolase.
pfam00771 (5) FHIPEP family.

pfam01052 (1) Surface presentation of antigens (SPOA).

pfam01204 (1) Trehalase.

pfam01427 (1) D-ala-D-ala dipeptidase.

pfam01590 (2) GAF domain.

pfam01641 (1) SelR domain.
pfam01752 (1) Collagenase.

pfam01931 (1) Protein of unknown function DUF84.
pfam02010 (9) REJ domain.
pfam02018 (1) Carbohydrate binding domain.

pfam02049 (4) Flagellar hook-basal body complex protein FliE.
pfam02108 (3) Flagellar assembly protein FliH.
pfam02397 (1) Bacterial sugar transferase.

pfam02435 (1) Levansucrase/Invertase.
pfam02450 (1) Lecithin:cholesterol acyltransferase.

pfam02673 (1) Bacitracin resistance protein BacA.

pfam02839 (4) Carbohydrate binding domain.
pfam04222 (1) Protein of unknown function, DUF.

pfam04307 (1) Predicted membrane-bound metal-dependent hydrolase (DUF457).

pfam04612 (1) General secretion pathway, M protein.
pfam04636 (2) PA26 p53-induced protein (sestrin).

pfam04993 (87) TfoX N-terminal domain.

pfam04994 (86) TfoX C-terminal domain.
pfam05275 (1) Copper resistance protein B precursor (CopB).

pfam05548 (1) Gametolysin peptidase M11.
pfam05598 (1) Transposase domain (DUF772).
pfam05638 (2) Protein of unknown function (DUF796).

pfam05735 (3) Thrombospondin C-terminal region.
pfam05960 (3) Bacterial protein of unknown function (DUF885).
pfam06146 (1) Phosphate-starvation-inducible E.

pfam06483 (3) Chitinase C.
pfam07523 (2) Bacterial Ig-like domain (group 3).
pfam07660 (1) Secretin and TonB N terminus short domain.

pfam07885 (2) Ion channel.
pfam08329 (2) Chitinase A, N-terminal domain.

pfam09811 (3) Essential protein Yae1, N terminal.

pfam09992 (1) Predicted periplasmic protein (DUF2233).
pfam10462 (7) Peptidase M66.

pfam11446 (1) Protein of unknown function (DUF2897).
pfam11871 (2) Domain of unknown function (DUF3391).
pfam12514 (6) Protein of unknown function (DUF3718).

pfam12545 (1) Filamentous haemagglutinin family outer membrane protein.
pfam12561 (1) ToxR activated gene A lipoprotein.
PHA03098 (1) kelch-like protein; Provisional

PRK13211 (4) N-acetylglucosamine-binding protein A; Reviewed
smart00282 (1) Laminin G domain.
smart00283 (8) Methyl-accepting chemotaxis-like domains (chemotaxis sensory transducer).

smart00347 (1) helix turn helix multiple antibiotic resistance protein.
smart00495 (2) Chitin-binding domain type 3.
smart00530 (1) Helix-turn-helix XRE-family like proteins.

smart00736 (2) Dystroglycan-type cadherin-like domains.
TIGR00229 (5) PAS domain S-box.

TIGR00711 (1) drug resistance transporter, EmrB/QacA subfamily.
TIGR01480 (1) copper-resistance protein, CopA family.

TIGR01784 (1) conserved hypothetical protein (putative transposase or invertase).
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TIGR01843 (2) type I secretion membrane fusion protein, HlyD family.

TIGR01901 (1) filamentous haemagglutinin family N-terminal domain.

TIGR01966 (1) ribonuclease PH.
TIGR02291 (1) alpha-L-glutamate ligase-related protein.

TIGR02428 (1) 3-oxoacid CoA-transferase, B subunit.
TIGR02717 (2) acetyl coenzyme A synthetase (ADP forming), alpha domain.
TIGR03023 (2) Undecaprenyl-phosphate glucose phosphotransferase.

TIGR03025 (1) exopolysaccharide biosynthesis polyprenyl glycosylphosphotransferase.

TIGR03296 (2) M6 family metalloprotease domain.

TIGR03370 (4) variant PEP-CTERM putative exosortase signal, Roseobacter type.
TIGR03503 (1) conserved hypothetical protein TIGR03503.

TIGR03549 (1) conserved hypothetical protein TIGR03549.

14.4 Multiple-sequence alignment

Each GammaG20G is denoted by an abbreviation (like “Eco-1-1”) that refers
to a taxonomy given in Section 14.1. Nucleotides proposed to basepair as part
of the consensus structure are shaded in color when they comprise Watson-Crick or
G-U pairs. Otherwise they are shaded gray. Conserved stems are also indicated at
the bottom of the alignment by angle brackets, where matching < and > denote
base-paired columns. Below these angle brackets, the symbol “2” denotes base
pairs exhibiting covariation, “1” denotes base pairs exhibiting compatible muta-
tions, “0” denotes base pairs that are not observed to mutate and “?” denotes base

pairs that have a significant frequency of non-canonical nucleotides for Watson-
Crick or G-U pairs (> 5%). Below these base pair annotation is the consensus
sequence: “R” = “A” or “G”, “Y” = “C” or “U”, red nucleotides: nucleotide
identity conserved more than 97% of the time, black nucleotides: 90%, gray nu-
cleotides: 75%, red circle (qa): nucleotide is present 97% of the time, black circle (qa):
90%, gray circle (qa): 75%, white circle (qa): 50%. All percentages of sequences just
described (e.g. 97% conserved) assume that sequences have been weighted by the
GSC algorithm implemented by the Infernal software package.

Duplicate sequences: the following putative homologs are not shown in the alignment because their sequences are identical to a homolog already shown: Sba-1-1,
Sba-1-2, Sba-3-1, Sba-3-2, Sba-6-1, Sba-6-2, Ssp-4-1, Vch-1-1, Vch-1-2, Vch-10-1, Vch-10-2, Vch-11-1, Vch-11-2, Vch-12-1, Vch-14-1, Vch-14-2, Vch-15-1, Vch-16-1,
Vch-16-2, Vch-17-1, Vch-18-1, Vch-19-2, Vch-2-1, Vch-2-2, Vch-20-1, Vch-20-2, Vch-21-1, Vch-21-2, Vch-22-1, Vch-22-2, Vch-22-4, Vch-23-1, Vch-23-2, Vch-25-1,
Vch-25-2, Vch-26-1, Vch-27-1, Vch-27-2, Vch-29-1, Vch-29-2, Vch-3-1, Vch-30-1, Vch-4-1, Vch-5-1, Vch-7-1, Vch-7-2, Vch-7-3, Vch-7-4, Vch-8-1, Vch-8-2, Vch-9-1,
Vmi-1-1, Vpa-2-1, Vpa-2-2, Vpa-3-2, Vpa-3-3, Vpa-4-2, Vpa-5-1, Vpa-5-2, Vpa-6-1, Vpa-6-2, Vvu-1-1

alignment positions 1 · · · 149

Rsp-1-1 GAAAAAUACUCUGGCACCUACUUCGAUUUUGAGAUCAGCCAGCCGUUAAACUAGUAAAGCUACCAGUGGGCAAUUCAAUAGCUGUAGCUA........U.A.C..U.....CAGCAGUGGCACGUCAG.CUGAAAAG.CUGCACAC.GC
Vni-1-1 AACCAUCCUAUUGGACUGAGUGCGAACUCAUCAAUUAACACUUUUAUCAUGUAGGAGAUCUUGUCUGGUUAGCUUAUUUUUUGCUCAACG............C..U.......CAAAAGGCAAACUUG.CUUAAAAG.CAG.GGAC.GC
Vni-1-2 CAUAUUUCUUAUUAAGGAGAACGACUCUACGACUUUAAGACACCGAGUAUAUUAGCGAUUUUUCUGAUUUUAGGUGCGCUAACCUGACUU......CGCU..C...........UAAGGGCAAACUGG.CUGUAAAG.UCA.GGGC.GC
Vha-1-1 AAGUAUUGUUUUAUCAAUAAAGCUCAAUUAACUAAUACUAAAUUGGUAUUAAGAGCUUGAAUAGUAAUCCUAAUGUACUAAAUUUAUGCC.....AA.CU..C..A.......UUAAGGGCAAACCAA.UCGUGAGG.UUG.GGAC.GC
Vni-1-3 GCGCUCUCUUAUAUAAGAUAUGAGUAGCAUAUUUGAGAAUGCUGACGAUCGUGCAUUUUUUCUGAACGAAGAUCAUGUAUUCUACCGCGA........CU..CUUA...........GGGCAAACCCA.UUGAGAAG.UGG.GGGC.GC
Gpa-1-1 UUAUUGCUUUAUUUUUAUUUGGCACAGAACGUGCUACAUGUUUUGAUAAGCAAUACUUAUUAGUGAAAAAUAAGAUUUGUUAAUUAAACA............CAUA.......AACAAGCCAAACCUG.UUGUGAAG.UAG.GGAC.GG
Tth-1-1 UGUAAAUUUAUAUCUUUAGUCCUAUAUUUUUACCAACAAGAAUCCCACCUUUUGUUCUAUACUUCUAGUUGCUAAGGACUAGCACUUUUC....G....U..CGAG.......ACAAAGGUAAACCCG.UCGCAAGG.CGG.GGAC.AC
Mam-1-1 UCGAUUUAAGUAACCUGUUAACAACAGAAUAUAAGUGUUCAUCUGUUACUCGCCAUAGCAAGUUAACUUUAAUUUAUUAAUUUUGUUCAA........CA..U..A.......UUAUCGCCAAACCUG.AUGUGAGU.CAG.GGAC.GG
Ave-2-1 ACAAGGUCUCGAAUGGCAGGCUACCGAACAUGAUUAAUUGAUAACAAUUCCUAUUUCCAAGCAUUGACUAAGUUUUGCACAAGGUUGUAU....U.U.AUC.C..........ACCUCGCCACUCCCG.AUGUGAGU.CGG.GUUC.GG
Msp-4-1 CGUUUGAAAGAAAAAACAAAUUUGUACCAAAGUACAGUAUUGCAUUCCCUAACGAUCAUGUAUAAAAAAACUGUGAUUUGAUCACUCUUU........UU..UUAU.......AAUUUGCCAAACCUA.GCGUGAGC.CUG.GGAC.GG
Nca-1-1 GUCACAAAUAACGGUCUUAAAAAACCAAAAAGCUGUUUGAAAUUUAUACAUCUGCAAACCUGAUCAUUUAUUUUGUGCUUAACUGCAAUG........GAACC..C.......UAAUGGCCAAACCUG.CCGUGAGA.CAG.GGAC.GG
Nca-1-2 GAAUUGAUCAGUAUUGACUGGUUAUUCUUUGUACAGGUAUGUGCUAUGCUGGUUAAACAAGCGUUUGUUUGGCUUGUUUAAUGAGAUCCU........CU..CUCG........AAAAGGCAAAACCC.GAGUAAUC.GGG.UGAC.GC
Mme-1-1 GGAUAUGGAGUGCUUGGCAGCAAGUAAAUUGCCGGAUCUUCAAAAAUGCAGAGGAUUUGCGAGCUCAAGGAGUCGAGUGAUGUUGCAAGG............AUUG.....CAACCCCGCCACAUCCG.CCGCGAGA.CGG.AGCC.GG
Msp-3-1 AAUAUACAUAAAUAUACAUAAAUAUACAUAAAUAUACAUAAAUAUGUAUAUUUGGAAUUGAUUUAUGGUUUGCGAUGUUGUUAAAUGCGC......C.GU..U..G......UAAAAAGGCAAACAAA.UCGUGAGG.UUU.GGAC.GC
Mme-1-2 GUUAGUAGCUAUUAAGUUGAGUUAGGAAUCGAAUUAAAUCGAUUUAAACGCCCAAAAUAUCGACCGGUUUUUGAGUUUAUCUUGACCUAA....U.U..U..AACG.........UUUGCCACUCCCG.UUGCGAGG.CGG.GGCC.GG
Mme-1-3 AUCGGGGGGUAGAAGGCAUUUACCGGCUGAAUGACAGGGAUGAGGAUACCGUAGUUGGAUGAAAGACCGCGGAUAGGGCAUAAGCCCUUA....C...UA..CCC........AAUUUGCCACAGCCG.UCGUGAGG.CGG.CGUC.GG
Mme-1-4 CAAUAACUUGAUAGUUGGCCUGCGUGUUGCAAUAAAACAGUGCUGCAGACUUUUUACGGCAACAGGCAGUAUCGUCCGCUAUUCAGGUCC.........G.........CAUAAAUUCGCCAUCCCCG.UCGCAAGG.CGG.GUUC.GG
gpr-1-1 AGUGCCAGCUAAUUUGUCGCUAUUGAAUUCUCGUGUGCUAGAGGGACAUUCGUGUUUCCUUGUAUUUUGGGUGUGGGGGAGCUACUCUUC...................AUGCACAAGGGCAAACCCA.UCGAAAGG.UGG.GGAC.GC
Ave-2-2 UGGCUUGCCACUGUCGUUCAACGCCGACAGUGGCAGACCGGAUUGGCUCACUCUAUAGUCGGGAUGCGAUUUUUUGCAUCGCAAAUGAAG....U.A.AC..C..G.........AAGGGCAAACCGA.UCGCAAGA.UCG.GGAC.GC
Ave-1-1 UGGCUUGCCACUAUCGGUCAACGCCGACAGUGGCAGACCGGGUUGGCUCACUCUAUAGUCGGGAUGCGAUUUUUUGCAUCGCAAAUGAAG....U.A.AC..C..G.........AAGGGCAAACCGA.UCGCAAGA.UCG.GGAC.GC
Nca-1-3 CUGCUAUAUUACACUCAGGCUUAAUCGAGUAUGAAUCUGGGGUUUGUGUUCCCCAGCCAAAAAGUUAGGCCGUUUCCAGCGAAUAGAUCC...UC.U.CU..C..G.......AUAAUGGCAAACCAG.AAGCGAUU.CUG.GGGC.GC
Ssp-3-1 CGAAUAAAUUUAAUACUAAAGUUUGACGCCUUCAUUUUUAUCUAUCAUCUUAUAGUAGGAUUUUAAGCUUGGCUUAUUUUCCUACCUCAA....C.U.GA..C..G........AACAGGCACACCCG.UUGUGAAA.CGG.GGUC.GC
Ssp-2-1 CGAAUAAAUUUAAUACUAAAGUUUGACGCCUUCAUUUUUAUCUAUCAUCUUAUAGUAGGAUUUUAAGCUUGGCUUAUUUUCCUACGUCAA....C.U.GA..C..G........AACAGGCACACCCG.UUGUGAAA.CGG.GGUC.GC
Spu-1-1 UUGCAAUUGUUAUUUUUUUGUUCAUACUUGCGACUGAUAUAGGAGUUUUACGGGGAAGCUAAGUGCUUUCUUGACUUCUUAUUUAGUCAA....C.U.GA..C..G........AACAGGUACACCCG.UUGUGAGA.CGG.GGUC.GC
Nwa-1-1 UUGUGAUUUCUCAAGGAAGAGAGUUCUUUAUGGUUGAGACUAAGCGCUUAAAACAACCCAGCGGGAAGGAGGUUUAACAAAAAUUUAUUC.................AUAUUCAUAAAGCUAAACCAG.CUGAGAGG.CUG.GGGC.GG
Nwa-1-2 GUGAUUGUUAGUGUAUUUUUUGAGAAAGCAGAUAAAUUAAACACUCGGGUAUAAGAAGCGAGACCAAGACCUUAUUGAAGUAACGUUAAC.....GU.UUA.U..U.......UAAAAGCUAAACCGA.CCGCAAGG.UUG.GGGC.AG
Tcr-1-1 AUCUAAGUAGUUGAUGUUGCAUUAAAAAUGGGUAGAAUGGAUUCCAAGUAACACUACAAUGCUUAAUUGUUGUUACCCGU...................A..UUAGACAGAAAAUUUUGCCAAACUUG.UUGUGAAG.CAA.GGAC.GG
Mam-1-2 UUAAUAUUUGUAAAAAUUAUUGACAUUAGCUAUUCCUUAAUAAAUUUCUUCGGACUAUGAUUAUGUGUGCUGAUUUUAUCAUCAGCCACG......U.A...AU.U......AUCGGAGCCAACCUUG.GUGCGAGC.CAA.GUAC.GG
Sde-1-1 CAGUCUCGCUCUAUUCCUGUUUGCUCUAUAAGCCAUUAUUUGUUUUACAGGCUUGGCAACUCAUGUUAAUUUUUUGUGACAUAUGUCACA........CU..C..........UAAAUGGCUAACCGUCGCGAAAGC.GCG.GCCACGC
Nha-1-1 CAAAAAAAGAUAAAACUUUACCGAUAUGAUAGUCAAGAAAAACAUUCAAAGUAAGACGGAUAAUAAUUUUUCUUAAAUAGCAAAUUUCUA.....AA.A.ACC..G.......AAAAAGGCAAACUAU.CCGAAAGG.AUG.GGAC.GC
Rsp-1-2 AUGGGAAAUUCUUUUAGAGUCAAUACUUUAACUUUAUUCAAAAGCUUUAAAAUUCUUCUUGCAUAAAAAUCAACCACUGC....UUAAAA......U.G...C..G.CGCGCUCGAAAGGCAAGUCUC.CCGAAAGG.GAGUACAC.GC
Rna-1-1 GCUGUUUAGCUAAGCGAUUAAAGUUAAAAAUAUUUUUGUUUUGCUGAAAAUUUCGCUUGCAUAAAAAUUAAGCGCUUAUUAGAAUGCGCA......C.G...CUCG.........AAAGGCAAGUCAC.CCGAAAGG.GUG.AACACGC
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Aae-1-1 CCGCGACUUUAUCGCAAUUAGCACACUGUUCAACGUGUUUGGCAGUAAUAUUUUCUUGCGUAUAAUUUCAGCAUUCCUUAAAAUGCGCCC....................CAACGAAAGGCACGGCAU.CCGAAAGG.GUG.CACACGC
Aje-1-1 UUCCGCGACCUUAUCGCAAUUAGCACACUGUUCAACGUGUUUGGCAGUAAUAUUUUCUUGCGUAAAUUUUCAGCAUUCCUUAAAAUGCGC....G...CC..UACG.........AAAGGCACGGCAU.CCGAAAGG.GUG.UGCACGC
Aag-1-1 AAAAUGAAUUUUGGCUGGUAUUCUGGUUUAUUUAUCGUGAUUACCGAGAUUUUUAACUUGCAUAUAAUUUAGCCAUUCCUUAGAAUGCGC.....GC.C...AUCG.........AAAGGCACGACAU.CUGAAAGG.AUGGUCAC.GC
Mme-1-5 GAGCGGCAAGGGAGAGGGUUAUGGAGUCAAAGGUGGGGGAAUUAAGAAAUGGUAGCGGGGAAGCGCCACUCUUUGAGUGUUAGAUAGGAA....A.G.CG..U..G.......UAAAAGCCAAACCCG.UCGCGAGG.CGG.GGAC.GG
Sha-1-1 CUGUUAGCUUGGGUUUUGUCGCUAUAUUUAGAUUUACAAAAUUAGGGUUACAGAUAAUAAUCCGCAAAAUAAGACGAGUGCUAUUUAUGC...AC.U.UGA.U..G.......AAAAAGGCAAAACCU.GUGAAAGC.GGG.UGAC.GC
Spe-1-1 CUUUAGAUGUGUGUUUUUACGCUAUUUUUUGAUUUACAAAAUUAAGUAAGCAGAUAAUAAUCCACGAAAUUUUGUGGGUGCAUUGGUUGC...AC.U.UGA.U..G.......AAAAAGGCAAAACCU.GUGAAAGC.AGG.UGAC.GC
Mam-1-3 CGUCUCUCAUUAAUUUAUACGUUUGCGAAAAUCGGAUAGUGCCGUUGUAGCUGUCUCUAUAUCAUCAAUCCUGGCUGGGUUGGAUGCCCA....U.A.UC..A..U........UAUUGCCAAACUCA.GCGUGAGC.UGA.GGAC.GG
Mam-1-4 ACUCCCUUUUUUUAUUGCUUAUUUAUUUUUCUCACAAAAUCAUACUUUUGGCUGAUAGUCGCUACAACCCCAUUUCAUUAUGAUCGGCGU.....GU.UA..UU.U.......AAUCGGCCAAACUUG.GUGUGAAU.CAG.GGAC.GG
Vsp-5-1 AAAUGAGCGGGAUAUCUCCCUUUGUUUUACUAGUGCCAAUCUACAUCACUACAAAGCAGAUUAGUACAGCGAUAUCCCAAACAACAUAAC....A.A.CG..A..G........AAAAGCCAAACCUA.UCGCGAGG.UAG.GGAC.GG
Vsc-1-1 AAAUGAGCGGGAUAUCUCCCUUUGUUUUACUAGUGCCAAUCUACAUCACUACAAAGCAGAUUAGUACAGCGAUAUCCCAAACAACAUAAC....A.A.CG..A..G........AAAAGCCAAACCUA.UCGCGAGG.UAG.GGAC.GG
Mme-1-6 GGUAUAGCUAUUUUUGAAUAUUGUCAUAGAUGACUAUUCUCGAUUUGACUUGACGGGGCAGCAUGCCACGGCAAGCCAUGUCGACGGCGC............G..G...ACAUCUAUCGCCAAACCCG.CUGCGAAG.UGG.GGGC.GG
Tcr-1-2 AAGCAUUGAGAAAAGGCGUUUUUUUUUAAAUUUACGUAAAAAAACUAUUGUUUUUUAGUAUCGAAUCUUUUAGUAUUACG...UCAUCUU........AA..UUUG.......AUAAAGCUAAAUUCG.UCGCGAGG.CGA.AGAC.AG
Tcr-1-3 UAUGUUAUUGUUUAAUAGUUAAUUUUUCGUAAGAUUAAUAAAUUAACCUGAUUUAAGUUCAGGUUUCAUUAAUAUCAAUCACCUUAUUAA......U.GU..A..G........AUUUGCCAAACUUA.CUGUGAAG.UAA.GGAC.GG
Msp-4-2 GAAUUAUCUUGAAAUUUUUUGUUGUCAACCGGUUUAACCUUGGUUAAUAAUUUACAUGGGCUUAAUAGCUAAGCCUAAACGAUUUGUGUC...................UAAAUAUUUGCCAAACUUA.AUGUGAGU.UAA.GGAC.GG
Mam-1-5 UCCAAUAGACGCUUACAUUAAACUGAAUUUAUUAUCGAAUCGUCUGAAAUUGUUCAGAUAAGAUCAUUAUUAGUGUAUAUUAAUAGUGUU.......AU...UUUU.......UUAAAGCCAAACUCG.UCGUGAGG.CGG.GGUC.GG
Msp-4-3 AAUUCCAAUCGUACUAACUAGCGAGUAAUGUUCAACUAUCCCCGAGAGAAAUUUCUGGGAGAUAAAUGGUUCAGGGACAAUGUUUGCUCC........UG..AUUU........UAUAGCCAAACUUA.CCGCGAGG.UGA.GGUC.GG
Msp-4-4 UCAUUAUUAGUAACAAAGUAACAGUAUUGUUUAACCGUCGCUUGAGAGAUGUUUCUAAGGGACUUUUUUGUUAGGAACAAAGUUUGUUCC........UA..UUUU.......AAAUCGCCAAACUUG.UCGUGAGG.CAA.GGUC.GG
Msp-4-5 UUCUCAACAUUACUAGUGGGCUAGUAAUGUUUAAUCAUCACUGAGAGAUGUUUCUGGGAGAUAAAAGUUUCGGAAGUGGAGUUUUGUUCC......U.GA..U..G.......AUGUUGCCAAACUUA.CUGUGAAG.UAA.GGUC.GG
Mam-1-6 AAGGUACAAUAGACACGGGUGGACAAUGCUCCAUAUCAUUCACUCAUCUGAAAAAGUCAGAUAGGUGAUUAUCAUAUCUUAUGGAUAUGG........U......A.AUUUAACAAAAGCCAAACUCG.UCGUGAGG.CGG.GGUC.GG
Mam-1-7 UUAAUAGCAAUCAGAACAAUAGACAUCAACGGUGAUGGCUUUGUAGCAAGAUCAUACUGGUCUUACACAAUGUCGGCGUGUUUGAUGUUG..................UGUAAUUAAAGCCAAACUCG.CUGUGAGG.CGG.GGUC.GG
Mam-1-8 CAUUUUCUUGUAAUAGAGCCUCUAUACACUUAGCCGCAGAUGAAUAAUUAACUACUUGAGCAAUUGAGUGGUUUAUCACUUUCAUCCUUU........UA..A..U........CGAAGCCAAACUCG.UCGUGAGG.CGG.GGUC.GG
Mme-1-7 UCCGCUUGAUCACGCAAUUCUAAAUAAAGUACCGCGCUACAACGGUUGGCAAUGGCUGCCUCCGAACCAUGCAGGGAUGCCGAAAAUAAC........................CAUGGCCAAACUCG.UCGCGAGG.CGG.GGGC.GG
Ptu-1-1 UUAACGCAGUGGUUUGUUAUUGAUUUAUUAACUCACUCUUUUUUACUGUUUAGAGUAUUGACUCUAAUUCUUUUGUCGGUAUUAUAACCG........CG..CAAG.......UCAAAGGCAAGCCAC.UUGAAAAA.GUA.GUCACGC
Asa-1-1 GUGUUAAAAAUAAAUAACAAAUAUAACAAUUCACAUGUGUUACACAGCUAUCACCGGAUAGGUGGAGCUGUCUUGUCCCACUACGGACAG......UCGCA.U..G.......AUAAAGGCAAACUGAACUGAAAAG.UCA.GGAC.GC
gpr-1-2 CGGUGCUGGGCCUCCGAUGCUAUGCAACACAUCCCUCCAUUUAACGUGGCCUAAGCUCCAUUAUCUGAUAUCUUGAUCAGGGCAGCGCCA........UUGCU..G......CUUAAAGGCAACCCCG.CUGAAAGG.CGG.GCAACGC
gpr-1-3 CUGAAAAAAACUCAGCUUACUGUUCGGCACCUGUUGACCACUACAGUGGCCUAAACUUCAUUAUCUGCUAUCUUGAUCGAGGCAGCGCCA........UUGCU..G......CUUAAAGGCAACCCCG.CUGAAAGG.CGG.GCAACGC
Ptu-1-2 ACAGAUAUAUGUACAACAAAUUAAAAACUAUUUUGUCAUGUUAAUGACAGGCAUCAAUUAUGCAGCUAAACUCAAAAGUGAACUGUCAUA......G.UU..C..G.......UAAAGGGCAAACUUA.GUGAAAAU.UAA.GGAC.GC
Pha-1-1 UAAAAACACAUUAAACCAAUCUUAAAGGAUUGGUUUUUGUUUUUGGUUACAUUCUUUUGUUUGAUUGUUAUGCGGGGUCGAAUUAUAAUCG.....C.C.G.C..A.......UUGCUGGCAAACUAG.CCGAAAGG.UUA.GGAC.GC
Par-1-1 UAAAAACACACUAAACCAACCCUAAAGGGUUGGUUUUUGUUUUUGGUUACAUUCUUUUGUUUGAUUGUUAUGCGGGGCCGAAUUAUAAUCG.....C.C.G.C..A.......UUGCUGGCAAACUAA.UCGAAAGA.UUA.GGGC.GC
Psp-1-1 UAAAAACACAUUAAACCAACCUUAAAGGGUUGGUUUUUAUUUUUGGUUACAUUCUUUUGUUUGAUUGUUAUGCGGGGCCGAAUUAUAAUCG.....C.C.G.C..A.......UUGCUGGCAAACUAA.UCGAAAGA.UUA.GGGC.GC
Tsp-1-1 GACGAAAGGGCCCGCAGGAUGUGAUGAAACCCUCAAACCCGCACCCGCUCCUUGACCAGAAUCACAGUCGUGGCCAGAUGCGAUCUGGAU....C.A.CA..G..G.......ACAAAGGCAAACCCG.UCGAAAGG.CGG.GGAC.GC
Ttu-1-1 UUUACGUACAUUCAGUAUGUUUUCCGCGCUAUACAAUUGUAAAAAUUAUGGUACUUUUAACGGCCAUUGUUGCCGCGACACGAGCAACAC........UC..U..G.....AUAAAAAGGCACGCUGACGCGAAAGC.CCA.GCAC.GC
gpr-1-4 GGACCCGACGCUAGGUCAGCCGUUGAAUUGACAAGAAGCGGUGUGCGACUAUACUCAAUCUGGCUCGCACAACAGUGGGUAGAGUUUUCA..CGU....AG.C..A.......AAAAGGGCAUGACCA.UCGAAAGG.UGG.UGGC.GC
Mal-1-1 CACAUCAAUUAUUUCUGAAAUUUAUACACUGUAACUCAACCGGAACGAAAAAAGCUUUCAAAGGGCUUUUAGACGCUCCAGUCAAUCGAA.................AAUCAUAAAAGGGCAAAACCA.CCGAAAGG.UGG.UGAC.GC
Pci-1-1 UCACAAUCAUUUAGAGCUUAUACGUAAAUUUAUUAUUGUAAAAAUUGGAACCUUCCUAUAAAGUGCCGGCAACACAUCAAGUAGAUGUGC........UGU.A..G.......UCACUGGCAAACUAA.AUGAAAAU.UUA.GGAC.GC
Psp-4-1 UUAAAUAAGCCAAGAAAAAUACCUGAACCAAUAUCACACUUUUGAGGGCUUAGAUUUAAUAUUAAAAGUAUUAUUUAAUAUAACUUUAUA...UA.G.UCA.C..G........AACUGGCAAAUUAA.UUGAAAGA.UUA.AGAC.GC
Pan-1-1 UAAAUAAGCUAAGAAAAAAUACCUGAACCAAUAUCACAUUUUUGAGAGCUUAAAUUUAAUAUUAAAAGUAUUAUUUAAUAUAACUUUAUA...UA.G.UCA.C..G........AACUGGCAAAUUAA.UUGAAAGA.UUA.AGAC.GC
Ple-1-1 CCAUAAGAUAAGAACAAUUACCUGAAGCAAUAUCACACUUUUGAGAGCUUGGAUUUAAUAUUAAAACUAAUAUUUAAUAUAACUUUAUAU......A.GUCAC..G........AACAGGCAAAUUAA.UUGAAAGA.UUA.AGAC.GC
Tsp-1-2 AACGCUGUGAUUUGAAUCACGGAGACCAAUCGCCUGAUCAGCGACUAUUCCUACGUGAAAGCCACUAGCCAAGGCAAUUGAGAUCCAGGU....U.U.C.U.C..G.......ACAAAGGCAUACCCAGCCGAAAGG.CGG.GGAC.GC
Tsp-1-3 AGGGAAUCGGAUGACAUCCAUUCACGCCCUUCCCUCGCGGGAUGGCGGAACGACACAAGGACAGGCCCAACACGCGUUAAGAAAAAAAGC....U.C.AU..C..G........AAAGGGCAUACCCGACCGAAAGG.CGG.GGAC.GC
Tsp-1-4 GGCAUCUCGACGCCCUCGCUACGAACGGUGGUGAGAUUUGCGGGCUAGGCCAACGGAUACAGGAGUGCCAUCGGCAGAAAGUCCCGAUCG....U.UAA.A.C..G.......ACAAGGGCAUACCCGACCGAAAGG.CGG.GGAC.GC
Swo-1-1 AUGUUAAAUUAUUGUGUUGCAUAUGUAGUUAAAUUAAGUCUAUCCUAAAUAACAGAUGACAGCGUUGUCAUCCAAAGCAGUAACUUG...............U....AAAUGUACAAAGGCAAACCAA.UCGAAAGG.UUG.GGAC.GC
Vsp-2-1 GAAUUGUCAUUUUUCGUUGUUAUGCUUUUUCGCGUGGUUAGCAAAGGCUUACCCACACUCAGUUCAUCAUCUCUUCUCUUGUAGGAUGCA....U.G.AC..U..G........AAAAGGCAAAACCU.CCGAAAGG.GGG.UGAC.GC
Asa-1-2 GUGAUCUGGCUUGCAUCCACAUAUUUUUCUUCGAGAAUGAAGAUUGAGACUCUGCUGGUUGAUUCCUAUACUCGGCUUGUUCCUCACGGA....A.C.CCA.G..G.......UAAAGGGCAAACCGG.UCGAAAUG.CCG.GGAC.GC
Aaq-1-1 UGAUCCCGCUGGCAUCCACAUAUUUUUCCUCGAGAAUGAAGAUUGAGACUCGGCUGGUUGAUUCCUAUACUCGGCUUGUUCCUCACGGAA......C.CCA.G..G.......UAAAGGGCAAACCGG.CCGAGACG.CCG.GGAC.GC
Aca-1-1 UGAGGCCGCCAGCAUUCACAUAUUUUCCUUCGAGAAUAAAGAUUGAGCAGUGGUCACUUGCUUCCUAUACUCGAGCCGUUCCUCACGGAA......C.CCA.G..G.......CAAAGGGCAAACCGG.CAGUGAUG.CCG.GGAC.GC
Ave-2-3 UGGAUGAUGCAUUUAAACAUUCAACUUCAAAUAGCGAAUCAAUGCAGUGCACAAUGCUGAUGGCCGAACAUUUGGCCCAUCACUAAUCAU............CUAG......UCAUUUGGCAAACUGA.CCGAAAGG.UCG.GGAC.GC
Ave-1-2 GGGAUGAUGCAUUUAAACAUUUAACUUCAAAUAAUUAAUCAAUGCUGUGCACAAUGCAGACGGCCGAACAUUUGGCCCAUCACUAAUCAU............CUAG......UCAUUUGGCAAACUGA.CCGAAAGG.UCG.GGAC.GC
Aaq-1-2 CGAUGAGGUCAAGCUGUAAAGAUUUACACUUAAUUAUUUAAUCAAAAAUAGUCAUGAUGAGUUGUCGCCAAACGCGACACCAUGACCCUU......U.AU..GUAG......UCAUUUGGCAAACUGG.UUGAAAGG.CCA.GGAC.GC
Asa-1-3 AUGAGUCAAGCUGUAAACAUUUACACUUAAUUAACUAAUCAAAAUUAGUCAUGAUGGUAGUGUCGCAAGAUGCGACACCAUGACCCUUUA.........U..GUAG......UCAUUUGGCAAACUGG.UUGAAAGG.CCA.GGAC.GC
Aca-1-2 AUGAGAUGGCACUGUCAAUUUUUACACUUAAUUUUUUAACAAAAUAUAGUCAUGAUGAGUGGUCGCCACAGGCGGCACCAUGAUCCUUUC..UGU.A.GU..CAUU...........UGGCAAACUGG.UUGAAAGG.CCA.GGAC.GC
Gho-1-1 AGGAUAUCAAUAACCUUUGUUUUGGACCAAUAUCACACUUUGCCAGACCAGCAAUAACGACAAAGUGAUGCGAUUCGGUUAAGCUAAAUC......C.GU..CAAG.......AAAAAGGCAAACCAUGGCGAAAGC.CUG.GGAC.GC
Cps-1-1 CGUAUUAUUUCCAUUCUCAUUUUCACUAACUGUUCUCUCGCGCCCAUUUAGCUUGCACUUUGGUAACAAUUACGUGAUAC..UUAUUUUU...GA....C..AAAG........AAAAGGCAAAGCAC.GCGAAAAC.GUG.UUAC.GC
Psp-3-1 CGUGAAAUUAUCUCAGUUUAGAUUGCAGUAAAAAAACAGCAAAUUGAUAGGCAAAAUAAUGAAACCCGUUCUAGACUUAAUUUGAACUGU....U.A.A.G.UUCG.......ACAAAGGCAAACUCA.GCGAAAGC.UGA.UGAC.GC
Vpa-1-1 GAAAUUUCAAAGCGAGAUUGCCCUUCCACAAACGCAAUCAGAUCGUCGCUUUUAAACAAAACUAUCACUACAUUUCGCGUGCUCAACUGC......................ACUUCUGGCAAACUAU.CUGAAAAG.UUA.GGAC.GC
Cps-1-2 CUCUUUUUACCUCAUAAAGGUAAACAAAAAUAGCCUUUUCUGUUUACAUUUAAGGAAUUCAUCUUAUAAUAAUGGGGUUG...AGCUACC....A.A.GC..UU.G.......AUAAGGGCAAAUCUA.AUGAAAGU.UAG.AGAC.GC
Fba-1-1 AUAUCGGGAAAUUGACGCCAAAUCUUUGUUGUUGAAAGUGUUUUUGCGGUGGCCAUACCAUCCGCUGGCGUAUGCGGUGCACCGCAUACC........G.A.CGUG.......AUAAAGGCAAACCCG.GCGAAAGC.CGG.UGAC.GC
Swo-1-2 UAAAAUUGACAGCGUUAUCAUUGUUACGUAUUUUAUGCCUGUCGGUGACGAUAAGCAGAAGGUAAAUUAGUCUGCCCUUA..UCUGCCGA....U.A.UC..CAUG.......UAUUUGGCAAACUAG.CUGAAAAG.UUA.GGAC.GC
Ppr-1-1 UCCUGUGAAAUUAAAUGCACUUAAGCCUGCUUUUUUAGGCAUUUAAUGUAGAGUGGUUAUGAGUGAUGAAGAUCACAUUUAAACCAAAUA....A.C.CA..C.........AUUAUUGGCAAACUAU.CCUAAAGG.GUA.GGAC.GC
Ppr-2-1 GUGAAAUUAUAUGCACUCAAGUCUGCUUUUUUAGGCAUUUAAUGUAGAGUGGUUAUGAGUGAUGAAGAUCACAUUUAAAC.CAGAUAACC......A.C...A..........UUGUUGGCAAACUAU.CCUAAAGG.GUA.GGAC.GC
Vor-2-1 GGAAUUCGAGAAGACCAUUCCACAAUCAAACUAUUCACAUCGAUUUUAUAAGGAAGCUUAACUACAUUUCGCCUGCCUAUACAUAGCGGC......................ACUUUUGGCAAACUAU.UCGAAAGG.AUA.AGAC.GC
Vbr-1-1 UAUCGACAACUUAUUCAAUUCGAGAAUGUAAUUCCAUAUUCGUUCGUCUGCGUAGAUUUUGCCAAAACCUUUGGCUACAUUCUCCCUGCU...CA.A.AC..U..G.....CACUUCAGGCAAACUAU.CCGAAAGG.UUA.GGAC.GC
Vba-1-1 AUUAAAAGUUCGAGAUUAGCAUCCCACAUUUAAAUCGAUUGAUUCGCAUUUAUAAAACUCGUUGGCUACAUUCCGCUUGC................U.UA..AACG.....CACUUCUGGCAAACUAU.UUGAAAGA.AUA.GGAC.GC
Vsp-8-1 AUUAAAAGUUCGAGAUUAGCAUUCCACAUUUCAAUCUAUUGAUUCGCAUUUAUAAAACUGGUUGGCUACAUUUCUCUUGC................U.CA..AACG.....CACUUCUGGCAAACUAU.UUGAAAGA.AUA.GGAC.GC
Vsi-1-1 UCGCUUAAAUUUGAAAUCGAGAAUAUGCUUCCACAAACCCAUUUCAUUCGUCGCUUUUCUUAAAUUAUUUAACUACAUUUCGUUUGCUCA........UA..U..G.....CACUUCUGGCAAACUAU.CUGAAAAG.AUA.GGAC.GC
Vtu-1-1 GGCUUAGCUUUUCUGAUUGGCGUUAGCUACAUUUCGCCUGCUUAUACAAAACUCAUUACUUUGUAAUCUAACAAUAUAUUGCGGCAAGUA.........U..A..G.GCUGCACUUCAGGCAAACUAU.CCGAAAGG.UUA.GGAC.GC
Vsp-3-1 ACCGUUACCUUUCAAUUUGAGAACAUGAUUCCAUGUCAGUGUCGUUUACUUUUCCACAUGUAAAUUCUUGAGCUAAAUUUUGGCUGCUCA..................AUCACAUUUCGGCAAACCAU.UCGAAAGG.GUG.GGAC.GC
Val-1-1 UUAAGAUAUCGUUAUCUUUCAAUUUGAGAACAGGAUUCCAUGUCAGUGACGUUUACUUUUCCACAUGUAAAUUCUUAAGCUAAAUUUUGG....C.U.GC..U..C.AAUCACAUUUCGGCAAACCAU.UCGAAAGG.GUG.GGAC.GC
Val-2-1 UCAUUAUCUUUCAAUUUGAGAACAGGAUUCCAUGUCAGUGACGUUUACUUUUCCACAUGUAAAUUCUUAAGCUAAAUUUU....GGCUGC......U.CAA.U.......CACAUUUCGGCAAACCAU.UCGAAAGG.GUG.GGAC.GC
Vpa-7-1 GAUAUUAAAUUGCGAGAACGAUUCCACAAGGAGAUGAAUUAUUUUUAUUUGCCCAGAUUCAUACGCUACAUUCCGAGUGC......................U..C.AAUCACAUUUCGGCAAACCAU.UCGAAAGG.AUG.GGAC.GC
Vpa-3-1 GAUAUUAAAUUGCGAGAACGAUUCCACAAGGAGAUGAAUUAUUUUUAUUUGCCCAGAUUCAUACGCUACAUUCCGAGUGC......................U..C.AAUCACAUUUCGGCAAACCAU.UCGAAAGG.AUG.GGAC.GC
Vpa-3-4 GAUAUUAAAUUGCGAGAACGAUUCCACAAGGAGAUGAAUUAUUUUUAUUUGCCCAGAUUCAUACGCUACAUUCCGAGUGC......................U..C.AAUCACAUUUCGGCAAACCAU.UCGAAAGG.AUG.GGAC.GC
Vpa-4-1 AAUGGAUAUUAAAUUGCGAGAACGAUUCCACAAGGAGAUGAAUUAUUUUUAUUUGCCCAGAUUCAUACGCUACAUUCCGAGUGCUCAAUC.....................ACAUUUCGGCAAACCAU.UCGAAAGG.AUG.GGAC.GC
Ptu-1-3 GUUAGCCAAUCAUUUAAAUCUAGUGAUUAAGUUUGGUUUUUAAUCUUAAUGUAAUAUUUUUGUUUGAUUUUUUAGGUGGUUUGAUUAUCA....U.U.UG..CACC.......UAUUUGGCAAACUAA.CCGAAAGG.UUA.GGAC.GC
Asa-2-1 CAGAAAAUCACUCCUAUUUUCUGAACCAAUGUCACAUAACUUGCAAGUGGACAACAUUUCAUCUUAUUGAUUACUAUAUC..AUCUUAAC...UG.U.CA..C..G.......AACAGGGCAAACUGU.GCGAAAGC.UCA.GGAC.GC
Vfi-2-1 ACAAAUUUACACAGGUAUUUUUUGGAUCAAUAUCACAUUUCCGUGUUUUUUCGUUCAAACUUUUGUUAUUGAUUGCUAUAUCAUCAAUCU...UG.U.CA..C..G.......AACAUGGCAAACUAC.AUGAAAAU.GUA.GGAC.GC
Vfi-1-1 ACAAAUUUCUGUAAGUAUUUUUUGGAUCGAUAUCACACUUUUGUAUUUUUCCGUUCAAACUUUUGUUAUUGAUUGCUAUAUCAUCAAUCU...UG.U.CA..C..G.......AACAUGGCAAACUAC.AUGAAAAU.GUA.GGAC.GC
Pda-1-1 UUACUCAUUUUAAAUUAUUAACUGAAUCAACAUCACAAAUUUUGCAACUUAAUAUAAAAAAUAUUAAGCUAUCUACGUUAACCUUUAUCA...G..U.UA..C..G.......AACAGGGCAAACUAUCUUGAAAGAGAUG.GGAC.GC
Vsp-5-2 AAAGUUAUUCUUGCAUAAAGAUCACAAUUAUCCCAUAUUAAUAGACUACUUCCUGACAGAAGUAAUUUAAUCUUUAGCAGAGCAAAUUAA...GU...CA..C..G.......CACAGGGCAAACCAAACUGAAAAG.UUG.GGAC.GC
Vsc-1-2 AAAGUUAUUCUUGCAUAAAGAUCACAAUUAUCCCAUAUUAAUAGACUACUUCCUGACAGAAGUAAUUUAAUCUUUAGCAGAGCAAAUUAA...GU...CA..C..G.......CACAGGGCAAACCAAACUGAAAAG.UUG.GGAC.GC
Vic-1-1 AAACUUAUUCUUGCAUAAAGAUCACAUCUAUCUCAUAGUAAAGAGAUACUUCCUGACAGAAGUAUUUUAAUCUUUAGCAGAGCAAAUUAA...GU...CA..C..G.......CACAGGGCAAACCAUUCUGAAAAG.AUG.GGAC.GC
Vni-1-4 UUUAUAUCUAUGCAUUUAUUUUUUGGAUUAAGAUCACAUUAGAGGCAUCUCGAUGUGAUUCUUGUUCAAUUUUUUCUCUAUGAUUUUACU....G.U.CA..C..G.......CACAGGGCAAACCAU.UUGAAAAA.GUG.GGAC.GC
Vsh-1-1 GGCACAAAUCCCAAUCGAUUAUCUGAAGCAAUAUCACACUUUUACCAUACAACCGUCAUAGAUGUGAGUCAUUUUCAUUUAUUCUAAAUA...UG.U.CA..C..G.......CACAGGGCAAACCAC.UUGAAAGG.GUG.GGAC.GC
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Vsp-9-1 AUAAUUCAAAGAUCAUUAAUUGAAGCAAUAUCACAUUUUGAAAUAAGAAGUGUGAGCCUAAUUCAACAAAAACUUUAUUCUAAUAACCCA....G.U.CA..C..G.......CACAGGGCAAACCAC.UUGAAAAA.GUG.GGAC.GC
Vsp-4-1 AUAUCUCAAAGAUCAUUAAUUGAAGCAAUAUCACAUUUUGAAAUAAGAAGUGUGAGCCUAAUUCAACAAAAACUUUAUUCUAAUAACCCA....G.U.CA..C..G.......CACAGGGCAAACCAC.UUGAAAAA.GUG.GGAC.GC
Vcy-1-1 AUAACAGCAAGAUCAUUAAUUGAAGCAAUAUCACAUUUUGAAAUAACAAGUGUGAGCUUCAUUCAACAAAAACUUUAUUCUAUUUAAUCA....G.U.CA..C..G.......CACAGGGCAAACCAC.UCGAAAGA.GUG.AGAC.GC
Vsp-8-2 CAUACCGGAAAGAUCAUUAAUUGAAGCAAUAUCACAUUUUGAAAUAACAAGUGUGAGCCUCAUUCAACAAAAACUUUAUUCUAUUCAAUC...AG.U.CA..C..G.......CACAGGGCAAAUCAC.UUGAAAGA.GUG.AGAC.GC
Vba-1-2 CAUAUAAUAAGGAUCAUUAAUUGAAGCAAUAUCACACUUUGAAAUAACAAGUGUGAGCCUCAUUCAACAAAAACUUUAUUCUAUUCAAUC...AG.U.CA..C..G.......CACAGGGCAAAUCAC.UUGAAAAG.GUG.AGAC.GC
Vor-2-2 GAGCCUAUUUAUUGAAGCAAGAUCACAUUUAUCCUAUAGAGACGUGAUUCUCAGCCCAAAAUCCAUUUAUGCUUAUUAUUGUUCGAUUAU...GC...CA..C..G.......AACAGGGCAAACCAUUUCGAAAGG.AUG.GGAC.GC
Vbr-1-2 CCCUCUUUUUACUGAACCAAGAUCACACUUAUCCGAUUCCGGCGUGAUGUUCUGCGCAUAUUUUAUUUAUGCUCUAAAUGUUCGAAUAAU...GC...CA..C..G.......AACAGGGCAAACCACUCCGAAAGG.GUG.GGAC.GC
Vsi-1-2 CACACCAAUUUAAUGAACCAAGAUCACAUUUAGUCACUCUAAGUGUGAUACUUACCUCAAAUAUUAUUUAUCCUUAAAUUGUUCGACAAU....G.C.CA..C..G.......AACAGGGCAAACCACUCCGAAAGG.AUG.GGAC.GC
Vpa-1-2 CCGCCAAAUUACUGAACUAAGAUCACAUUUACUCACUACAAGUGUGAUACUUACCUCAAAUAUUAUUUAUUCUUAACUUGUUCGAUCAAU....G.C.CA..C..G.......AACAGGGCAAACCAUUUCGAAAGG.AUG.GGAC.GC
Vtu-1-2 CCCUCUAUUUAUUGAACCAAUGUCACAUUUAUCCUAUACAAACGUGAUGUUCUGCGCAGAAUUUAUUUAUUCUUAAAGUGUUCGAUUAAU....G.C.CA..C..G.......AACAGGGCAAACCAUUCCGAAAGG.AUG.GGAC.GC
Vca-2-1 UGGGCUUUUUCCUGCAUCAAGAUCACACUUAUUUGAUUUGGGCGUGAUGUUACGCUCAAAAUUUAUUUAUUCUCAGAAUGUUCGAAUCGU....G.C.CA..C..G.......AACAGGGCAAACCAUUUCGAAAGA.GUG.GGAC.GC
Vfu-2-1 GUUAGAGACAUAUAUUUGAAUGACAUCACAUUUACAUCAAGUAAAUGUGAUGCUUAUUCAAACUUUUGAUUAUCCUUUUCUAAAGGAAAU....G.U.CA..C..G.......CACAGGGCAAACCAU.CUGAAAAG.GUG.GGAC.GC
Vfu-1-1 GUUAGAGACAUAUAUUUGAAUGACAUCACAUUUACAUCAAGUAAAUGUGAUGCUUAUUCAAACUUUUGAUUAUCCUUUUCUAAAGGAAAU....G.U.CA..C..G.......CACAGGGCAAACCAU.CUGAAAAG.GUG.GGAC.GC
Van-1-1 UUAAAUAAUGGUAAAUUUGGAAUGAGUGUCACGCAAAUAAUAAAUAAACGUGAUGCUCAUCCAAAAAUUUAUAUAUUCUUAUUAUUAGAA....G.U.CA..C..G.......CACAGGGCAAACCAU.UUGAAAAG.AUG.GGAC.GC
Vor-1-1 UCAAAUAAUAGUAAAUUUGGAAUAAGCAUCACGAAAAUAAUAAAUAAACGUGAUGCUCAUCCAAAAAUUUAUAUAUUCUUAUUAUUAGAA....G.U.CA..C..G.......CACAGGGCAAACCAU.UUGAAAGG.AUG.GGAC.GC
Vme-1-1 UCAUAUAAACAAUCACUGAGUGUGAUAUUUAUUCAAUGAUUUGUUUAUUUUAUACAUCCAAGUUAUACUAUUUUUUCAAUAAUGAAACGU....G.U.CA..C..G.......CACAGGGCAAACCAU.UUGAAAAG.AUG.GGAC.GC
Vch-24-1 UGCGAGUAUUAUUAGUAGGGCUCAUUCUCACAUUUGAAAUAUCAGUAUGUGAGAAUGACCCAAGAAUGAUUAAUUCUUAUCAGGAAAAAU....G.U.CA..C..G.......CACAGGGCAAACCAU.UCGAAAGA.GUG.GGAC.GC
Vch-28-1 UGCGAGUAUUAUUAGUAGGGCUCAUUCUCACAUUUGAAAUAUCAGUAUGUGAGAAUGACCCAAGAAUGAUUAAUUUUUAUCAGGAAAAAU....G.U.CA..C..G.......CACAGGGCAAACCAU.UCGAAAGA.GUG.GGAC.GC
Vch-6-1 UGCGAGUAUUAUUAGUAGGGUUCAUUCUCACAUUUGAAAUAUCAGUAUGUGAGAAUGACCCAAGAAUGAUUAAUUUUUAUCAGGAAAAAU....G.U.CA..C..G.......CACAGGGCAAACCAU.UCGAAAGA.GUG.GGAC.GC
Vch-13-1 UGCGAGUAUUAUUAGUAGGGCUCAUUCUCACAUUUGAAAUAUCAGUAUGUGAGAAUGACCCAAGAAUGAUUAAUUUUUAUCAGGAAAAAU....G.U.CA..C..G.......CACAGGGCAAACCAU.UCGAAAGA.GUG.GGAC.GC
Vch-19-1 ................................UUUGAAAUAUCAGUAUGUGAGAAUGACCCAAGAAUGAUUAAUUUUUAUCAGGAAAAAU....G.U.CA..C..G.......CACAGGGCAAACCAU.UCGAAAGA.GUG.GGAC.GC
Vmi-2-1 AACUAGUAUUAUUAACUGGGCGCAUUCUCACAAUUGAAAUAUCAAUAUGUGAGAAUAACCCAAGAACGAUUAUUUUUUAUCAGGAAAAAU....G.U.CA..C..G.......CACAGGGCAAACCAU.UUGAAAAA.GUG.GGAC.GC
Vmi-4-1 AACUAGUAUUAUUAACUGGGCGCAUUCUCACAAUUGAAAUAUCAAUAUGUGAGAAUAACCCAAGAACGAUUAUUUUUUAUCAGGAAAAAU....G.U.CA..C..G.......CACAGGGCAAACCAU.UUGAAAAA.GUG.GGAC.GC
Vmi-3-1 AACUAGUAUUAUUAACUGGGCGCAUUCUCACAAUUGAAAUAUCAAUAUGUGAGAAUAACCCAAGAACGAUUAUUUUUUAUCAGGAAAAAU....G.U.CA..C..G.......CACAGGGCAAACCAU.UUGAAAAA.GUG.GGAC.GC
Vsp-6-1 AGCGAGUAUUAUUAACAUGGCUCAUUCUCACAAUUGAAAUAUCAGUAUGUGAGAAUUACCCAAGUUUGGUUAUUUUUUAUCAGGAAAAAU....G.U.CA..C..G.......CACAGGGCAAACCAU.UCGAAAGA.GUG.GGAC.GC
Vvu-3-1 UUCACUUAACUGCAACUAUUAUCUGAACCAAUGUCACAUUUUUUAUUUGAAAAUGUGAUGUUACUCCAAUAGAAAUCGUAUCCUUCUAGU....G.U.CA..C..G.......CACAGGGCAAACCAU.UUGAAAAA.GUG.GGAC.GC
Vvu-2-1 UUCACUUAACUGCAACUAUUAUCUGAACCAAUGUCACAUUUUUUAUUUGAAAAUGUGAUGUUACUCCAAUAGAAAUCGUAUCCUUCUAGU....G.U.CA..C..G.......CACAGGGCAAACCAU.UUGAAAAA.GUG.GGAC.GC
Vsp-7-1 CAUAGGUAUUAAUAACUUAGCUUAUUCUCACAUUUGAAAUACCAAGUUGUGAGAAUAAGCCAAGAUUGGUUAAUUUUUAUCAGGAAAAAU....G.U.CA..C..G.......CACAGGGCAAACCAU.UUGAAAAA.GUG.GGAC.GC
Vpa-3-5 CAUGCACAAAAUGGCAUUAUUUAUUGAAUCAAGAUCACGUUUUAAAAUCUAAAGUGUGAUGUUAAUUCAAUAUACGAAGUAUCCUCAUCU...GG.U.CA..C..G.......CACAGGGCAAACCAU.CCGAAAGG.GUG.GGAC.GC
Vpa-7-2 CAUGCACAAAAUGGCAUUAUUUAUUGAAUAAAGAUCACGUUUUAAAAUCUAAAGUGUGAUGUUAAUUCAAUAUACGAAGUAUCCUCAUCU...GG.U.CA..C..G.......CACAGGGCAAACCAU.CCGAAAGG.GUG.GGAC.GC
Vha-3-1 ACACACCAAAAUAGCACUAUUAACUGAACCAAGAUCACACUUUGAUGCUUGAAACGUGAUGUUAAUUCAAUAUACGAAGUAUUCUCAAAU...GG.U.CA..C..G.......CACAGGGCAAACCAU.UCGAAAGG.GUG.GGAC.GC
Vha-2-1 ACACAUCAAAAUGGCACUAUUAACUGAACCAACAUCACAUUUUGGUGUUUGAAACGUGAUGUUAAUUCAAUAUACGAAGUAUCCUCAAAU...GG.U.CA..C..G.......CACAGGGCAAACCAU.UCGAAAGG.GUG.GGAC.GC
Vsp-1-1 ACACAUUAAAACAGCACUAUUUCCUGAAGUAAGAUCACGUUUUUAAAUUUGAAGCGUGAUGUUAAUUCAAUAUACAAAGUAUUCUCAAAU...GG.U.CA..C..G.......CACAGGGCAAACCUC.UCGAAAGG.GGG.GGAC.GC
Vro-1-1 CUCACGAAAAAAUAAUUAUUAAUUGAACCGAAAUCACAUUUAUAAACGCAAAAUGUGAUAUUAGUCCAAUAUAGCAAGUAUGCUCUCAGU....G.U.CA..C..G.......CACAGGGCAAACCAC.UCUAAAGG.GUG.GGAC.GC
Vsp-2-2 ACCAUAAAAGCACUGCGUUUUACUGAAGCAAUAUCACACUUUGAUCUCUAGAUUGUGAUGUUAAUUCAAGAUAAAAAGUAUUCUCAACAU....G.U.CA..C..G.......CACAGGGCAAACCAU.CCGAAAGG.GUG.GGAC.GC
Vha-1-2 CACAUCAAUUUAACGCUAUUAACUGAACCAAGAUCACACUUUUAUAUUUGAAACGUGAUGUUAAUUCAAUAUACGAAGUAUUCUCAAAGA....G.U.CA..C..G.......CACAGGGCAAACCAU.UCGAAAGG.GUG.GGAC.GC
Vca-1-1 CACAUCAAAAUAGCACUAUUAACUGAACCAAGAUCACACUUUGGUGCUUGGAACGUGAUGUUAAUUCAAUAUACGAAGUAUUCUCAAAUG....G.U.CA..C..G.......CACAGGGCAAACCAU.UCGAAAGG.GUG.GGAC.GC
Vsp-3-2 AUGCGCUUGUCGACACUUUUUAUUGAACCAGAAUCACACUUUUACGGGUAAAACGUGAUGUUAAUUCAAUAUACGAAGUAUGCUCAUUCU....G.U.CA..C..G.......CACAGGGCAAACCAU.UCGAAAGG.GUG.GGAC.GC
Vco-1-1 CACGCAAUUUCCUUGAACCAAGAUCACAUUUGAUCAAUAGAGAUGUGAUACUUACCUCAAAUUUUAUUUAUCCUUAAAAUGUUCGACUAA...UG.C.CA..C..G.......AACAGGGCAAACCACUUCGAAAGA.GUG.GGAC.GC
Ppr-2-2 UAACUGAAGCAACAUCACAUUUACGCAGUUUCCAAGCAGGAACAAACGGGAACAAACAGGACCAAACUUACUAUCUACGUUACAAUCGUU...AUGU.CA..C..G......AAACAAGGCAAACUAU.UCGAAAGA.AUA.GGAC.GC
Ppr-1-2 ACCCAUAGAAAUAAACCCAAUACCUGAAGCAAUAUCACAUUUAAAAAAUUUCGAAACGGAAUAAAACUGACUAUCUACGUUACAAUCGUU...AUGU.CA..C..G......AAACAAGGCAAACUAU.UCGAAAGA.AUA.GGAC.GC
Sba-8-1 AAUUUUUUGACAGCGUUGUCUUUUGUUGCUAAUUUAGCCAAGUCAUUUCUACUUGAUUACAUACUAUUAACUCGUAGUGAUUCGAUGACA.......CCUACC..G.......UAUUUGGCAAACUAA.UUGAAAAG.UUA.GGAC.GC
Sba-2-1 AUUUUUUUGACAGCGUUGUCUUUUGUUGCUAAUUUAGCCAGGUCAUUUCUACUUGAUUACAUACUAUUAACUCGUAGUGAUUCGAUGACA.......CCUACC..G.......UAUUUGGCAAACUAA.UUGAAAAG.UUA.GGAC.GC
Sba-5-1 AAUUUUUUGACAGCGUUGUCUUUUGUUGCUAAUUUAGCCAAGUCAUUUCUACUUGAUUACAUACUAUUAACUCGUAGUGAUUCGAUGACA.......CCUACC..G.......UAUUUGGCAAACUAA.UUGAAAAG.UUA.GGAC.GC
Sba-4-1 AAUUUUUUGACAGCGUUGUCUUUUGUUGCUAAUUUAGCCAGGUCAUUUCUACUUGAUUACAUACUAUUAACUCGUAGUGAUUCGAUGACA.......CCUACC..G.......UAUUUGGCAAACUAA.UUGAAAAG.UUA.GGAC.GC
Sba-7-1 AAUUUUUUGACAGCGUUGUCUUUUGUUGCUAAUUUAGCCAGGUCAUUUCUACUUGAUUACAUACUAUUAACUCGUAGUGAUUCGAUGACA.......CCUACC..G.......UAUUUGGCAAACUAA.UUGAAAAG.UUA.GGAC.GC
Ssp-1-1 AAUUUUUGACAGCGCUGUCUUUUGUUGCUAAUUUAGCCAGGUCAUUGCUACUCGAUUACAUACUAUUAACUCGUAGUGAUUCGAUGACAC........CUACU..G.......UAUUUGGCAAACUAA.UUGAAAAG.UUA.GGAC.GC
Son-1-1 AUUUAUUUUUUGACAACGUUGUCUUUUGUUGUUAGGUUAGCCGGGUCUUAGUGUUUAAGUUACAUCCUGUUAACUUAAUC...AAUUAAG....A.U.AC..ACCG.......UAUUGGGCAAACUAA.UUGAAAAA.UUA.GGAC.GC
Ssp-3-2 UAUUGAUUUAAUUUUUGACAGCGCUGUCUUUUGUUGUUAGUUUAGCCGAGUCUCAUUGCUUACGUUACAUACUGUUAACUUCAAUGGAGA....U.C.CAC.C..G.......UAUUUGGCAAACUAA.UUGAAAAA.UUA.GGAC.GC
Ssp-2-2 UAAUAACUUAAAUUUUGACAACGCUGUCUUUUGUUGUUAGAUUAGCCGGGUCUCAACGUUUAAGUUACAUACUGUUAACUUCAAUGGAGA....U.C.CAC.C..G.......UAUUUGGCAAACUAA.UUGAAAAA.UUA.GGAC.GC
Svi-1-1 GCGUUCUUGCUUAAAAUUAUGUUGUAUUUUUGAUCAAAUUAAGCCUAUGCUAAACAAGUGAUGACAGCGUUGUCAUCUGACUUUGGCUAA....U.U.UG..A..A.......UAAAAGGCAAACCAA.UCGAAAGA.UUG.GGAC.GC
Ppr-1-3 UAGCAGCAGAAUAACGUUUCAUCCGUUAUGGUUGGGAUAAGAACCCAUAAGAUAUACCUCAAUAUUUAUUUAAAAUCACAAUUUUACAUA...UA.G.UA..U..G.......UAAAGGGCAAACUAG.UCGAAAGG.CUA.GGAC.GC
Ppr-2-3 UAGCAGAAUAACGCUUUAUCGACAGUGUUGCGUUUCAACAAAAUGAUAAGGAUCUAUCUAGGCAUUUAUUUAAAAUCACAAUUUUACAUA...UA.G.UA..U..G.......UAAAGGGCAAACUAG.UCGAAAGG.CUA.GGAC.GC
Asa-1-4 AAAAGUGGCUUAUUAAUAACCUGCCAGGGGUUUGCCCUUCCUCGUUUAACUCCUUAUAUUCAACCGGCGAUUAUUUUUUGUCGCAAAUCA....AGU.UG..U..G.......CAAAAGGCAAACCGG.ACGAAAGU.CCG.GGAC.GC
Aaq-1-3 AAAGUGACUUAUUAAUAAUCAAUCAGGGGUUUGCCCUCUCUCCUUUGACUCCCUUAUAGUCAGGUCGCGAUUAUUUUUAUCGCAAAUCAA........GU..UGUG.......CAAAAGGCAAACCGG.ACGAAAGU.CCG.GGAC.GC
Aca-1-3 UUGAGUCUUGUUGGGUGUCACUUUUGGCAGGUGGCACCCGGGCGACUCUCCUCUAUAGUCAUUCGGCGAUUAUUUUUGUCGCAAAUCAAG.........U..UGUG......CAAAAAGGCAAACCGG.AUGAAAGU.CCG.GGAC.GC
Ave-2-4 UCAAAACCAACUAUUGAUUAAUUUAUUUUCAAGCAUCUAUCAUAGGCAACCUGCCAUGCAGGUCACUUGAUUCUCUGUGCUGCACAGAAA...UC.G.GG..U..G.......AAAAAGGCAAAGUGACCCGAAAGG.GCG.CGAC.GC
Ave-1-3 UCAAAACCAACUAUUGAUUAAUUUAUUUUCAAGCAUCUAUCAUAGGCAACCUGCCAUGCAGGUCACUUGAUUCUCUGUGCUGCACAGAAA...UC.G.GG..U..G.......AAAAAGGCAAAGUGACCCGAAAGG.GCG.CGAC.GC
Aaq-1-4 ACCGAGGAGAAUAAAAAACUAUUUGUGACCGAUACCUCACACUUUUUUAUGGUGAUUGAUUUCUCAAAGUGCGAUGUUAUCAUCUAGACA....U...AG..A..G.......UAAAGGGCAAACCGA.UCGAAAGG.UCG.GGAC.GC
Ave-2-5 ACGUUAUUAAUUAUGCAGACUAACUGUGAUCCAUCUCUCAUGAUUUUUAAGCCGAUUGAUUUCUCAAAGUGGAGUGUUAUCAUCUAGACA....U...AG..A..G.......UAAAGGGCAAACCGA.UCGAAAGG.UCG.GGAC.GC
Ave-1-4 ACGUUAUUAAUUAUGCAGACUAACUGUGAUCCAUCUCUCAUGAUUUUUAAGCCGAUUGAUUUCUCAAAGUGGAGUGUUAUCAUCUAGACA....U...AG..A..G.......UAAAGGGCAAACCGA.UCGAAAGG.UCG.GGAC.GC
Asa-1-5 CCAAUACUAAUUGGCACUUGUGAGGUGUGACUUAUAUCCCAUCUUUUUUUAUAGCGAUUGAUUUCUCAAAGUGGGGUGUUAUCAUCCGGA....CAU.AG..A..G.......UAAAGGGCAAACCGA.UCGAAAGG.UCG.GGAC.GC
Ave-1-5 UGGAAACCGGUGGGCUGGCAAUGGUCCGAUUUGCUUACUUAUCAGAAUUACCCUACAGUCAAUCGGCGAUUAUUUAUCGCCAGAAAUAAC...GU.U..G..U..G.......ACAAGGGCAAACCGA.UUGAAAAG.UCG.GGAC.GC
Ave-2-6 UGGUAACUGGUGGGCUGGCAAUGGUCCGAUUUGCUUACUUAUCAGAAUUACCCUACAGUCAAUCGGCGAUUAUUUAUCGCCAGAAAUAAC...GU.U..G..U..G.......ACAAGGGCAAACCGA.UUGAAAAG.UCG.GGAC.GC
Sha-1-2 CAAACAAAGCAAGUAACCAACAAUUUCAAGAUAAAGAUUGCACUACAAAGCCGUUACCAAUACAUUCGCGCAACAGUAAUUCACAAUUGU......U.AC..AGCG........AAAAGGCAAACCAG.UUGAAAGA.CUG.GGAC.GC
Ssp-2-3 AGCAAUCGGUAUAACAGCCUAGCUGUUAAUAUUUGGUUGCAAUUUGGUUGGGUUGCGACAUAUGCUAAAUAACGUAAUGACAACGUUGUC....A.U.UAU.U..G.......UGAAAGGCAAACCAA.UUGAAAGA.UUG.GGAC.GC
Ssp-3-3 AGCAAUUGGUAUAACAGCCUAGCUGUUAAUAUUUGGUUGCAAUUUGGUUGGGUUGCGACAUAUGCUAAAUAACGUAAUGACAACGUUGUC....A.U.UAU.U..G.......UGAAAGGCAAACCAA.UUGAAAGA.UUG.GGAC.GC
Sde-2-1 CUCAUCUUUACCCCAUUCCUUUUGUUAAGUUUUUGUUGCUUUUUUAAUACCCAUGAGUUUAUGCUAACCAACCCAAUGACAACGCUGUCA....U.U.GC..U..G.......UGGAAGGCAAACCAGUUUUAAAGA.CUG.GGAC.GC
Ssp-1-2 UUAUCGGUACGACAUUCCAUUUGUUAAUAUUUGGUUGCAAUUUUAAUCAAUGUGCGUUUAUGCUGAUUACCGUAAUGACAACGUUGUCAU........UA..UGUG.......UAAAAGGCAAACCAG.UUGAAAAA.CUG.GGAC.GC
Sba-8-2 UUAUCAGACCACUACCUUAGUUGAUAAUAUUUUGUUGCAUUUUUAUUGCGCUUACGUCUAUGCUGAUUAUCGCAAUGACAACGUUGUCAU........CG..CGUG.......UAAAAGGCAAACCAG.UUGAAAAA.CUG.GGAC.GC
Sba-7-2 UUAUCAGACCACUACCUUAGUUGAUAAUAUUUUGUUGCAUUUUUAUUGCGCUUACGUCUAUGCUGAUUAUCGCAAUGACAACGUUGUCAU........UG..CGUG.......UAAAAGGCAAACCAG.UUGAAAAA.CUG.GGAC.GC
Sba-5-2 UUAUCAGACCAUUACCUUAGUUGAUAAUAUUUUGUUGCAUUUUUAUUGCGCUUACGUCUAUGCUGAUUAUCGCAAUGACAACGUUGUCAU........UG..CGUG.......UAAAAGGCAAACCAG.UUGAAAAA.CUG.GGAC.GC
Sba-2-2 UUAUCAGACCACUACCUUAGUUGAUAAUAUUUUGUUGCAUUUUUAUUGCGCUUACGUCUAUGCUGAUUAUCGCAAUGACAACGUUGUCAU........UG..CGUG.......UAAAAGGCAAACCAG.UUGAAAAA.CUG.GGAC.GC
Sba-4-2 AUCAGACCACUACCUUAGUUGAUAAUAUUUUGUUGCAUUUUUAUUGCGCUUACGUCUAUGCUGAACAUCGCAAUGACAACGUUGUCAUUG............CAUG.......UAAAAGGCAAACCAG.UUGAAAAA.CUG.GGAC.GC
Fba-1-2 CCCUUUUUUGUUACUUCGUUGUGAGUCAGUUGGUGAAAUGUGUGAAAAAUGAUCUGGUAUCCGCUAACGCAUUGGCUAUGAUUGGGAAAG......C.ACGAC..G.......AAAAAGGCAAACCAG.GUGAAAGC.CUG.GGAC.GC
Osp-1-1 UCCUGAGGCCAAUACCCCCAAUAAAAUCAAGGACAGGGUUGCAAAGUCCUUGUUUUUUUAGUCAAAUAUUGACGCACAGAAAUACGAUUG......C.UGA.U..G.......ACAAGGGCAAACUGC.GUGAAAGC.GCA.GGAC.GC
Gxi-1-1 GCACUUUACGCAAGCAAUAUGCAAAUAUAUGCUAGGACCUGAACCGUUAAGGUUCCGUUUAAGUAAUGGAAGCCGAGCUUCCAAAACUUA.....GC.UGU.U..G.......AUAAGGGCAAACUGCGGCGAAAGC.UCA.GGAC.GC
Fba-1-3 UGCUUCCGCCCCACCCCAUUGCGAAAGGCGUUUUUUCUGCCCUAAUCUGACGCCGGUGACAACGCUGUCAUUUGUACCUCACAAGUGGUC.....AC.U.G.U..G.......AUAAAGGCAAACCGG.UCGAAAGG.CCG.GGAC.GC
Vch-17-2 UUAUUUAACUCUAAAAAAUAAGCGUGAGAGCUUGAUUCCACAUAUUGAGUAAUGACUUCGCUUUCUCUCUUGGUCUUAAGUAAAUUUGCU....C.U.CG.....G...UCACACUUUGGCAAACCCU.UUGAAAAA.AUG.GGAC.GC
Vvu-3-2 UUUUCAUCACACUUUUUCGAGAAAUUAAUUCCAAAUCCAAUCAAUUAAUUCGCCUCAUCGUUAUUCUCAUCCUAAAUUAUGCCUGACAUC.....................ACACAUAGGCAAACCUU.CUGAAAAG.AUG.GGAC.GC
Vvu-1-2 UUUUCAUCACACUUUUUCGAGAAAUUAAUUCCAAAUCCAAUCAAUUAAUUCGCCUCAUCGUUAUUCUCAUCCUAAAUUAUGCCUGACAUC.....................ACACAUAGGCAAACCUU.CUGAAAAG.AUG.GGAC.GC
Vvu-2-2 UUUUCAUCACACUUUUUCGAGAAAUUAAUUCCAAAUCCAAUCAAUUAAUUCGCCUCAUCGUUAUUCUCAUCCUAAAUUAUGCCUGACAUC.....................ACACAUAGGCAAACCUU.CUGAAAAG.AUG.GGAC.GC
Vsp-6-2 ACUCUAAAAAUUAAGCCUGAGAGCUUCAUUCCACAAACGUUGUCUUCGCUUAGCCUUAUUGAACAAAGUUAGUUAAAUUUGCUACCGAUC.....................ACAUUUCGGCAAACCAU.UUGAAAAA.AUG.GGAC.GC
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Vmi-1-2 AUAUUAGUUAUUUAGCUCUAAAAAUUAAGGAUGAGAGCUUCAUUCCACAAAAUCUGUCACCACUUCGCUUUCCCACCCCAAAUUGAUUAA...AU.U.UGCCUUCG..AUCACAUUUCGGCAAACCAC.UUGAAAAA.GUG.GGAC.GC
Vmi-2-2 AGUUAUUUAGCUCUAAAAAUUAAGGGUGAGAGCUUCAUUCCACAAAAUCUGUCACCACUUCGCUUUCCCACCUCAAAUUG.AUUAAAUUC........GCC.UUCG..AUCACAUUUCGGCAAACCAC.UUGAAAAA.GUG.GGAC.GC
Vmi-4-2 GCUCUAAAAAUUAAGGAUGAGAGCUUCAUUCCACAAAAUCUGUCACCACUUCGCUUUCCCACCCCAAAUUGAUUAAAUUUGCCUUCGAUC.....................ACAUUUCGGCAAACCAC.UUGAAAAA.GUG.GGAC.GC
Vmi-3-2 GCUCUAAAAAUUAAGGAUGAGAGCUUCAUUCCACAAAAUCUGUCACCACUUCGCUUUCCCACCCCAAAUUGAUUAAAUUUGCCUUCGAUC.....................ACAUUUCGGCAAACCAC.UUGAAAAA.GUG.GGAC.GC
Vch-24-2 ACUCUAAAAAAUAAGCGUGAGAGCUUGAUUCCACAUAUUGAGUAAUGACUUCGCUUUCUCUCUUGGUCUUAAGUAAAUUUGCUUUCGGUC.....................ACACUUUGGCAAACCCU.UUGAAAAA.AUG.GGAC.GC
Vch-22-3 ACUCUAAAAAAUAAGCGUGAGAGCUUGAUUCCACAUAUUGAGUAAUGACUUCGCUUUCUCUCUUGGUCUUAAGUAAAUUUGCUCUCGGUC.....................ACACUUUGGCAAACCCU.UUGGAAAA.AUG.GGAC.GC
Vch-12-2 ACUCUAAAAAAUAAGCGUGAGAGCUUGAUUCCACAUAUUGAGUAAUGACUUCGCUUUCUCUCUUGGUCUUAAGUAAAUUUGCUCUCGGUC.....................ACACUUUGGCAAACCCU.UUGAAAAA.AUG.GGAC.GC
Vch-3-2 ACUCUAAAAAAUAAGCGUGAGAGCUUGAUUCCACAUAUUGAGUAAUGACUUCGCUUUCUCUCUUGGUCUUAAGUAAAUUUGCUCUCGGUC.....................ACACUUUGGCAAACCCU.UUGAAAAA.AUG.GGAC.GC
Vch-28-2 ACUCUAAAAAAUAAGCGUGAGAGCUUGAUUCCACAUAUUGAGUAAUGACUUCGCUUUCUCUCUUGGUCUUAAGUAAAUUUGCUCUCGGUC.....................ACACUUUGGCAAACCCU.UUGAAAAA.AUG.GGAC.GC
Vch-26-2 ACUCUAAAAAAUAAGCGUGAGAGCUUGAUUCCACAUAUUGAGUAAUGACUUCGCUUUCUCUCUUGGUCUUAAGUAAAUUUGCUCUCGGUC.....................ACACUUUGGCAAACCCU.UUGAAAAA.AUG.GGAC.GC
Vch-15-2 ACUCUAAAAAAUAAGCGUGAGAGCUUGAUUCCACAUAUUGAGUAAUGACUUCGCUUUCUCUCUUGGUCUUAAGUAAAUUUGCUCUCGGUC.....................ACACUUUGGCAAACCCU.UUGAAAAA.AUG.GGAC.GC
Vch-4-2 ACUCUAAAAAAUAAGCGUGAGAGCUUGAUUCCACAUAUUGAGUAAUGACUUCGCUUUCUCUCUUGGUCUUAAGUAAAUUUGCUCUCGGUC.....................ACACUUUGGCAAACCCU.UUGAAAAA.AUG.GGAC.GC
Vch-13-2 ACUCUAAAAAAUAAGCGUGAGAGCUUGAUUCCACAUAUUGAGUAAUGACUUCGCUUUCUCUCUUGGUCUUAAGUAAAUUUGCUCUCGGUC.....................ACACUUUGGCAAACCCU.UUGAAAAA.AUG.GGAC.GC
Vch-18-2 ACUCUAAAAAAUAAGCGUGAGAGCUUGAUUCCACAUAUUGAGUAAUGACUUCGCUUUCUCUCUUGGUCUUAAGUAAAUUUGCUCUCGGUC.....................ACACUUUGGCAAACCCU.UUGAAAAA.AUG.GGAC.GC
Vch-5-2 ACUCUAAAAAAUAAGCAUGAGAGCUUGAUUCCACAUAUUGAGUAAUGACUUCGCUUUCUCUCUUAGUCUUAAGUAAAUUUGCUCUCGGUC.....................ACACUUUGGCAAACCCU.UUGAAAAA.AUG.GGAC.GC
Vch-30-2 ACUCUAAAAAAUAAGCGUGAGAGCUUGAUUCCACAUAUUGAGUAAUGACUUCGCUUUCUCUCUUGGUCUUAAGUAAAUUUGCUCUCGGUC.....................ACACUUUGGCAAACCCU.UUGAAAAA.AUG.GGAC.GC
Vch-6-2 ACUCUAAAAAAUAAGCGUGAGAGCUUGAUUCCACAUAUUGAGUAAUGACUUCGCUUUCUCUCUUGGUCUUAAGUAAAUUUGCUCUCGGUC.....................ACACUUUGGCAAACCCU.UUGAAAAA.AUG.GGAC.GC
Vsp-7-2 ACUCUAAAAAUUAAGCGUGAGAGCUUCAUUCCACAAACCUAGUAAUGACUUCGCUUUCUCCUCUGACCUUAAGUAAAUUUGCUUUCGGUC.....................ACACUUCGGCAAACCAU.UUGAAAAA.AUG.GGAC.GC
Vic-1-2 AAAAGCAUACCAAAGGAGAUUUUCAUUCCAUCUUCUGCUGGAUUUUAUCGCUGUAAAUCCACUUUGUAAGCUAAAUUACCCGCGCUAAAA......C.AC..ACUG..........UCGGCAAACCAU.UUGAAAAA.AUG.GGAC.GC
Vsp-5-3 GAUUCUGUCGCGCUCUUUUCACUUUCUAAGCUAAAUUUCUCCAGCUCAUAACAAGUAGAACAAGCAAAGACUUGUUUUGAUUGGUACAAA......C.AC..ACUG..........UCGGCAAACCAU.UUGAAAAA.AUG.GGAC.GC
Vsc-1-3 GAUUCUGUCGCACUCUUUUCACUUUCUAAGCUAAAUUUCUCCAGCUCAUAACAAGUAGAACAAGCAAAGACUUGUUUUGAUUGGUACAAA......C.AC..ACUG..........UCGGCAAACCAU.UUGAAAAA.AUG.GGAC.GC
Psp-2-1 AAUAUUUGCAAUUAAUUCUAUUUAACUAUAGUCUAUUGUUUUUAUUAUACAUAGUUACUAGUUUUUAUGUUGGUAAAAAACAAUGCAUAA....G.UAAA.....U.......UAAAUGGCAAACUAU.GCGAAAGC.AUA.GGAC.GC
Pun-1-1 AAUAUUUGCAUUUAAUGAUAUUUAACUAUAGUCUGUUGUUUUUAUUGUACAUAGUUACUAGUUUUUAUAUUGGUUUAAAAUAAUGCUUAA....G.UAAA.....U.......UAAAUGGCAAACUAU.GCGAAAGC.AUA.GGAC.GC
Tma-1-1 ACUCGCCAAGAGCACGUCUUUCGUCGCCGAAAGCCAGACAAAAGCGCUUCGUUGAUUUGCCAUUAACAUUGUGCAAGUCUUCCUGCCAGA........UAAGC..G........AAAGGCCAAACCUA.CCGAGAGG.UAG.GGGC.GG
Mtu-1-1 CCUACCAAAUUACGCCCGAAACACUCUACGUAAAAAUACUUUAAGUAGUUGUAUCAAUAUAUAUUUAUCAAAUCCUGACGCACACUUCCA....U.C.ACA.C..G.......AUAAAGCCAAUCCUG.CCGAAAGA.CAG.GAGC.AG
Mtu-1-2 AUAUUUCCAUGAGACAUUGAGACCCGAAGACGUUGUGCUUCAACUUAUACGCUACAAAUAUAAAUAUUAAUUUAAUGACUAAAAAUAAAU.....................AAAUAAAGCUAAACCUA.UUGAAAGG.UAG.GGAC.AG
Msp-4-6 UCCUUAUUUAGUACCAAGGUACAAUAGUUUUAGCAAUUUUUUCCUAUAAGAUAGGCAACAUUGCUCCAGAAAUGAAUCGGAACAAUACCA.....AU.UA..AU.U........GAGUGCCAACCUUG.GUGCGAAC.CAA.GCGACGG
Mam-1-9 CUGAUUAAUUUUACGUUUUAGUACCAAAGUACAAUUGUUCAGCUAAUGACGAAUCACUAAUAUGUAUUCUGCAGGUAGUG..AUUGCAUA....U.U.GAACA..G........UUAAGCCAACCUUG.GUGUGAGC.CAU.GUGACGG
Slo-1-1 UCGAUUUUUUGGUUGAGCUUCGCUUGAAUUAAUUGCUAGAAUGCCCGUGUUCUCUGGGCUGUAGCAGCUUAGAGGUUUAGUUCGAAAGCA....C.U.CU..C..G........AAACGGCAAGCAUU.AAGUAAUU.AAU.GUAC.GC
Tau-1-1 GCAUGAUACGGACGUCAUGAAUAUCCAUUCAUUUUGUUUGUGCUGGUCACAUUUGAUGUGACGUCAUGCGACCAACCACCAUCGAAAGCG....C.U.CC..C..G........AAACGGCAAACUCC.GGGUAACC.GGAUGUAC.GC
Gxi-1-2 AAUGCGGGGCCUUACUGCCGUCAGCCGGAUCGGUGCUGACUCAGUCGGAGCGGACCCCCUCCGAGGCCUGUAGUUAUUCAAGAAAGAUCC......U.CU..CCUG........AAAAGGCAAACCCC.GGGUAACC.GGG.GGAC.GC
Sde-1-2 AUACAAAGCAGACGUUUAUUUAAACAAUCUGCUCCUCAUUUCAGCCUGUAUCGGCUUGUUUUGAGUAUCGUCGCUCGCUG.UUUAGCCUG......C.UCAAC..G.......AUAAAGGCAAACCCG.CGGUAACG.UGG.GGAC.GC
Sse-1-1 CGAAACACUUUGAUACAUUGAUUGGCAGCAACAUUUCACUUCGUAAAGUGCCAAUGAUAUGCGGGCAUCAAGCCUCAUACUCAUUACCUG....C.U.CUA.C..G.......AUAAAGGCAAAACCG.GGGUAACC.CGG.CGAC.GC
Mst-1-1 AAAUUGGCAGACGAGGUUUUUUGCUGCUACUAUCACCCUAGGUUUGGCUGUGUCAGCGGUCCGACUUAUUAUUACUCCAGCGAAAGAAUC....U.C.UCC.C..G........AAAAGGCAACUGCC.CCAAGAGC.GGC.AGAC.GC
env-1 CAAAAAUUGGCAGACGAGGUUUUUUGCUGCUACUAUCACCCUAGGUUUGGCUGUGUCAGCGGUCCGACUUAUUACUCCAGCGAAAGAAUC....U.C.UCC.C..G........AAAAGGCAACUGCC.CCAAGAGC.GGC.AGAC.GC
Iba-1-1 GGCCAAACCCUCCGUGAGGCGGGGACGGAAAGCUUCGGGUCUUCUAAAAAUAAAAACGAAGAUAGCCGGGUUGCAGCUAA...AUAAUUA....A.U.UU..UGUU.......UAACUGCCAAACUCA.UCGCGAGA.UGA.GGAC.GG
Msp-2-1 CAGAGUAAUAAAAAACCUAUAAGAAACAACAAGCUUAAAAGUUGGCACGGUAAUCGCUUCGUAUUAGAUAUGGAAAAGGC.......AAG...CG.C.CU..........AACCAGCAGCCAAACCAU.UUGUGAGG.AUG.GGAC.GG
Msp-1-1 ACUAAAUCAAGACAAUAAAAAACCCAUAAAAAACAAUAGAUUUAAAACUUGGCACGGUAAUCGCUUUGUAUUACUCGUGGGAAAGGCAAG......U.GCC.U..G.....ACCAGCAGCCAAACCAU.UUGUGAGG.AUG.GGAC.GG
Mma-1-1 GCGAAUCCAUUUUUCGUUAUAUUUUUCAAGAAGUUAAAUUAGUGGCAUGAUUCUGGCUUGCAUAAAGCAUAGGAUCGGGUACGUAGUUCC........CG..U..U.......CGGGAGCCAAACCAU.UCGCGAGG.AUG.GGAC.GG
Mad-1-1 CAACCAAUCUGACGGCUUCUUCACUCAACUGUUUUAUAUAUGUUUUUCCGUUCUGGCACGGAUGUUGUUUAACAGACGACGUGGGGACAU....U.U.CCC.C..G..........CCGCCAAACCUC.UCGCGAGA.GGG.GGAC.GG
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alignment positions 150 · · · 329

Rsp-1-1 AAAACUA.U.GGGCCUAAG.GUUGGAUCA..................................................................................ACUAA.GGUUGCC.AGGUUGC.A...GCA............UUCUAUCAAGAGAAUUGUAAAUUCAUCU
Vni-1-1 AAAAUGA.CAGUGCCACUG.AUUUUUGGAGAGG..............................................................................AUUAUUGGCAGGCUGCAUUAC.AA..G......A.G.....CAGAUGUUGAAGCAAAUCAACACCACUA
Vni-1-2 AAAAUGA.CAGUGCCUGA....UGGCAGUGGUCGCUGAGUUUAAGUCAUUCAGCUGUGUUGAUUUUUCACAAUAAGUCGCGUUAACGCUCAAUGGAAACAUCAACAGUCCAAUCA..GGCAGGCUGCAUUGC.U...GA...G.U.G.....UUUUCAGUUUGAAACACAAGGAAUAGAG
Vha-1-1 AAAGUGA.C.AGCAC.......AGGGAUACU......................................................................................GUGGGCU.GCAUUGC.U...G....A.G.UG....UAUUUUGAUGGAUCAAUAAUUACACGAG
Vni-1-3 AAAAUGA.C.AGUAC.....CUAGUUUAACUUUAGGACGUUCAAUUU................................................................AG....GUAGGCU.GCAUUGC.U...G....A.G.UG....UUUUUACCGAGACAAAAACACAAAGGAU
Gpa-1-1 AAAGCCA.A.GGGCCUUA....GGAUAGU..................................................................................AAAA..GGUAGCC.UAGCUGCAUUAAG..............AGCACUUACUAAGGGGAUAUUUAUGAGC
Tth-1-1 AAAGCCG.C.CGGUC.....CCCGGAUUCAAGAACGACAAUGG....................................................................GG....GACAGCG.GGGCUGC.C...G....CUG.AC....GGGGCAUGAUGCCCCGGGGUCCAAGUGG
Mam-1-1 AAAACCUAC.AGCUG.......UGCAUUAGUGGCAU.................................................................................CAGGGCU.GGGCUGCAU...GAAA.U.G.......GAGAUUUUUAUGAAAA....AAAUAGUG
Ave-2-1 AAAGCUA.C.AGAUC.....UCUACACCU..................................................................................GA....GACGGCU.GAGCUGC.A...GAUUG..A..G....UAUGGCAUCAGUUAUCA...GUUCUCAA
Msp-4-1 AAAGCUU.C.AGCUGUUGA...ACUU.....................................................................................AA....CAGGGCU.GGGCUGC.A...U....G.AUU.....AGAAAGGAAAAACGCGAUGAAAAAAUUA
Nca-1-1 AAAGCUA.C.AGGUCUAUG.UUUUGAUGUCAU...............................................................................UA....GAUGGCU.GAGCUGCGCA..GAAAA..U.......AAAAGCAGUUGAAAA.....AGGAUGUA
Nca-1-2 AAAGUCA.C.GGGUC.....CCAAU......................................................................................GG....GACAGCC.GGACCGC.CACAGGAG.A.G.......UUACCCCAAGGAAUUU....CGUUUUUG
Mme-1-1 AAAGCCA.C.GGGUC.....UUGGGA.....................................................................................AGUAA.GACAGCC.GGGUUAC.CUUC.....A.A.U.....UGCCAGGCAUUCAUGCCGUUACGCCUUG
Msp-3-1 AAAGUUA.C.CAGUC.....UGUAUUUUAUUA...............................................................................CA....GAUAGUG.GAACCGC.C...AAAAA....G.....GUAAAUGAUUUAAUAUUUU.UUGAAAAU
Mme-1-2 AAAGCCA.C.GGUUC.....UUGAGAAACAACAAAAAC.........................................................................AA....GAAGGCC.GGGCUGC.CUCCUAU....A.......GUGAUGGGGAGGGAUCGAAGCGAUUUGC
Mme-1-3 AAAGCCU.A.GGGUC.....UGGUUAGGAUGC...............................................................................CA....GAUAGCC.GGGCCGC.CUCCGUGG...........GUGAUGGAGAGCUGGUGCU.UCGGGCGC
Mme-1-4 AAAGCCG.C.GGGUC.....UUGCCGCUCAGC...............................................................................GA....GAUAGCC.GGGCUGC.U...UU...C.UC......AAGCAUGAGAUAUACGUGAGCGCCCCGC
gpr-1-1 AAAGUUU.C.CGGCCUACC.GAGCAAGCC..................................................................................UCCAA.GGUCGCG.GGAUUGC..AACG....C.A.U.....AAGGUAAUUGCCGAGGCUUUCGGAGCGC
Ave-2-2 AAAGCUU.C.CGGUC.......CAGGGAUGAGCCGUACUUGA...........................................................................GAUAGCG.GGGCCAC.CACAG....G.U.UG....UUGUGCACCUUUGCCAAGAGGCCGCACU
Ave-1-1 AAAGCUU.C.CGGUC.......CAGGGAUGAGCCGUACUUGA...........................................................................GAUAGCG.GGGCCAC.CACAG....G.U.UG....UUGUGCACCUUUGCCAAGAGGCCGCACU
Nca-1-3 AAAGUCA.C.AGGUC.......CCUUGUG........................................................................................GAUGGCU.GGGCUAC.C...GAA..A.G.AGA...GAUUUUCUAUUUACCUUUCAAAGGGUGU
Ssp-3-1 AAAGCUU.C.GGAUCUUA..UUGUACAGGCUGUU.............................................................................AUUAA.GAUGGCU.GAGUUGC.C...GAA..U.C.AG....GUGAAAAACCUUGGCGAUA.UGCAAACC
Ssp-2-1 AAAGCUU.C.GGAUCUUA..UUGUACAGGCUGUU.............................................................................AUUAA.GAUGGCU.GAGUUGC.C...GAA..U.C.AG....GUGAAAAACCUUGGCGAUA.UGCAAACC
Spu-1-1 AAAGCUU.C.GGGUC.....UUGAUUUUUU.................................................................................AUUAA.GAUAGCC.GGGUUGC.C...GAA..U.C.AG....GUGAAAAAUCGUUCGUAUACGCUCAAAU
Nwa-1-1 AAAGUUA.C.GGGUC.....CGUUAA.....................................................................................CG....GAGAGCC.GAGCUAC.C...GAGGU..........GACAUCGUCAAGGUCACAGGGAAGUAGG
Nwa-1-2 AAAGUCA.C.GGGUC.....CUUAUUUCCAUGAGA............................................................................AGCG..GAUAGCC.GGACUGU.C...GGAGC..........GACAUCGUAAAAGUCGCAUUGGCAGUCC
Tcr-1-1 AAAGCCA.U.GGGUC.....UCAAUGGUU..................................................................................GA....GAUCGCC.AGGUUGC.C...AAA..U...U.....GAUUUAGAAAUGUGUUUCUUGAUAUUUC
Mam-1-2 AAAGCUA.C.AGAUC.....UCGGCUGAUGUACUUAGUU........................................................................GA....GAUGGCU.GAGUUGC.A...U....U.U.......UCACUUAAUUAUUAAAGGAAAAUGUCAU
Sde-1-1 AAAGCUU.C.CGGUCUAAG.GGUAUGUAAACCAUA............................................................................UCUAC.GAUAGCG.GGGUUGC.U...GGAA.U.G.......CGAGACACCACUCUUUC...GCGACAGU
Nha-1-1 AAAGCCU.C.UGGCCUAAG.UCCUUUAAG..................................................................................GAUAA.GGUAGCA.AGGCUAC.C...GUAGC..........ACGUGCAUCUUCUAGAUGCUGUGUAAAC
Rsp-1-2 AAAGCUG.C.AGAUCUAAG.GGGAAA.....................................................................................CCUAU.GAUGGCU.GGGCUGC.C...GUAAUC.........UGAUGAUUACGUAGG.....ACGCAUCU
Rna-1-1 AAAGCUU.C.AGGUCUAAG.GUUGUCAGUAAGCUGACU.........................................................................UCUAC.GAUAGCU.GGGCUGC.C...GU.....C.GCU...AAGUGCGAUGUUUAUUCUGCUCUGUCAG
Aae-1-1 AAAGCUG.C.GGAUCUAA..GGGGAAA....................................................................................CCUAC.GAUAGCC.GGGCUGC.CAUG...............ACCGAAACUGGUCUGAUAUGCUGCGACU
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Aje-1-1 AAAGCUG.C.GGAUCUAA..GGGGAAA....................................................................................CCUAC.GAUAGCC.GGGCUGC.C...AU...G.G..C....CAUAACUGGUCUGAUAUGCACCUCCUGU
Aag-1-1 AAAGCUG.C.GGAUCUAACGGGAAA......................................................................................CCUAU.GAUAGCC.GGGCUGC.CA..UAAU...........CGGACGCUGGUCUGAUAUGUUCCCUCAA
Mme-1-5 AAAGUCA.C.GGGUCUUGA.AUGGUUAGUCAUGCUCGCUUGCGAGUAGCCUGAAAUGGGGCUUGCCGCCUACGGGCGGCAAUGACAGGGACCGCU................GUAAAAGACGGCC.GGAUCGU.C...A....C.C.UU....AUGUAUUAACAAUUUAAUUAACAUGAGG
Sha-1-1 AAAGCAU.C.CAGCCUAAC.GGAGCAACU..................................................................................CCUAC.GGCAGUG.GCGCUAC.C...G....C.A.AGU...GACACGGGCAGCAGAUAUUACCUGCCUG
Spe-1-1 AAAGCAU.C.CAGCCUAAG.GGGACA.....................................................................................CCUAU.GGCAGUG.GCGCUAC.C...G....C.A.AGU...GACACAGGCCCUACUGCAUGCCUGUUUG
Mam-1-3 AAAGCUA.C.AGACC.....UUAAGCUCUU.................................................................................AA....GGUGGCU.GAGUUAC.A...UA.............GACCGAGAGAGACUCAGAACAUGCAUAC
Mam-1-4 AAAGCCA.C.AGGCC.....UUGUUGUUUAAC...............................................................................AA....GGUGGCU.GGGUUGC.AC..AAAC...........GCAAGGAAUCCGAGUGAUGAUAAAUAAA
Vsp-5-1 AAAGCUG.C.AGGUC.....UCAUUCCAUU.................................................................................GA....GAUGGCU.GAGCCGC.C...UCACAU....U....AAUCAUCCGAUUGAUAGAGGAAAUUUUC
Vsc-1-1 AAAGCUG.C.AGGUC.....UCAUUCCAUU.................................................................................GA....GAUGGCU.GAGCCGC.C...UCACAU....U....AAUCAUCCGAUUGAUAGAGGAAAUUUUC
Mme-1-6 AAAGUCU.C.GGGUC.....UUGAGAUUCGUUAC.............................................................................AA....GACGGCU.GGAUUGCUC...C..............CACGUGAUAGGGAUGCGGCAUAUGCCGC
Tcr-1-2 AAAGCCA.C.GGAUCU......CCCUGA.........................................................................................GAUGGCC.GGGUUAC.C........U.U.......UUUAACGACACAUUUAUUU.AAGUGGCA
Tcr-1-3 AAAGCCA.C.GGGUC.....UUUGUCAUCA.................................................................................AAUAAAGAUAGCC.GGGUUGC.G...UAG......A.....GGAAGUGACAGAAUCAAAA.CCAUACAU
Msp-4-2 AAAGCUA.C.GGGUC.....UAUUGGAUGA.................................................................................UA....GACGGCU.GGGUUGCAC...AAAU.U.UA......GGAGUGUCUAGGAUGAAAACAAUCUCUU
Mam-1-5 AAAGCCA.C.GGGUC.....UCUGGUUUGAUUA..............................................................................GA....GAUGGCU.GGGUUGC.AUU.GC...U.........UCAUAUACUAAAUAGGAAUUUAUUAUGA
Msp-4-3 AAAGCCA.C.GGAUC.....UUCGGGCUUUAUUUG............................................................................AA....GAUGGCC.GGGUUGC.AUUG...............CUUAAUUUUUCAAUUAAAGGAAAUUAUU
Msp-4-4 AAAGCCA.C.GGGUC.....UUCAGGUGUGAUUUG............................................................................AA....GAUGGCU.GGGUUGC.AUUG...............CUUAAUUUUUCAAUUAAAGGAAAUUACU
Msp-4-5 AAAGCCA.C.GGAUC.....UUCUGGGUUUGAUUUG...........................................................................AA....GAUGGCC.GGGUUGC.AUUG...............CUUAAUUUUCAAUUAAAGGAAAUUUAUU
Mam-1-6 AAAGCCA.C.AGAUC.....UUUUUUA....................................................................................AA....GAUGGCU.GGGUUGCAUUG................CUUGUUUUUUCAACUUAUGCAUAAGGAA
Mam-1-7 AAAGCCA.C.AGAUC.....UUUAAAUCUACAUUUA...........................................................................AA....GAUGGCU.GGGUUGC.A...U....U.G..CU...UGUUUUUUCGAAUUCUUAUGCAUAAGGA
Mam-1-8 AAAGCUA.C.AGGUC.....UUCCAAGUG..................................................................................AA....GAUGGCU.GGGUUGC.A...U....U.G.......CUUGUUUUUUCACUCUAAACAUAAGGGA
Mme-1-7 AAAGCUG.C.GGGUC.....UUGUUUGC...................................................................................AA....GACGGCC.GGGUUGC....................CAACCUCUUGCCAGGGGUUGCUUGAUAG
Ptu-1-1 AAAGUUA.C.AGAUCUAAG.GGGAAA.....................................................................................CCUAU.GAUGGCU.GAACUAC.CAAAGCA............UACGUAUUUGAAAUUUCUU.UGUAUUUG
Asa-1-1 AAAGCCU.C.CGGUCUAAU.AGCAGUAAUG.................................................................................CUAAU.GAUAGCG.GGGUUAC.C...AAG..G.CCA.....UUGUUACCGCCUUGAUACCACUCUCUGC
gpr-1-2 AAAGUCA.C.GGGUCUAAC.GGGCGCAUGC.................................................................................CCUAU.GACAGCC.GGACUGC.C...GAUA.A.........CGCCGCUCUCAUGGUGGUGCUACCGUCA
gpr-1-3 AAAGUCA.C.GGGUCUAAC.GGGCGCAUGC.................................................................................CCUAU.GACAGCC.GGACUGC.C...GAUA.A.........UGCCGCCCUACGGGUGGCAUUAACGUCA
Ptu-1-2 AAAGCUA.U.UGGUCUAAG.GGUAUUUA...................................................................................CCUAU.GAUUGCA.AAGCUGC.CAACGAU............AACAGUAUCGGGGGCCCUA.GGCUGCUU
Pha-1-1 AAAGUUU.C.CGGUCUAAG.GCUUUUUAAAA................................................................................GCUAU.GGUAGCG.GGACUAC.U...GCAUA..........ACGUGUUGUUAUGUAUCACUUGCCCUCA
Par-1-1 AAAGUUU.C.CGGUCUAAG.GCUUUUUAUAAA...............................................................................GCUAU.GGUAGCG.GGACUAC.U...GCAUA..........ACGUGUUGUUAUGUAUCACUUGCCCUCA
Psp-1-1 AAAGUUU.C.CGGUCUAAG.GCUUUUUAUAAA...............................................................................GCUAU.GGUAGCG.GGACUAC.U...GCAUA..........ACGUGUUGUUAUGUAUCACUUGCCCUCA
Tsp-1-1 AAAGCCA.C.CGGUCUCACGGAACA......................................................................................UCCAA.GACAGCG.GGGUUGC.C...CACCAU.G.......GCACACCAGACAACACAUUGCGCAGCCU
Ttu-1-1 AAAAUUA.C.CGGUCUAAG.GACUCAAGG..................................................................................UCUAC.GACAGCG.GGAUCGC.C...AGA............GAUACGCCACCGCCACGUUUCAUCAGCG
gpr-1-4 AAAGUUA.C.CGGCCUAAG.GGCAAAA....................................................................................CCUAC.GGCAGCG.GGAUUAC.C...GGAAAU....AUG..UUGAAUAUGAAUCGCAGUUCCUCGCACA
Mal-1-1 AAAGUUU.C.CAGUCUAAC.GGAGUUAUU..................................................................................CCUAU.GACAGUG.GGAUUGC.U...AAAUU..........GGCAUAGCUUAAAGCCUACGCCAAUUUA
Pci-1-1 AAAGCCA.C.CGGUCUAAA.GAACGUUAUGU................................................................................UCCAC.GACAGCG.GGGUUGC.U...UUAC.C.........UUAGGAUAGGUAAAUUUAUAUACGGAAU
Psp-4-1 AAAACCA.C.CGGCCUAAA.AAUUAUGUUAAUAA.............................................................................UUCAA.GGUAGCG.GGGUUAC.C...GAAG.G.A.UUA...UUAUUGAACCGACAAUAUGAUGACGUAA
Pan-1-1 AAAACCA.C.CGGCCUAAA.AAUUAUGUUAAUAA.............................................................................UUCAA.GGUAGCG.GGGUUAC.C...GAAG.G.A.UUA...UUAUUGAGCCGACAAUAUUAUGACACAA
Ple-1-1 AAAACUU.C.CGGCCUAAA.AAUUAAUUUUUUAA.............................................................................UUCAU.GGUAGCG.GAGUUAC.C...GAAGGA.U.U.....AUAAUUAGGCCGCCAAUAUAAUGACAUU
Tsp-1-2 AAAGCUA.C.CGGUCUAC..GGGACUUU...................................................................................CCCAC.GACAGCG.GGGUUAC.C...GAAAU..........GAAACAAAUUGUUACAGAACAAACAUGC
Tsp-1-3 AAAACCA.C.CGGUCUACG.GCUUCG.....................................................................................GCCAU.GACAGCG.GAGUUAC.C...GAAA...U.GA....CGAAGACGAUGUUUUCGGGUGGCCGUGA
Tsp-1-4 AAAACCA.C.CGGUCUACG.GCAAAC.....................................................................................GCCAC.GACAGCG.GAGUUAC.C...GAAA.U.G.A.....CGACAUACCAUGCCAAGCGUGGCCCUGU
Swo-1-1 AAAGCUU.C.CGGUCUAAG.GGGAUAGUGUUUGAGAGGGUCGCACUCUUAACGUUAUUUUGGUA...............................................CCUAU.GAUAGCG.GGGAUGU.UACAGGAAGU.U.......UCUUCAUGAAGAG.......CCUAGUAA
Vsp-2-1 AAAGUCU.C.CGAUCUAAC.GGACAUUU...................................................................................CCUAU.GAUAGCG.GGACCGC.C...A....GUU.U.....UGUAUUUCGACUUAUUAAAUUCGUUCGA
Asa-1-2 AAUGCCU.C.CGGUCUCCA.GAUCAGUCGA.................................................................................UCCA..GAUAGCG.GGGCUUC.C...CA...G.G.GU....GAAGGUGGUGUUUGUGGCA.CGUCCAUU
Aaq-1-1 AAUGCCU.C.CGGUCUUCA.GAUCGUGCGA.................................................................................UCCA..GAUAGCG.GGGCUUC.C...CA...G.G.G.....UGAGGGUGACGUUUGUGGCAGGUCCAUU
Aca-1-1 AAAGCCU.C.CGAUC.....UGUCCCAUCCGGGC.............................................................................CA....GACAGCG.GGGUUAC.C...CA...G.G.G.....UGACUUGAGGGUUUGUGGCCCGUCCAUG
Ave-2-3 AAAGCCU.C.CGGUCUACA.GACGUUUUG..................................................................................UCCAG.GAUAGCG.GGGUUGC.CACACG.............CAAGUGUGUAUCGGGGAAUCCCCAGGCC
Ave-1-2 AAAGCCU.C.CGGUCUACA.GACGUUUUG..................................................................................UCCAG.GAUAGCG.GGGUUGC.CACACG.............CAAGUGUGCAUCGGGGAACUCCCCGGCC
Aaq-1-2 AAAGCCU.C.CGGUCUAAA.GACAUGUCG..................................................................................UCCAG.GAUAGCG.GGGUUGC.CACACA.............GUGUUUCGGGGAACGCCCCUGCCAACUU
Asa-1-3 AAAGCCU.C.CGGUCUAAA.GACAUGUCG..................................................................................UCCAG.GAUAGCG.GGGUUGC.CACA...............CUCAGGUGUGUAUCGGGGAACUCCCCUG
Aca-1-2 AAAGCCU.C.CGGUCUAAA.GACAAGCUG..................................................................................UCCAG.GAUAGCG.GGGUUGC.A...GCA............CCGUGUUUCGGGGAACUCCCCUGCCAAC
Gho-1-1 AAAGCUU.C.CGGCCUCA..CACGGUAUAUAUUUUACG.........................................................................UGUU..GGUAGCG.GAGUUAC.C...GAAG.A.C.G.....UUAGCAUUUCACAAUCGGUUAGACCGAU
Cps-1-1 AAAACCA.C.CGGUCUAAG.GGUAAAGUUUAAUUAUUUA........................................................................UCUAU.GACAGCG.GAGUCAC.C...UC...G.U.U.....AACAGGUACAUCCCGUGGUUUUUUCUUU
Psp-3-1 AAAGCUA.U.CGGUCUAAG.GGAGCACU...................................................................................CCUAU.GAUUGCG.AAGCUGC.CACGAUA............ACAGGUCGGGGGCUAUGUAGGCUGCUUC
Vpa-1-1 AAAGUCU.C.CGGUCUGUC.GACUCACUCAAG...............................................................................UCUAU.GAUAGCG.GGACCGC.CACCCAAGU..........CGGGUGCCAUCAUGCCAAGGUGUCAUCU
Cps-1-2 AAAGUUA.C.CGGUCUAAU.GGGAAA.....................................................................................CCUAU.GAUAGCG.GGACUGC.A...AA.....U.UU....UAGAUAUAGUGGGGGCUU..AUCUUAAU
Fba-1-1 AAAGCCA.C.CGGCCUAAG.GUGCCCCUGUAGGGGGU..........................................................................GCGAU.GGCAGCG.GGGCUAC.CGCAGA.............AACCCUCUGUUUCUGCCUUUGGUAAUAA
Swo-1-2 AAAGCUU.C.CGGUCUAAG.GUGCAGGACUCACUGAGUGCUC.....................................................................AUUAA.GAUAGCG.GGGUUGC.CAC.GAUA...........GAUAUAUCUGGCUGAGAA..CCUAUCUU
Ppr-1-1 AAAGCUU.C.CGGUCUGUC.GACGCCAG...................................................................................UCUAU.GAUAGCG.GGGUUAC.C...G....U.C..U....UUUCAAGACGUAAAAUUG..CAUCAAGC
Ppr-2-1 AAAGCUU.C.CGGUCUGUC.GACGUCAG...................................................................................UCUAU.GAUAGCG.GGGUUAC.C...G....U.C.U.....UUUAAAGACGUCAAAUUGC.AUCAAACA
Vor-2-1 AAAGCUU.C.CGGUCUGUC.GGUACAUAUCGUA..............................................................................CCUAU.GAUAGCG.GGGUUGC.CACUUA.....G.U.....UUGAGACUAAGUGUUUAAGCAUGCCUUA
Vbr-1-1 AAAGCCA.C.CGGUCUGUC.GACACUCGAUG................................................................................UCUAU.GAUAGCG.GGGCCGC.C...GC.......UUG...GCAUGACGCCAAGUGUUAUCGCGUGCCG
Vba-1-1 AAAGCCA.C.CGGUCUGUC.GACAAAUGUUCUG..............................................................................UCUAU.GAUAGCG.GAGCUGC.CACUU........A.....AUAGAAUUUAAGUGUAAAUGCAUGCCGG
Vsp-8-1 AAAGCCA.C.CGGUCUGUC.GACAAUUAUUCUG..............................................................................UCUAU.GAUAGCG.GGGCCGC.CACUUAAUAG.........GAUUUAAGUGUCAAUG....CAUGCUGG
Vsi-1-1 AAAGCCA.C.CGGUCUGUC.GACAAUUUUG.................................................................................UCUAU.GAUAGCG.GGGCCGC.C...GCUC.U.A.......ACCCGAUAUAGAGCGUCAUGCCGGGGUG
Vtu-1-1 AAAGCCA.C.CGGUCUGUC.GACAUCUUAUG................................................................................UCUAU.GAUAGCG.GGGUUGC.CAUUUA.............GCGAGUCUCGCUAGAUGUUUCGCGUGCC
Vsp-3-1 AAAGCUU.C.CGGUCUGUC.AGCAUUCCAUCAUCAAAAGUAAUG...................................................................CUCAU.GAUAGCG.GGGUUGC.C...A....U.GUU.....GCAACACUACAUUAUCCAAAGUAUGGAU
Val-1-1 AAAGCUU.C.CGGUCUGUC.AGCAUUUAAAAAUCUAAAAGAAUG...................................................................CUCAU.GAUAGCG.GGGUUAC.CAU.GAC..G.C.AG....UGUUACAGAAGUCCAAUU..UCUGUAGC
Val-2-1 AAAGCUU.C.CGGUCUGUC.AGCAUUUAAAAAUCUAAAAGAAUG...................................................................CUCAU.GAUAGCG.GGGUUAC.C...A....U.G.A.....CUCAGUGUUACAGAAGUCCAAUUUCUGU
Vpa-7-1 AAAGCUU.C.CAGUCUGCC.AGCACUGCUUAACUAGUCAACACUAGUG...............................................................CUUAA.GAUAACG.GGGUUGC.C...A..............CUUUCUAUCUGUAUCUAAUGAGUUCCAA
Vpa-3-1 AAAGCUU.C.CGGUCUUCC.AGCACUGCUUAACUAGUCAACACUAGUG...............................................................CUUAA.GAUAGCG.GGGUUGC.C...A..............CUUUCUAUCUGUAUCUAAUGAGUUCCAA
Vpa-3-4 AAAGCUU.C.CGGUCUUCC.AGCACUGCUUAACUAGUCAACACUAGUG...............................................................CUUAA.GAUAGCG.GGGUUGC.C...A..............CUUUCUAUCUGUAUCUAAUGAGUUCCAA
Vpa-4-1 AAAGCUU.C.CGGUCUUCC.AGCACUGCUUAACUAGUCAACAUUAGUG...............................................................CUUAA.GAUAGCG.GGGUUGC....................CACUUUCUAUCUGUAUCUAAUGAGUUCC
Ptu-1-3 AAAGCUU.C.CGGUCUACC.AUCAUUUUAUG................................................................................AUCAU.GAUAGCG.GGGUUGC.C...G....C.A.A.....CUUAUUGAGUUGUGCCUGAGUGCCUCGU
Asa-2-1 AAAGCUU.C.CGGCCUACG.UAUUUA.....................................................................................UAUAA.GGUAGCA.GGGUUGC.C...GA...U.G.GCA...AGUAUUUAUAUCUGCACA..UUGUUAAU
Vfi-2-1 AAAGCUU.C.CGGCCUAAG.UAUUUA.....................................................................................UAUAA.GGUAGCG.GGGUUGC.C...GA...C.G.GCA...AGUGGUCGAUUCUAUCCCUUGUUAAUUU
Vfi-1-1 AAAGCUU.C.CGGCCUAAG.UAUUUA.....................................................................................UAUAA.GGUAGCG.GGGUUGC.C...GA...C.G.GCA...AGUGGUCGAUUCUAUCCCUUGUUAAUUU
Pda-1-1 AAAGCUU.C.CGGCCUAAAAGUUUAUUUACAUAA.............................................................................GCUCAUGGUAGCG.GGGUUGC.C...GA...U.A..AU...CAAAAUAUCAAUGUCAUGAAUCUUAGAG
Vsp-5-2 AAAGCCA.C.CGGCCUAAA.CAUUGUAAUGA................................................................................UGUAC.GGCAGCG.GGGUUAC.C...GA...U.G..GU...AGAAAUGCAACACGUUAACUGAUUACUC
Vsc-1-2 AAAGCCA.C.CGACCUAAA.CAUUGUAAUGA................................................................................UGUAC.GGCAGCG.GGGUUAC.C...GA...U.G..GU...AGAAAUGCAACACGUUAACUGAUUACUC
Vic-1-1 AAAGCCA.C.CGACCUACA.CAUUGAAUAAA................................................................................UGCAC.GGCAGCG.GGGUUAC.C...GA...U.G..GU...AGAAAUGCAACACGUUAACUGAUUACUC
Vni-1-4 AAAGCUU.C.CGGCCUAAA.UGGAUGUAUAAAAAAUC..........................................................................CAAAU.GGUAGCG.GGGUUGC.C...GA...U.G.GC....AAAUAUGCAUACUUCUUUUCCAGAGUUA
Vsh-1-1 AAAGCCA.C.CGGCCUAAACCAAAUUUAUU.................................................................................UGAUA.GGUAGCG.GGGUUAC.C...GA...U.G.GCA...AAGGUAUUAGCAUUCUUUUGGUUUACCG
Vsp-9-1 AAAGCUU.C.CGGCCUAAA.CCACUCGUU..................................................................................GGUAU.GGUAGCG.GGGUUAC.C...GA...U.G.GC....AAAAUGCAGUAACUGCUAAUACUUUAGU
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Vsp-4-1 AAAGCUU.C.CGGCCUAAA.CCACUCGUU..................................................................................GGUAU.GGUAGCG.GGGUUAC.C...GA...U.G.GC....AAAAUGCAGUAACUGCUAAUACUUUAGU
Vcy-1-1 AAAGCUU.C.CGGCCUAAA.CCACUCGUU..................................................................................GGUAU.GGUAGCG.GGGUUAC.C...GA...U.G.GC....AAAAUGCAGUGGUUACUAAUAAUUUAGU
Vsp-8-2 AAAGCUU.C.CGGCCUAAA.CCACUCGUU..................................................................................GGUAU.GGUAGCG.GGGUUAC.C...GA...U.G.GCA...AAAUGCAGUAACUACUAAUAAUUUAGUA
Vba-1-2 AAAGCUU.C.CGGCCUAAA.CCACUCGUU..................................................................................GGUAU.GGUAGCG.GGGUUAC.C...GA...U.G.GCA...AAAUGCAGUAACUAAUAAUAAUUUAGUA
Vor-2-2 AAAGCCU.C.CGGCCUUCAACAAGUUAAU..................................................................................UGUUU.GGUAGCG.GGGUUGC.C...GA...U.G..GU...AAAUAUGCAUACUCGUCAGAUUGUAAUU
Vbr-1-2 AAAGCCU.C.CGGCCUUCA.ACAUUUUAU..................................................................................GUCA..GGUAGCG.GGGUUGC.C...GA...U.G..GU...AAAUAUGCAAUGGUCAUACGCGAAUUGC
Vsi-1-2 AAAGCCA.C.CGGCCUUAA.GUAAUGUGUU.................................................................................UACAA.GGUAGCG.GGGUUGC.C...GA...U.G.GC....AAAAAUGCAAAAGACUACAACCGAUAAC
Vpa-1-2 AAAGCCU.C.CGGCCUUAAGUAUACUUA...................................................................................UACAA.GGUAGCG.GGGUUGC.C...GA...U.G.GC....AAAAAUGCAAAACUAGUACAUUAAGCUU
Vtu-1-2 AAAGCCU.C.CGGCCUUAA.ACAAUUUAUU.................................................................................G.UCU.GGUAGCG.GGGUUGC.C...GA...U.G.GC....GAAUAUGCAAACUGUCAUACCGCUUUUA
Vca-2-1 AAAGCCU.C.CGGCCUUAA.ACAUGAUAAU.................................................................................G.UCU.GGUAGCG.GGGUUGC.C...GA...U.G.GC....AAAUUUGCACAUAUCAUUUGCUGUACUU
Vfu-2-1 AAAGCCU.C.CGGCCUAAA.CCCAAUUUUG.................................................................................GGUA..GGUAGCG.GGGUUAC.C...GA...U.G.GC....AAAAAUGCAUAUAUUAAGAAGUUGACUC
Vfu-1-1 AAAGCCU.C.CGGCCUAAA.CCCAAUUUCG.................................................................................GGUA..GGUAGCG.GGGUUAC.C...GA...U.G.GC....AAAAAUGCAUAUAUUAAGAAGUUGACUC
Van-1-1 AAAGCCU.C.CGGCCUAAA.CCGACUAUUC.................................................................................GGUA..GGUAGCG.GGGUUGC.C...GA...U.G.GC....AAAUAUGCAAACGUUAAGUUUACCCCUU
Vor-1-1 AAAGCCU.C.CGGCCUAAAC.UGAAUAUUC.................................................................................AAUA..GGUAGCG.GGGUUGC.C...GA...U.G.GC....AAAUAUGCAAACGUUAAGUUUACUCCUU
Vme-1-1 AAAGCCU.C.CGGCCUAA..ACCAUAGUG..................................................................................GUA...GGUAGCG.GGGUUGC.C...GA...U.G.AC....AAAAUAGCCCAAACAAGCAGUCAACUCU
Vch-24-1 AAAGCCU.C.CGGCCUAA....ACCAGAAGACGUGGU............................................................................A...GGUAGCG.GGGUUAC.C...GA...U.G.GC....AAAAUGCAUACACUAUGUUGACUCAUCA
Vch-28-1 AAAGCCU.C.CGGCCUAA....ACCAGAAGACGUGGU............................................................................A...GGUAGCG.GGGUUAC.C...GA...U.G.GC....AAAAUGCAUACACUUUGUUGACUCAUCA
Vch-6-1 AAAGCCU.C.CGGCCUAA....ACCAGAAGACGUGGU............................................................................A...GGUAGCG.GGGUUAC.C...GA...U.G.GC....AAAAUGCAUACACUUUGUUGACUCAUCA
Vch-13-1 AAAGCCU.C.CGGCCUAAA.CCAGAAGACAU................................................................................GGUA..GGUAGCG.GGGUUAC.C...GA...U.G.GC....AAAAUGCAUACACUUUGUUGACUCAUCA
Vch-19-1 AAAGCCU.C.CGGCCUAAA.CCAGAAGACAU................................................................................GGUA..GGUAGCG.GGGUUAC.C...GA...U.G.GC....AAAAUGCAUACACUUUGUUGACUCAUCA
Vmi-2-1 AAAGCCU.C.CGGCCUAA..ACCAGAGUUCAUG..............................................................................GUA...GGUAGCG.GGGUUAC.C...GA...U.G.GC....AAAAAUGCAUACACUAUGUUGACUCAUC
Vmi-4-1 AAAGCCU.C.CGGCCUAA..ACCAGAGUUCAUG..............................................................................GUA...GGUAGCG.GGGUUAC.C...GA...U.G.GC....AAAAAUGCAUACACUAUGUUGACUCAUC
Vmi-3-1 AAAGCCU.C.CGGCCUAA..ACCAGAGUUCAUG..............................................................................GUA...GGUAGCG.GGGUUAC.C...GA...U.G.GC....AAAAAUGCAUACACUAUGUUGACUCAUC
Vsp-6-1 AAAGCCU.C.CGGCCUAA....ACCAGAACAUAGGUA................................................................................GGUAGCG.GGGUUAC.C...GA...U.G.GC....AAAAAUGCAUACACUAUGUUGACUCAUC
Vvu-3-1 AAAGCCU.C.CGGCCUAA..ACCAGACGUUUUUUG............................................................................GUA...GGUAGCG.GGGUUAC.C...GA...U.G.GC....AAAAAUGCAUAACAACAAGUUUACCCAU
Vvu-2-1 AAAGCCU.C.CGGCCUAA..ACCAGACGUUUUUUG............................................................................GUA...GGUAGCG.GGGUUAC.C...GA...U.G.GC....AAAAAUGCAUAACAACAAGUUUACCCAU
Vsp-7-1 AAAGCCU.C.CGGCCUAA..ACCAAAAGUUUAUG.............................................................................GUA...GGUAGCG.GGGUUAC.C...GA...U.G.GC....AAAAAAUGCAUACACUAUGUUGACUCAU
Vpa-3-5 AAAGCCU.C.CGGCCUGAACCAUAGUAGUAUA...............................................................................UGGAA.GGUAGCG.GGGUUAC.C...GA...U.G.GCA...AGUGUGCAACCAAUGUCUUUACCCUUUA
Vpa-7-2 AAAGCCU.C.CGGCCUGAACCAUAGUAGUAUA...............................................................................UGGAA.GGUAGCG.GGGUUAC.C...GA...U.G.GCA...AGUGUGCAACCAAUGUCUUUACCCUUUA
Vha-3-1 AAAGCCU.C.CGGCCUGAACCAUCGAAUUAGA...............................................................................UGGAA.GGUAGCG.GGGUUAC.C...GA...U.G.GCA...AAUAUGCAUUAAGUGAGUUUACCCUUUA
Vha-2-1 AAAGCCU.C.CGGCCUGAACCAUCGAAUUAGA...............................................................................UGGAA.GGUAGCG.GGGUUAC.C...GA...U.G.GCA...AAUAUGCAUUAAGUGAGUUUACCCUUUA
Vsp-1-1 AAAGCCU.C.CGGCCUGAACCAUCGAAUUAGA...............................................................................UGGAA.GGUAGCG.GGGUUAC.C...GA...U.G.GCA...AAUUUGCAUUAAGUAAGUUUACCCUUUU
Vro-1-1 AAAGCUU.C.CGGCCUAAA.CUAUCGCAUGAGAU.............................................................................AGCAU.GGUAGCG.GGGUUAC.C...GA...U.G.GC....AAGUAUGCAUAUGACGAGUUUACCCUUU
Vsp-2-2 AAAGCUU.C.CGGCCUUAA.CCAUUUUAUAAAU..............................................................................GGAA..GGUAGCG.GGGUUAC.C...GA...U.G.GC....AAAUAUGCAUAUGAUGAGUUUACCCUUU
Vha-1-2 AAAGCCU.C.CGGCCUGAACUAUCUUAUUAGAU..............................................................................GGAA..GGUAGCG.GGGUUAC.C...GA...U.G.GC....AAAUAUGCAUUAAGUGAGUUUACCCUUU
Vca-1-1 AAAGCCU.C.CGGCCUGAACCGUCGAAUUAGA...............................................................................UGGAA.GGUAGCG.GGGUUAC.C...GA...U.G.GC....AAAUAUGCAUUAAGUGAGUUUACCCUUU
Vsp-3-2 AAAGCCU.C.CGGCCUGAACCAUAAUACUAUA...............................................................................UGGAA.GGUAGCG.GGGUUAC.C...GA...U.G.GC....AAGUGUGCAAGCGAUGACUUUACCCUGU
Vco-1-1 AAAGCUU.C.CGGCCUGAC.UCAGGAGACU.................................................................................GAAA..GGUAGCG.GGGUUGC.C...GA...UGG.GCA...AAAAUGCAAACGAUCCGUAUCGUUUAAA
Ppr-2-2 AAAGCUU.C.CGACCUAAA.AGGUAUUAUUUGUGUCUUAAAUAAUAAAC..............................................................CUCAU.GGUAGCG.GGGUUGC.C...GA...U.G.GAU...UAAAAAAAGUUUUGUCAUAAAUUUUACA
Ppr-1-2 AAAGCUU.C.CGGCCUAAA.AAGGUAUUAUUUGUAUCUUAAAUAAUAACC.............................................................CUCAU.GGUAGCG.GGGUUGC.C...GA...U.G.GAU...UAACAAAAAGUUUUGUCAUAAAUUUUAC
Sba-8-1 AAAGCUU.C.CGGUCUAA..GGUUGUAAAUGGAUUUUUUAGUGA...................................................................ACUAA.GAUAGCG.GAGUUGC.C...GCAGA..........AUUCGAUUUCUGUGAAAGAUAAACGACU
Sba-2-1 AAAGCUU.C.CGGUCUAA..GGUUGUAAAUGGAUUUUUUAGUGA...................................................................ACUAA.GAUAGCG.GAGUUGC.C...GCAGA..........AUUCGAUUUCUGUGAAAGAUAAACGACU
Sba-5-1 AAAGCUU.C.CGGUCUAA..GGUUGUAAAUGGAUUUUUUAGUGA...................................................................ACUAA.GAUAGCG.GAGUUGC.C...GCAGA..........AUUCGAUUUCUGUGAAAGAUAAACGACU
Sba-4-1 AAAGCUU.C.CGGUCUAA..GGUUGUAAAUGGAUUUUUUAGUGA...................................................................ACUAA.GAUAGCG.GAGUUGC.C...GCAGA..........AUUCGAUUUCUGUGAAAGAUAAACGACU
Sba-7-1 AAAGCUU.C.CGGUCUAA..GGUUGUAAAUGGAUUUUUUAGUGA...................................................................ACUAA.GAUAGCG.GAGUUGC.C...GCAGA..........AUUCGAUUUCUGUGAAAGAUAAACGACU
Ssp-1-1 AAAGCUU.C.CGGUCUAAG.GUUGUAAAGGGAUUUUUUAGUGA....................................................................ACUAA.GAUAGCG.GAGUUGC.C...GCAG...........AAUUCGAUUUCUGUGAAAGAUAAACGAC
Son-1-1 AAAGCCU.C.CGGUCUAAG.GUUGUAAAGGGAUGUUA..........................................................................ACUAA.GAUAGCG.GGGUUGC.U...UAAG.GAU.......UCAGUGAAUGUAUUGAAUU.CUUAUAAA
Ssp-3-2 AAAGCCU.C.CGGUCUAAG.GUUGUAAAGGGAUGUUGAA........................................................................ACUAA.GAUAGCG.GGGUUGC.CUGAGAAU.U.G..A....GCUGAUGCUUUCAAUU....CUUUGAAA
Ssp-2-2 AAAGCCU.C.CGGUCUAAG.GUUGUAAAGGGAUGUUGAA........................................................................ACUAA.GAUAGCG.GGGUUGC.CUCAGAAU.U.G..A....GCUGAUGCUUUCAAUU....CUUUGAAA
Svi-1-1 AAAGCCU.C.CGGUCUAAGGGGAUAGUGUUGAGGCGGUCGUUGUCUCAGUAUUAUCGCAGUA.................................................CCUAA.GAUAGCG.GGGAUAC.U...U....C.A.GG....AAAUCUCUUCGUGUGAUGUUUGAUGUGG
Ppr-1-3 AAAGCUA.C.CGGUUUAAG.GGUUACACAGA................................................................................CCUAU.GACAGCG.GAGCCGC.C...A....UAG.CUU...UAUCAACAGUUUUGAAUGGAUCAUAACU
Ppr-2-3 AAAGCUA.C.CGGUUUAAG.GGUUAUUAAGA................................................................................CCUAU.GACAGCG.GAGCCGC.C...A....UAG.CUU...UAUUAACAGUUUUGAAUAAACCCAUAAC
Asa-1-4 AAAGCCU.C.CGGUCUAAG.GGUCAGCAGUA................................................................................CCUAA.GAUAGCG.GGGCCAC.C...A....CAG.GU....UGUUUCGUCCAUGGGCCAAGCCAUGGCG
Aaq-1-3 AAAGCUU.C.CGGUCUAAG.GGUCAGCGGUA................................................................................CCUAG.GAUAGCG.GGGCCAC.C...ACAGG..........UUGUUUCGUCCAUGGGCCAAGCCAUGGU
Aca-1-3 AAAGCUU.C.CGGUCUAAG.GGUCUGCGUA.................................................................................CCUAG.GAUAGCG.GGGCCAC.C...ACAG...........GUUGUAUCGUCCAUGGGCCAAGCCAUGG
Ave-2-4 AAAGCCA.C.CGGUCUAA..GGGAAAACA..................................................................................CCUAU.GACAGCG.GGGCUGC.C........C.C.CGG...GGACGUCCGAUCACAACCGACGCCCCAU
Ave-1-3 AAAGCCA.C.CGGUCUAA..GGGAAAACA..................................................................................CCUAU.GACAGCG.GGGCUGC.C........C.C.CGG...GGACGUCCGGUCACAACCGACGCCCCAU
Aaq-1-4 AAAGCCA.C.CGGUCUAAG.GGUUCAUAA..................................................................................CCUAA.GACAGCG.GAGCUGC.CA..U....C.U..G....AGAAGAGCGAUGUCAUCAGCUGUAUCUG
Ave-2-5 AAAGCCA.C.CGGUCUAAG.GGUUUUGAUA.................................................................................CCUAA.GACAGCG.GAGCUGC.CA..U....C.U..G....AGAAGAGUGAUGUUAUUGCCGAUUUAUG
Ave-1-4 AAAGCCA.C.CGGUCUAAG.GGUUUUGAUA.................................................................................CCUAA.GACAGCG.GAGCUGC.CA..U....C.U..G....AGAAGAGUGAUGUUAUUGCCGAUUUAUG
Asa-1-5 AAAGCCA.C.CGGUCUAAG.GGUGUAGAUA.................................................................................CCUAA.GACAGCG.GAGCUGC.C...AA...C.UGAG....AAGAGUGAUGUCAUGAUCUGAAUGCCAU
Ave-1-5 AAAGCUU.C.CGGUCUAAG.GGUCAAGACGA................................................................................CCUAG.GAUAGCG.GGGCCAC.C...A....C...AGU...AGAAUGCAGGCUGCCUUUGCCAAGGGGU
Ave-2-6 AAAGCUU.C.CGGUCUAAG.GGUCAAGACGG................................................................................CCUAG.GAUAGCG.GGGCCAC.C...A....C...AGU...AGAAUGCAGGCUGCCUUUGCCAAGGGGU
Sha-1-2 AAAACCA.C.CGGUCUAAG.GGUCAAUUGUA................................................................................CCUAU.GAUAGCG.GGGAUGC.CA..UU...GGU.A.....UCUUGCUACUCAAACAGCUCUCUGUAGU
Ssp-2-3 AAAGCCU.C.CGGUCUAAG.GGUCGUUUGUA................................................................................CCUAU.GAUAGCG.GGGAUAC.C...GCAG...G.UU....GUUCUUCAUGUUGCCGUUGUACGCACAU
Ssp-3-3 AAAGCCU.C.CGGUCUAAG.GGUCGUUUGUA................................................................................CCUAU.GAUAGCG.GGGAUAC.C...GCAG...G.UU....GUUCUUCAUGCUGCCGUUGUACGCACAU
Sde-2-1 AAAGCCU.C.CGAUCUAAA.GGUUUGCUUGUA...............................................................................CCUAU.GAUAGCG.GGGAUCC.C...ACAG.G.U.......UGUUUCUUCAUGCACUAA..CGUGAGUG
Ssp-1-2 AAAGCCU.C.CGGUCUAAGGGCUCGUCCGUA................................................................................CCUAU.GAUAGCG.GGGAUAC.C...ACAGG..........UUUUUCUUCGUGCAAUGAUCAGUCGUUU
Sba-8-2 AAAGCCU.C.CGGUCUAAG.GGUUCGUCUGUA...............................................................................CCUAU.GAUAGCG.GGGAUAC.CACAGG.............UUUUUCUUCGUGCAAUUGUCUGUCGUGU
Sba-7-2 AAAGCCU.C.CGGUCUAAG.GGUUCGUCUGUA...............................................................................CCUAU.GAUAGCG.GGGAUAC.CACAGG.............UUUUUCUUCGUGCAAUUGUCAGUCGUGU
Sba-5-2 AAAGCCU.C.CGGUCUAAG.GGUUCGUCUGUA...............................................................................CCUAU.GAUAGCG.GGGAUAC.CACAGG.............UUUUUCUUCGUGCAAUUGUCUGUCGUUU
Sba-2-2 AAAGCCU.C.CGGUCUAAG.GGUUCGUCUGUA...............................................................................CCUAU.GAUAGCG.GGGAUAC.CACAGG.............UUUUUCUUCGUGCAAUUGUCAGUCGUGU
Sba-4-2 AAAGCCU.C.CGGUCUAAG.GGUUCGUCUGUA...............................................................................CCUAU.GAUAGCG.GGGAUAC.CACAGG.............UUUUUCUUCGUGCAAUUGUCUGUCGUUU
Fba-1-2 AAAGCCU.C.CGGUCUAAG.GUGAAC.....................................................................................GCUAUCGAUAGCG.GGGCUGC.C...GA...G.U.G.....UAAUGAUCCCUCCUGUGAUCGCACCUCC
Osp-1-1 AAAGCUU.C.CGGUCUAAG.GGAACCAUGUU................................................................................CCUAG.GAUAGCG.GGGCCGC.C...AAGG.C.A.G.....GUUACCUUCCGGCGUUUCGCCACCUGUA
Gxi-1-1 AAAGCCU.C.CGGUCUAAG.GGACAAAGGU.................................................................................CCUAC.GAUAGCG.GGGUUGC.C...AGAG.C.........UAAGGUUGUUACCUUGGUGACAUCACUG
Fba-1-3 AAAGCCU.C.CGGUCUAAG.GGCAUCG....................................................................................CCUAA.GAUAGCG.GGGAUAC.C...AUAUU..........UGAGAUGGGCGUGACCCUCAGGGUCAGG
Vch-17-2 AAAGCUU.C.CGGUCUGUC.GGUCAAGAAAGCUCAUAAAGCCCUCUUACA.............................................................CCUAU.GAUAGCG.GGGUUAC.C...AAUU.C.G..G....UUUAUACCGUUUUGUCUUAUGCGUUGCU
Vvu-3-2 AAAGCUU.C.CGGUCUGUC.GGUAUUUUUAUCAUA............................................................................CCCAA.GAUAGCG.GGGCCGC....................CGCUCUCACUAGAGAGUGUUCUCACCAA
Vvu-1-2 AAAGCUU.C.CGGUCUGUC.GGUAUUUUUAUCAUA............................................................................CCCAA.GAUAGCG.GGGCCGC....................CGCUCUCACUAGAGAGUGUUCUCACCAA
Vvu-2-2 AAAGCUU.C.CGGUCUGUC.GGUAUUUUUACCAUA............................................................................CCCAA.GAUAGCG.GGGCCGC....................CGCUCUCACAAGAGAGUGUUCUCACCAA
Vsp-6-2 AAAGCCU.C.CGGUCUGUCGGUUCGAGAAAAGCUCAACAAACGGUUUUCUCAA..........................................................UCUAU.GAUAGCG.GGGCCGC....................CAUAACCAUAUUGCAUAGUUAUGCCUUG
Vmi-1-2 AAAGCUU.C.CGGUCUGUG.GGUUAAAGAGGUUCCCGACGAACACGACUUCAAA.........................................................CCUAU.GAUAGCG.GGGUUGC.CAUAACAG...C.A.....AUCUGUUGUGUCUUUG....CGUUGCUG
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Vmi-2-2 AAAGCUU.C.CGGUCUGUG.GGUUAAAGAGGUUCCCGACGAACACGACUUCAAA.........................................................CCUAU.GAUAGCG.GGGUUGC.CAUAACA..G.C.......AAUCUGUUGUGUCUUUG...CGUUGCUG
Vmi-4-2 AAAGCUU.C.CGGUCUGUG.GGUUAAAGAGGUUCCCGACGAACACGACUUCAAA.........................................................CCUAU.GAUAGCG.GGGUUGC....................CAUAACAGCAAUCUGUUGUGUCUUUAUG
Vmi-3-2 AAAGCUU.C.CGGUCUGUG.GGUUAAAGAGGUUCCCGACGAACACGACUUCAAA.........................................................CCUAU.GAUAGCG.GGGUUGC....................CAUAACAGCAAUCUGUUGUGUCUUUAUG
Vch-24-2 AAAGCCU.C.CGGUC.....UGUCGGUCAAGAAAGCUCAUAAAGCCCUCUUACA.........................................................CCUAG.GAUAGCG.GGGUUAC....................CAAUUCGGUUUAUACCGUUUUGUCUUAU
Vch-22-3 AAAGCUU.C.CGGUC.....UGUCGGUCAAGAAAGCUCAUAAAGCACUCUUACA.........................................................CCUAG.GAUAGCG.GGGUUAC....................CAAUUCGGUUUAUGCCGUUUUGUCUUAU
Vch-12-2 AAAGCUU.C.CGGUC.....UGUCGGUCAAGAAAGCUCAUAAAGUCCUCUUACA.........................................................CCUAG.GAUAGCG.GGGUUAC....................CAAUUCGGUUUAUGCCGUUUUGUCUUAU
Vch-3-2 AAAGCUU.C.CGGUC.....UGUCGGUCAAGAAAGCUCAUAAAGCCCUCUUACA.........................................................CCUAG.GAUAGCG.GGGUUAC....................CAAUUCGGUUUAUGCCGUUUUGUCUUAU
Vch-28-2 AAAGCUU.C.CGGUC.....UGUCGGUCAAGAAAGCUCAUAAAGCCCUCUUACA.........................................................CUUAG.GAUAGCG.GGGUUAC....................CAAUUCGGUUUAUGCCGUUUUGUCUUAU
Vch-26-2 AAAGCUU.C.CGGUC.....UGUCGGUCAAGAAAGCUCAUAAAGCCCUCUUACA.........................................................UCUAG.GAUAGCG.GGGUUAC....................CAAUUCGGUUUAUACCGUUUUGUCUUAU
Vch-15-2 AAAGCUU.C.CGGUC.....UGUCGGUCAAGAAAGCUCAUAAAGCCCUAUUACA.........................................................CCUAG.GAUAGCG.GGGUUAC....................CAAUUCGGUUUAUACCGUUUUGUCUUAU
Vch-4-2 AAAGCUU.C.CGGUC.....UGUCGGUCAAGAAAGCUCAUAAAGCCCUAUUACA.........................................................CCUAG.GAUAGCG.GGGUUAC....................CAAUUCGGUUUAUACCGUUUUGUCUUAU
Vch-13-2 AAAGCUU.C.CGGUC.....UGUCGGUCAAGAAAGCUCAUAAAGCCCUCUUACA.........................................................CCUAG.GAUAGCG.GGGUUAC....................CAAUUCGGUUUAUACCGUUUUGUCUUAU
Vch-18-2 AAAGCUU.C.CGGUC.....UGUCGGUCAAGAAAGCUCAUAAAGCCCUCUUACA.........................................................CCUAG.GAUAGCG.GGGUUAC....................CAAUUCGGUUUAUACCGUUUUGUCUUAU
Vch-5-2 AAAGCUU.C.CGGUC.....UGUCGGUCAAGAAAGCUCAUAAAGCCCUCUUACA.........................................................CCUAG.GAUAGCG.GGGUUAC....................CAAUUCGGUUUAUACCGUUUUGUCUUAU
Vch-30-2 AAAGCUU.C.CGGUC.....UGUCGGUCAAGAAAGCUCAUAAAGCCCUCUUACA.........................................................CCUAG.GAUAGCG.GGGUUAC....................CAAUUCGGUUUAUACCGUUUUGUCUUAU
Vch-6-2 AAAGCUU.C.CGGUC.....UGUCGGUCAAGAAAGCUCAUAAAGCACUCUUACA.........................................................CCUAG.GAUAGCG.GGGUUAC....................CAAUUCGGUUUAUACCGUUUUGUCUUAU
Vsp-7-2 AAAGCUU.C.CGGUC.....UGUCGGUCAAGAAAGCUCAUAAAGCCCUCUUAAA.........................................................CCUAU.GAUAGCG.GGGUUGC....................CAAUUCGGCUUACGCCGCUUUGUCUUAU
Vic-1-2 AAAGCUU.C.CGGUCUAAC.GAUAAUUCUUA................................................................................UCUAC.GAUAGCG.GAGCCGC.CACUU....G.........AUCGCUCAAUCAAGUGUUGAGGGUAUAU
Vsp-5-3 AAAGCUU.C.CGGUCUAAC.GAUAAUAUUUA................................................................................UCCAC.GAUAGCG.GAGCCGC.CACUU....G.........AUCGCUCAAUCAAGUGUUGAGGGUUUAU
Vsc-1-3 AAAGCUU.C.CGGUCUAAC.GAUAAAAUUUA................................................................................UCCAC.GAUAGCG.GAGCCGC.CACUU....G.........AUCGCUCAAUCAAGUGUUGAGGGUUUAU
Psp-2-1 AAAGCUU.C.CAGUCUAAG.GCAAUC.....................................................................................GCUAC.GAUCGUG.GGGUUAC.A........U.UAAC....UUAGUGAUAUUAAUUAAUACCUUGUUUG
Pun-1-1 AAAGCUC.C.CAGUCUAAG.GCAAUC.....................................................................................GCUAC.GAUCGUG.GGGUUAC.A........U.UAAC....UUAGUGAUAUCCAUUAAUACUGUGUUUG
Tma-1-1 AAAGUCG.C.GGAUCCUAA.GAUCCCGGAUUCUGGGA..........................................................................UCAAG.GACAGCC.GGACUGC.C...GAGGG..........UGACCAGCGAAACGGUCACGCGCGGCGU
Mtu-1-1 AAAGUCG.C.GGAUCCUAU...UAACG..........................................................................................GAAAGCC.GGACUGC.C...GAAGGU.G..A....CUACAAAAAAGUCACGCGAGGUAGUUCG
Mtu-1-2 AAAGUUA.C.GGUUCCAA....AACG...........................................................................................GAAAGCC.GGACUGC....................CGAAGGUAACCUGCGUUAAGGUUAUUAA
Msp-4-6 AAAGCCA.C.GGGUCUUA....UAGAA..........................................................................................GAUAGCC.GGGUUGC.AUUUUC.............AGGAAGGAAAUGUAAAUGAAAUUAUUAA
Mam-1-9 AAAGCCA.C.GGAUC.......UUUUUUAAA......................................................................................GAUGGCC.GGGUUGC.AUAGUAAA.U...A.....AGGAUAAUUCUAUGA.....AAUUUUAC
Slo-1-1 AAAGCCA.C.AGGCCCUAA.UUGCAUAGC..................................................................................AAAAG.GGUGGCU.GGGUUAC.C...GAAUGA.GC.G....UUGAUAGAGCCUAGUACUU.GUACUUGG
Tau-1-1 AAAGCCA.C.AGGUCCUU..UUGAGUCAUC.................................................................................AUCAG.GACAGCU.GAGCUAC.C...GAA..G.G.AG....CUGCGUUCUAACGUCUUUUUUUGGGCGC
Gxi-1-2 AAAGCCA.A.GGGCC.......CCACCGG........................................................................................GGACGCC.UGGCUGC.C...GAAA.GAG.A.....GUAUCCUGUUCUCGGGCGUUGCCUGCCG
Sde-1-2 AAAGCCA.G.U.GCCCAA..CUACUUGUAAUUUAAGAU.........................................................................UG....GGUCGAA.CGGUUAC.C...GAAUGG...G.....AAAAGCGACGCUGCUCCGU.CUACUCUU
Sse-1-1 AAAACCA.G.U.GCC.......CAGGCAGAGAUGCGGG...............................................................................GGUCGAA.CGGUUAC.C...GAAAA..G.AG....UAGGAGUGUUCAGGGCCUU.GGCCCUAU
Mst-1-1 AAAGCCA.A.GGGCC.......AAUUGGAUU......................................................................................GGCUGCC.UGGCUAC.C...GAAA.G.A.GA....GAUUCACCCUAAUCGCUACUAUUGGUCG
env-1 AAAGCCA.A.GGGCC.......AAUUGGAUU......................................................................................GGCUGCC.UGGCUAC.C...GAAA.G.A.GA....GAUUCACCCUAAUCGCUACUAUUGGUCG
Iba-1-1 AAAGCCA.C.GGGUCUCAG...AGUGUGUUGAGAUGUAUCUCA..........................................................................GAUAGCC.GGGUUGC.G...GAAC.....U.....UAGGAAUUUCGCAAAAUGAAAACUUCAG
Msp-2-1 AAAGCCA.A.GGAUC.....UCUGGGGAAAA................................................................................GA....GACAGCC.UGGUUGC.C...UA...G.C..G....AACUAUAACGUUAAAAAGCGACUCAACC
Msp-1-1 AAAGCCA.A.GGGUC.......UCCGAAGGAAAA.............................................................................GA....GACAGCC.UGGUUGC.C...AA...G.C.A.....AUCUAUAAAGACAUAACGCGAAUCAACC
Mma-1-1 AAAGCCA.A.GGAUC.....UCUAGAAGAAUAA..............................................................................GA....GACAGCC.UGGUUGC.....AAAG...........CACACUACAGGGACUUAGAGCUAAACAA
Mad-1-1 AAAGCCA.C.GGAUC.......UCUCUGA........................................................................................GAUAGCC.GGGUUGCAC...GGAA...........CGCACUACACCUUGACGGAGUAUCAGUA
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alignment positions 330 · · · 509

Rsp-1-1 GUUUGCUUCAGCCCAGUAUGUCCUCUGCCCGUAGUUUUUCCUCCUCGCCAGUAAGCCAGGUACUUUGCGCUCUAAAAAUGCAGCGUGCUGCUUAAGGAUCACUAGCAGGAACUGAUUAAGACUACAACGGAGGUAUGGGCAAUGUUCGACACCAGGCUAAAAACCGAGUUAAUGCAAAGU
Vni-1-1 AAAUAAACAGACAAGGAACGAGCGUGAUGACUAGACGAGUUCUUUUUACAGCCACUACGCUGGCUUUAACUACAGUAUCUGCAUUUGCAGUAUCCGGGGAAACGUACACUCAAAACUUUAGCGGCUUCGCUGAUCAAACUGAUCGUGGUUCUUGGGGUACUAUUACAUUUACACCAGGUG
Vni-1-2 UCAUGAUAAAAAAACAUUGGUCAGCUUAGGAUUGGUCUCUUCCGUCUUAGCUUUACCAGUCACCGCAGAUACAUUAGAUAAAUACACCCAGCUGUUUAAUACCUACCAUAACCAGCUAGAGCACGGAACCUGGGGACUGGUCGACUUCACGCCAUCGGGUCCUCAGCUUACGCCCGAUAA
Vha-1-1 AGCAUAUAAUGAGAAACUCUACUUCUAAAAGCCUUUUGGCUCUUUCCAUAUUAGCUAUUUCUACAGGGGCACAAGCUGCCACGUCCGUUGAAACUUGUACACUCGACUUCCAAGGCAACAUCAACGCAUUGGUUGAUAUUGAUGGUGAACUGCAUGCCAUCGCUAAACUGAAAGGCGAGA
Vni-1-3 UUAGAGUAAUGAAACUGAAAUUUUUAGUUGCAGGUUUAGUCACACUAGCAACCGCACAGGCUCAGGCAUUUGUUCCAGCCUCUGUUAUCGACAACAAUCAAUUACAACCUGAAGAAUACGUUCAAGACUUCAAAAGCUAUUCAAAUCAGGUAGGUCACUACUGGGCGACUGUCGACCUUU
Gpa-1-1 UUCAAAAAAAUUCUAAUCGCGGCGAGCCUUGUUAUUGCAACAGCCGGUGCGAACGCAACAAUUAUUCAAGGUAAUAGCUUACAAGGCAUAUUGAACGAUUUUACUGUUGGUGGUAACUCUAGUGUUGACGUUAACACUGACCAAGCUAGUCCAGAUGAAAUCUGGGAAAGUACUGAUUCA
Tth-1-1 CCACAGAGCCGCCGGAACCUUCGCAACCGGUGCCUGCACCGGUUGCUGCAGGAAACCAAGUCUCCGAUACGCGCAGGGAUGCAUCCGCGCCCGAUGUGGCGGGCGCGCACUGUUCGGAGGACAUAGAACAUGAAACUCGUGACCACGCUUCGCCGACCGGCUGCCGUGUUGUUCGGCUUG
Mam-1-1 UGGAUGCUAUUAAGCCUGGGUUUAUUGACGUUAUCUCUGACAGCUUCUGCUGCGACUGUUGUUAAAGCUAAUUUUGAUGCAGGAUGGCCGACUUAUGACGGUGGUGAAUUUACGUUUUCUGGGAAUUUUGUGGGAGAAGAUCUGAAUAACGACGGCGUAUUGUCUUUCGGAGAGUUUUCC
Ave-2-1 CCCUCUGUGUACUUUCGCCAUAUCCAGGACGUUGAUCGAUUUAACGGCAGUGCCAUUGGUAUCGCUCCAGGUUGGGAAGCUCGCAGUCUCUCUCCCCACAGUUGUUGACACCAGUACACUAACCCUCUUACAGGGUGGCACUCUAUAUUUCAGUCUGUGGAAAGAGGUUAUUUCCUCAUG
Msp-4-1 CUCUUGCUCCCCUUGUUACUUCUGAUGUCAUUUAACGCACAUUCUGCUUUUUUAACGGGCCAGACCCUUACUUAUCAAUACUACUUCCCAACGAUGUCUUCUCCUUAUUCUAAUGCUGACAAUGGCGAUGUCGUAGUUGGUGCUGGCAUUGAGGUCAAUAAUGUAGCAGAUAAUAUGGCU
Nca-1-1 GACAAUGAAUAAAAAUUAUAACUUAAAGAUGGUUAUUUCUGGACUAGCGCUAAGCCUUCCCAUGACAACUCAAGCUGUUGUUUUAGACUAUGAAGCUGUACCAAAGGGCUACGUGUACGGAGAAGUGAUUGAACAAGGCUUCAGUACAUCAACAAGACGAUGUUCUUCGUACCCAAGUAU
Nca-1-2 AGGGUCUCGCACGUUUAGAGUGAGGAGGUCUUUAUGAAAACGAUUAACGUCCGUCUUAACGCUAGGCACAUCCCUAUAGUGCUGAUGUUCUUUCUUGUGUCACCUGUAACAACGGCAAGUGAUUUUUCCCUAUCGACGUUUCAGGCGUCAUCACAAUUAUUGGCUCAGGUAUCUGUUGGC
Mme-1-1 UUGGCGACGGAGAAAGGCGAGCGUUGAAGAUUGACUGUAACCGUAAUUAUUUAAGGAAAGAAAAAUGAGAAAUUUGAAAUUAGCCAGCGCAGGCGUUUUCGCAUUUAGCGUAUUGACUGGAUUAAUAGCCCCUGGCACGGCCAGUGCGGCAUUAGUGACCGGUAAUGCCACUUUUACGAU
Msp-3-1 AUUAGUUCCGGGGGGAAGGUCUAUCUUUUUUCUGCUAAAAACCUCAUCUGUUGCUUUUUUCUGAACGUUAUAGGCUAGUCAAUAGGGUGUUACUUAAACGUCGCUACUGAGCUACUUAUCAUUAUCAUCAUCAAUGUAUUCGUAUUCGUAUUCGUAUUCGUUUUGGUUGAUUUUGUACUG
Mme-1-2 ACUAUUUCUGAGGAAGCGCUGAGAGCAUUGCUGUUAAAUAUUAAUAAUUAAACAGUAAACAAGAGGAUUGAAUUUAUGAAAAAAAUUAUCGCGUCUGUCGUCGUGUUGGUGGGGUUGGUGUUUGCCAGUCAGGCAAACGCGCAUGUCGGUUACAGAAGUUUGGAUGUCAACAGUCCGUUU
Mme-1-3 AACGCCCGGCGCGUCGGUUGGAUCGCCCGAACAUUAAUCUAUUAUUUUAAGGAGUUUUUAUGAAUUUGAAAUCCAAAUUGGCUGCCGCCAUGGUAUUGGCUGCCAACGUAUCCAUGGCGCAGGCGGCUACCUACAAUGUAUCUGCGGCCUUUACAGACGGUGGCGUGCAGGGACAAACCG
Mme-1-4 AUCGAGGCGCAUUCAUCCAAACCAAUUAGGAAGGAACUCAAUGAACACUAUUAGCAAAAUUCUCGGUACAGCCACUUUGACCGCCGCCGCCUGGGUGGCCCCCGCUCAAGCCGCUAGUCAGUUGGUCAUCGACGGCAGCUUGCUGCAACUGGAAAACGGUACGACGUUCGAUACCUGGAA
gpr-1-1 UUGCUCCUCUCCGGCAUCGAAUUCCUCCGCAGGCAAUCUCCCUCUCUUGAAGUAAGCUGCUUCUAACGUCCGACUUUGCUCUUUGUGCAAAUCCGCCGAUGUAUCUGGAGGAUUCAACAUGCCAUGGGAUUUUAUCCCGAGGAGCUUAUUGAUAUGAACACCCCCUGCUUCAAGCAAUUA
Ave-2-2 GCCGUCUGCGUUACCUGUCAGGGCGUAGCCCUUUUCGUUGCCAACAUAACGAAAUAGGGAAAUAUAAAAAAUGCUAAGUCCAAAGCCUACCAUGCUGGCCCUUGCGGUCGGUCUGUGCUGCGCCUCGUCCGCUUAUGCUGCGGCGCCCGGCAAGCCGACCAUAGGAUGGGGUCCCACCAA
Ave-1-1 GCCGUCUGCGUUACCUGUCAGGGCGUAGCCCUUUUCGUUGCCAACAUAACGAAAUAGGGAAAUAAAAUAAUGCUAAGUCCAAAGCCUACCAUGCUGGCCCUCGCGGUCGGUCUGUGCUGCGCCUCGUCCGCUUAUGCCGCGGCGCCCGGCAAGCCGACCAUCGGAUGGGGCCCCACCAAG
Nca-1-3 CCAUCCGGAAGUUGUCUUUCUAUCCAUAGCGCUAAUUUAUGCCGCAUGUUGAGUUCGUUUUCCUGGUCCUUGGCUAACGCUUGAAUUAAUCCAUCUUUGACCAAUAAACGGUAUACCGCAGUAAUUUUGUUUGAUGCGCUAUCAGUCGCUUCAAAUUUCCCUGCUCCCCGCUUUUCAAAA
Ssp-3-1 CAAUGCAUGCGCUAACGGGAUAUGGAUAUUUGUUUUUUACCUUUCGGAGAAUAUAUGAAGAUAAAGCAUACCAUCGUGGCUUUAGCGAGCUUCGCAUUUAUGGGGUCAGUCAACGCUUCAGUGACUUAUGAUGAAGCGGGUGUUGGUUUUGUGGGUAAGGGAGAUAUUCAAUCUUUAUUU
Ssp-2-1 CAAUGCAUGCGCUAACGGGAUAUGGAUAUUUGUUUUUUACCUUUCGGAGAAUAUAUGAAAUUUAAAUCAACACUCGUAGCGUUAGCUACUUUAGUAUUUGCUGGCUCAGUUAAUGCCUCUGUUACCUAUGAUGAAAAUGGUGUUGGGUUUGUGGGCAAAGGGGAUAUUCAAUCGCUAUUU
Spu-1-1 CAUUAGCGUUUACAGAAUGUUUAACAAUAUUUUUUACCUGUCGGAGAAUAUAUGAAAUAUAAAGUACUCGCUUUAGUCUCUUUGUUUGCAGCUAUGUCGGCAAAUGCUUCCGUAAUCUAUGAUGAAAAUGGUGUAGGUUUUGUUGGUAAAGGGGAUAUCCAAUCACUAUUUGAUUGGAAU
Nwa-1-1 UUGGCUUUAUAAAAACUAAAAAGAAAAGAGCCUUAAUUAUAGAGCGUUUGUUUGGUCUAUUACCCCCUUACGCUUAUUAGGCUGUAACGAUAAAGUUCAGCCUGAUUUGGACCGCAGAUUAACGGAGAAUGAAAAUGAUUGCAGUAAUUCAAGCAGGUGGUAAAGGAACUAGAUUACGUC
Nwa-1-2 GGCUAUUUUGUUUUGUGGCGUUGGCAAACUGAAAGGCGGGUAGGAGGGUUAACUCUAUAUGGCGGCCGGGAGAAGUUGUGCUUGGGGAGGAGAAUAUAAUGACUAGCGGUGGUAAUACAACGUUGAUGGUUGGCAAUUUGGAAAGAACGCAAGAUGGGCGGAUUAGGGGCAGCCAAGGGG
Tcr-1-1 UUAUGGUUGAUUUGUUCCUAUCUUUCCGACUUGCCUCACAACAGACAUUCCUUUUCUUUCUAAUGAAAGUUUUUAAUUGCCAAACUUGUUGUGAAGCAGGGACGGAAAGCCAUGGGUCUCAAUGUUUUGAGAUCGCCAGGUUGCAUACCAGUACUUUCUACCACUCUUCAACACACGUUU
Mam-1-2 GCGUAGAUAUACGAAAACAAUCAUUCUGACAACCCUAGCUUUAUGUUCAAUCUCAACACAGUUAUUGGCAGCUCCCCAACCUGUCGACUUAUCAUCCUGGCAAGCAAAUGGAAAUGGAAACUGGGUAUUGCAGACGGGCAAUAAUGCGGUAAAGCAAACGCUUAAUAACGCCCCUACUGU
Sde-1-1 CAUUUACCGGUGAUACCACCACUACUGGCGCGGUCGAUGGAAUUAUUCGAACAAAAAAUUGUGGUAAAUCAGCUUCAAAUAGGCAUGUACGUUUGCCGACUAGAUAGGUCGUGGCACGAAACCGACUACCCAUUGCAAGGCCUUUACAUAAAAGACCAAGCAGAUAUCGACCACCUCGCA
Nha-1-1 GGCAUUCAGAUUUAGAGGAGAUGCUCUACAAUGUAUAUUUCAGAAGAAUAUGCUACGUUUCAUUUCAUUCACAAAAUUAAAAUCCUCCUUUGUGUAAUAAUUAUAUUAACCACCCCCUCAAUUGUUAAUGCCGCCACUAUUACUAUUGCCUGGGAUCCCAGCACUAGUCCUGAUGUCUCC
Rsp-1-2 ACACCAGUUUUCUGGUAUCAAAGCUCCUCCUUUCGUGUUCGCUGAUAAAUAACAGCAAAGAUGCUGUUGAUGAAGUUUCAGCCUGUUUAUACAGACCAAUCAGCCUGAUCGUCAGAUCAGUGUUAGCCAACACCGGAGCUUAUUAUGAAAUUUAAAUUUGUUGCUUUAAUCGCCAUCGCU
Rna-1-1 AGUUAAACGACAUGCCUUAUGUCCUUUCGUGUGUUGCAACAGUUGUUGUACUGAUGAUUGAACCUUAACUCAUUUUGGAGCUUGAAUAUGAAAGCAAAAUUAUUCACUUUAGCCGCUGUUAUCGCCACUACUUCAUUUAUCAGUGCUCCGGUUGCUGCCGACGACCAGUUAGCCAUGUCU
Aae-1-1 CCGGAUGUCGAUUGUGUCUUUCGCUGGUAUUAAAACUAUACUUAAGCCUGAUCGUAAGGUACAACCUAGGAGUUUGUUAUGAAAUGUAAACUGUUAACCCUUGCUGCUGCCAUUGCUGCUACAGCUUUCGUCAGUUCUCCUGUUGCCGCAAACGAUCAACUGGCACAGUCAAUUUGUUCU
Aje-1-1 GUGUCACCGAUGUCUUUCGCUGUAGUAGAACUAUACUUAGCCUGAUCGUAAGGUACAACCUAGGAGUUUGUUAUGAAAUGUAAACUGUUAACCCUUGCUGCUGCCAUUGCUGCUACAGCUUUCGUCAGUUCUCCUGUUGCCGCAAACGAUCAACUGGCACAGUCAAUUUGUUCUUAUGUU
Aag-1-1 CCGGGGUGCUGUGCUGUCUUUCGGUGUAUUUUAGACCUAUAAUUACACCUGAUCGUAAAGGUACAACCUCGGAGUUUUAUAUGAAAUUCAGAUUCUUAACACUUGCCGCUGCCAUCGCUACCACAGCUUUUGUCAGUGCUCCUGUUGCCGCCAACGAUCAGCUGGCGCAGUCAAUUUGUG
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Mme-1-5 ACCUUUAUGAAAAUUUUAGCUAAAUCGGUUGCCGUUGCGGCGAUCGCUAUGUCGGUUACAGGCGUUGCGGAAGCGCGUAUUCAAACCAUUGGCGAUGCGACUGCCGACGGCAGCGAGUUGUUGUUGAACGUGGUCAACUAUACCGCGCAAAACAGCUAUACCCUGGAUUUGGGUGUGACU
Sha-1-1 UUUGUUGCUUUUCGAUAUUGAAUGAAAAGGGAUGAAUUAAUGAAAUCACUCAAACUUAAUCUACUUGGCGCAAGCAUAGCCUUGGCAAUGGGCGCGGUUUCGGCGCCAGCGAUGGCCAAUGGCGUUGAUAUGAUUAACCCACAAGCGGGGGUUGUUGUGGGUUACUGGCAUAACUGGUGU
Spe-1-1 UUGCUUUUCGAUAUCUAAUGAAAAGGGAUAAAUAAAUGAAAUCACUAAAACUGAAUCUACUAGGUGCCAGCAUUGCGCUUGCUAUGGGGGCUAUUUCUUCCCCAGCUAUGGCCAAUGGUACCGAUAUGGUAAAUCCGCAAGCCGGUGUGGUUGUGGGUUAUUGGCAUAACUGGUGCGACG
Mam-1-3 UCAAUUUAUAAAACGUUCUUUAUUCACGACGGUAUUUACAUCAUCACUCCUAUUAAGCGCUGCCGCCAGUGCUGAUGGUGUUUUAUCUGGAAUAAACACUUCGCCUUUAACGAUUGAUGAUGAUGCCACGACAAGCAUUGUGUCCGGAACACAGUUUCAAAAUGAUAGUGAGUUGUCAGU
Mam-1-4 CAACGACAGUUUCUGUCGCUCUCUACUACGUUGCUGUGCAGCUCAUUUUUACUGGCGCCGUCAGUUGUGCAUGCUGUCACAGGACUCUAUGGUACAAACACAUCCCCAAUCACCGUCAGCGAUGGUUAUAUCGGAUUAGAUGGAUAUAAAAACGCGAGUAAAAUAACUAUUACAGCAGGU
Vsp-5-1 AUGACAGUUAAGCACCAACAAUCCGAUAACAGCGAAAGCCGCUUAGCAGCCCUAGAUGUUGCACCCGAUGCUCUAGAAUUACCUGAAGAUCAGGUUGUUAUUGAUGUCGACGGCAUUAACAACAUCACAACCCAAGAUGGUAAUGACAUCAUUCUUGGCCUUGAUGGCCAUGAUGAUAUU
Vsc-1-1 AUGACAGUUAAGCACCAACAAUCCGAUAACAGCGAAAACCGCUUGGCAGCCCUAGAUGUUGCACCCGAUGCUCUAGAAUUACCUGAAGAUCAGGUUGUUAUUGAUGUCGACGGCAUUGACAACAUCACAACCCAAGAUGGUAAUGACAUCAUUCUUGGCCUUGAUGGCCAUGAUGAUAUU
Mme-1-6 AAAUCACGGACUUUGUUUAACGAAAUCACUAAUGGAAUAAUUUAUGAGUACAAUUUUUCGAUUAACAGCAAUUGCCGGCCUCUUGGCUGUAAGCGGCUUAUCCCAGGCGGCUUUGACCGCAACCAGCGGGUCGGUCGGUUUUAAUGGAACAGCCAGCGUAUCCGCGUCUGUGACUUCGCA
Tcr-1-2 ACACUUAACAACCUAUCGUUAUUAUGUUCUGUUUAGAUCCAUCCUGUGUGAUUGGAUUUCAUUUAGCCUUUUAAAAAAAUUAAUGACAUGGCGGUUAUGUAUAAAGCGGUUUAUCGUUUUUAUCAUGUUGCUGUUGUUCAUUGUUUUUUAAUCGCAUUAUCCAUUAAUGAUUUAUCAAGU
Tcr-1-3 UUUCUGCCCCGUUUAAGGACAAAUGGAGUUAAUAGUUAGGUCAAAAGAAAGGUAAUAUAGAUUGUUAUGAAGCUUAAAAGAAGAGAAAAUAUUUUUCGAACGCAAAAGAAAUCUCACUUUAAAACGAUUACUUUCUUUGUCGUCGCGAUGAUGGUACUUGUUUCUUAUGUCUAUUCAGUU
Msp-4-2 UAAUAGCCUGCGCGUUUGCUUUCACGGCAACAUCGGCAGUUGCGGAAACUGUACCUGUCGAUCUAUCAACCUGGAGUACGCCGGAUAGCAAUGGCAACUGGAAUGUUGCUGGCGAUAAUAACAGUGUGCUUCAAACUAUAAAUGGUCAGCCGACAGUAUUUUUAAAUGGUCUCAAUCAAA
Mam-1-5 AAAAAGCGAUGCUAUUUGUUGUAGCUCUUUUAUUUUCAGUUGGGGUUAAUGCUGCUACCUUAUCAUUAGAGACGGUUACAAGUACUCCUGGUGUUACCCAGAAGGUGAGUACUGUCUUUAAUAAUGGUAGUUUAGUAAUCGCAAAUGGAGCGGUUGAAGAGUUAAAACAAGAUACUUGGA
Msp-4-3 AUGAAAAAUGCGAUGCUAUUUUGUAUAGCUUUAUUGUUCUCAGUUGGUGCUAACGCCGCUACACUGACAUUAUCAACCGUAAGUUCUUCUGGCGCUACUCAAAGUGUUGACCUGAAUAAUAACAGUACUGUUCUAGCUGGCGGUACUGUAGAAAAUACAGGACUUUGGGAAUCUUUGUUU
Msp-4-4 AUGAAAAAUGCGAUGCUAUUUUGUAUAGCUUUAUUGUUCUCGGUUAGUGCUAAUGCGGCUACAUUGAGUUUAUCAACUGUCGGAUCUUCAGGUGCGACUCAGGAAAUCAGUUUAAAUAACAACAGCACUGUGCUUGCUGGCGGUACUGUUGCUAAUACAGGUUCUUGGGAAUCAUUGUUU
Msp-4-5 AUGAAAAAUGCGAUGCUAUUUUGUAUAGCUUUAUUAUUCUCAGUUGGUGCUAACGCCGCUACACUGAAUUUAUCAACCGUUGUUUCUUUGGGAGGAGCGACCCAAAGUAUUGAUCUUAACAAUAACAGUACGGUAUUAGCUGGGGGUACUGUUUCCUCUUCAGGGGUUUGGACAUCAUUA
Mam-1-6 GUUUAUUAUGAAAAAGGCGAUGCUAUUUUUAGUAGCUCUCAUGUUCUCUGUUGGUGUUAAUGCUGCAACAUUGACUCUUACUGGUAUCGGAUCAAGUGGCGCAACACAGUCAGUUGAUGUCAAUAACAACAGUACUGUUCUUGCUGGUGGUACUGUGGGUGAAGUUGGUAACUGGUAUUC
Mam-1-7 AAUUAUUAUGAAAAAAGCGAUGCUAUUUAUCGUAGCUUUAUUGUUUUCAGUAAGCGUUAACGCCGCGACGUUAUCUCUGACUGAAGCUGGUUCAACUAACGCAAGUCAAAGUGUUGAUUUAUCUGGUAGUUCAGUUGUUUUAGCUGGUGGUACUGUCUCUAAGAAAAGUACCUGGGGUUC
Mam-1-8 AUUUUUAUGAAAAAAGCGAUGCUAUUUGUCAUAGCACUAUUUUUCUCUGUUGCGGCUAAUGCAGCAACACUUAACUUAACAAAAGGUGACUCAGCUUUCACCAACAAUGCUAGUCAGGAAAUUGAUCUUGCUAGUGGUAGUACAGUAUUAGCAAGUGGGACUACAGGUAAUGGCGCAUGG
Mme-1-7 CAGGCAAGGCCAACAUGACGCGCAGACCAUCACAGAAAAGUAACUUUACCGCUCCAGUAUUUCGCUUAAACCCGAUCGCCGCCAGCGUGCGCGCGAUGGUGACCGGCAGUAUGCUGCUAUCAAUAGCCACUCCGGCCGCGGCCGAGCUGCCGGUACCCAGCGCAGUAUGGGCCAGCAUGG
Ptu-1-1 CCAAUUCCCAGAUUUUGUAGUUAAAAAGGUUGAGCAAAGAUGUCCGAGAUUAUUACCAGCAUUAGUUACGACUCAUCACUUGAUUUAGUGUUAGUAAAACUAACUGGCAGCGCCACUUCCACAGAUGUAAUCAACAAUUAUCAUUUAAUUAUUAAUUAUGCUAACGAACGUCAUUGUCGA
Asa-1-1 AUAAAUGAGACGCCCAUUAGAGGCGCCAUUUCUAGCAUGGUGCGCUUUUAUUUUUGACACAUCAGUUCUGUUGGUUGGUUUGUCAACAAUCACGGGUUCGGGUUCAUAUGCUUUCGGAUUUAUCUAUCAAGAAAAACUCAAGACCCAUUGGUAUUGAGAGCGCUCCUCAUUUGUUAUUGA
gpr-1-2 AUCUGACUAGUGACAUGCGACAAACCAUUACGUGGUCCUGGGCCACUACGGAGAACGCAUGACAACUACAAAUAGAAACACUUUAAGAUCGGCAGCGUGUUUCACGCUCCUGGCGAGCUGUAUCGCCACGACUACCUUCGCCGCAAGCGAGAAUGGAAAGCAAAAAGGGGCAGAUAACGG
gpr-1-3 AUCUGACUAGUGACAUGCGACAAACCAUGACGUGGUCUUGGGCCACUACGGAGAACGCAUGAAAUCUAAGAGUAAAAAUACCUUACGAGCGGCGGCUUUAGCUUUUGGGCUAGCCAGUUUCAGUGCAACGGCAGCAGUCGAUAUGUUCUUGCAAAUUGGUGAAAUUAAAGGGGAGUCUCG
Ptu-1-2 CGUAUGUACCUCCGAGUUCAAACAAUUUACUUUUCUAAAUUUCUGAACAAGGCGAAGCAGCCUGAUUUCCUUUUUAACCUUUUAGUUUUGUUUUUUCCUCUUUGAUGUAUUGCUCAAUUUGUUGCUCUAAUACAAAUAAAGGUACAGAUCCGUUUUUCAAAAUUUGAUUAUGAAACUCUC
Pha-1-1 GUGUAUUUUUUGUGUAUCCAUAGUGUAUGGAUAAGAUUUUGUAACUCUUAAGGUGUUGCCGUGUUUAUGCAUACGUCGUUGGCCUGUGGAAAGUGGUCAACAAUAGGUUGCUUAAAUCAUCAUACCCAAUUAUUUAUUGGUGAUGUGGUGAGUGUAACCUUUUACGACAUGCAAGGAGAG
Par-1-1 GUGUAUUUUUUGUGUAUCCAUAGUGUAUGGAUAAGAUUUUGUAACUCUUAAGGUGUUGCCGUGUUUAUGCAUACGUCGUUGGCCUGUGGAAAGUGGUCAACAAUAGGUUGCUUAAAUCAUCAUACCCAAUUGUUUAUUGGCGAUGUGGUGAGUGUAACCUUUUAUGACAUGCAAGGAGAG
Psp-1-1 GUGUAUUUUUUGUGUAUCCAUAGUGUAUGGAUAAGAUUUUGUAACUCUUAAGGUGUUGCCGUGUUUAUGCAUACGUCGUUGGCCUGUGGAAAGUGGUCAACAAUAGGUUGCUUAAAUCAUCAUACCCAAUUGUUUAUUGGCGAUGUGGUGAGUGUAACCUUUUAUGACAUGCAAGGAGAG
Tsp-1-1 CAUGCGCCAGGCCGGUUCAAAGCCGGCAGAUCCUCCGGGUCGCCGCAUCGGCGGCCAUCCUCGCGACUCUGAUCUCCCUGCCGUUCUCCAGCCACGGAGACGAGGACGCCUACGGGCCCCUGACCCAAACCACCGCGGCCCUGAAUCAGGACUUCGCCCGCGAACAGGCCUUCGGCCAGC
Ttu-1-1 UCCUCUGUGACUGUCUGUACCGGUUUAACAACAUACCUGAACCGACAAUCGACGGGUGGCCAACAUGCUCUCUCUCGAACAAAAGGAAGUACACGUCUCACAGCUUAAGCACGGCAUGUUUGUAUCGCGCCUGGAUGUUCCCUGGGAGCGAACGCAUUUUCCGCUGCAGGGUAUUCUUAU
gpr-1-4 AAUCCCACAUCGCAUUGCGAAAUAAAUCGCCCCUUAAGAAAGUUAGGGGAGAUAGGUGGUCGUCGAUACCGUCGAUCCUAUGAACCUCGUAAUGUAGUCAUGCCUACUUCGCCUGCGCGCCGCGAGACUCCGGCUGAACCGAAGACUGAGGCCCCGCCUGAGCUCCGUUUAGAGCGCCGA
Mal-1-1 UAUUCAGCUUCAAGGAACUCCUUCGGACCUUUAUAUAAAUUAAGGAGUGGGGUCAUGAACUCUAACAGCCGAAGAAGUCAAAAAAAUCAAAACACAUUCAAACCAACUCAACUUUCCAAAGCCUUAGCGGCGGUAUUGAUUGCCGGCGUAUUCGGCGGCGCAAGCGGAACGGCUUAUGCA
Pci-1-1 AUUCCGCCAGUAUCUGCCUAUAUUUUAUUUAUAAAAGGUACGAUAUGAAAACCAAUCUAGCUCCAUACACUAAAUACGCCGUUAUCAAUAUGGCACUCAUCUUUGCAUGGGUUUUAUCACUCGCAACCAGCGGGAUAACCGUGUCUAAAUCUGACCCAAAUUGUGGUUUUAUUACUGAAG
Psp-4-1 ACUUAACAAUAUAUUGACAGUAUCAAUGUAUAGAUUAAUUAAUCUAUUUCCUCGCUCUUAAUGUUUAGGUGACACUCAUAUUUUUUCACCGAGUAGAAGCAUGGAUAAACCAAUAUUAAAAGAUUCAUUAAAAUUAUUUGACCAUUUUGGUUCAAUAAAAUCACGGUCGAUGUUUGGCAU
Pan-1-1 ACUUAACAAUAUAUUGACAGUAUCAAUGUGUAGAUUAAUUAAUCUAUUUCCUCGCUCUUAAUGUUUAGGUGACACUCAUAUUUUUUCACCGAGUAGAAGCAUGGAUAAACCAAUAUUAAAAGAUUCAUUAAAAUUAUUUGACCAUUUUGGUUCAAUAAAAUCACGGUCGAUGUUUGGCGG
Ple-1-1 UAUUUUAACAAUAUAUUGACAAGCCUAAUGUGAAGAUUAAUUAAUCUAAUUCCUCGCUCUUGAUGUUUAGGUGACACUCAUAUUUUUUUCACCGAGUAGAAGCAUGGAUAAACCAAUAUUAAAAGAUUCAUUAAAAUUAUUUGACCAUUUUGGAUCUGUAAAAUCACGGUCGAUGUUUGG
Tsp-1-2 GCGUCAGUCGGACAACGAGCGAAUCGCUCCGGGCAAGAGCACAUUCCGACCAAUGACUCACGACCCGCUCGGCAGGACGCAUCCCAAAAUUUCACAAGCAACCCGGGAACAGCUCAUCCAGGGCCUUUCAGCUCAGCCAAAGUGCAUGAGCCCACCCUCUUUUGGACACAAAAUACGUGU
Tsp-1-3 UGCCGCCGCAUGUUUCAACGCGCGAUCGAAUGACACGCCCAUUGCCGCGUGCUACUGCCAUGGCAUUGCGUCCCAUCCGUCCGGAACGAUCUCCACGACGCUUCUGCGCGCACUGGCCACCGGCUUUCUGGGCAUUGCCCUGCUGUCGGGCUGUGUCGAGGAAGACGUCGCUAAUCAGGU
Tsp-1-4 GGGCGCGCGCUUCUCAGAACACGCCCCGCGCUCGGUCCUGGCUUGCCACGACGUCUCCGGGCAAUACCCCACGCAUCCGCGAGAUGCUGUGCAUCCCGCCAGUCCGGCCGACGCACCGGCCGCAUCCAGGGGCAAGCCUCUUGCCGUGGCGCUGCACGCCAGUCUCGCACUGCUGCUCAC
Swo-1-1 CGAUAAGAACCGAAAAGGUCUAUGUACUGGGUGUUUAUGGUAUUAAGAAUAGGUUUUCUCCUGUUCAUGCUUUGUUUGCCUUAUUGAAUACUUAUAAAAAUAUAAAGCAAUAAGGAUACCCUAUGUUUAACACUAAACUCUCAUCGGCUGCGCUUGUCGUAGCGAGUGUAUUUGCCUCGU
Vsp-2-1 UUUUUAGUAUCAAACUCUUUGGUCUGAUAUUUACAUUCACGGGUGCAUUCAGCCAUUUGUUGAUUCUGUUUGUCUGUGAAUGGCUAAGUUUUACCUAAUUUCGGGAACGUUACCGAAAUUAGUGUGAUUUUUAGAUGAUUUCGAAUGGGUUAUGCCGUUGAUAGUUUGUGACAUUUCUGA
Asa-1-2 GCCAGUUGUCUGCUCCCAUCACGCCGGUUGCGCUUGUUCUUUGCCCUGGUGACCAAUGCCAAGACAAAACAAGGAAGAUAACAAUAUGCAACAGACCUUAAGGCCCAGCAGGCUUGCCAUGCUGGUGGCCCUGGCUGCCAUGCCCGCUUGGGCACAAGCCGCUUAUCCCGCCUAUCAGGC
Aaq-1-1 GCCAGUUGUCUGCGCCCAUCACGCAGGUUGCGCUUGUGCUUUGCCUUGGAGACCAAUGCCAAGACAAAACAAGGAAGAUAACAAUAUGCAACAGACCCUAAGGCCCAGCAGGCUUGCCAUGCUGGUGGCUUUGGCUGCCAUGCCCGCCUGGGCACAGGCCGCUUAUCCCGCCUAUCAGGC
Aca-1-1 GCCUGUUGUCGCUCCCUUGUUCCCUGUUGCGAUUGCGCUUUUCCCGGUAUUGAAGCCAAGACAAAACAAGGAAGAUAACAAUAUGCAACAGAUCUUGAGGCCCAGCAGGCUUGCCAUGCUGGUCGCCCUUGCGGCCGUCCCUGCCUGGGCGCAGGCCGCUUACCCCGCCUAUCAGGCCGG
Ave-2-3 AACUGACUGCCCACAUCUGUCGAACAGAGGAAUGUAUGGCAGCAAAAAUCCAACUCAAUCACAUCGCAGCGGUGCUGGCUCUGCUGGCCAGCGGCAGCGCCCUGGCUCAUGGCUACAUCAGCCAGCCAGAGAGUCGCAACUAUCUGUGCAAAACCGGCGGCAACAGCCAGUGUGGCGGCG
Ave-1-2 AACUGACUGCCCACAUCUAUCGAACAGAGGAAUGUAUGGCAGCAAAAAUCCAACUCAAUCACAUCGCGGCGAUGCUGGCCCUGCUGGCCAGCGGCAGCGCCCUGGCCCAUGGCUACAUCAGCCAGCCCGAGAGCCGCAACUACCUGUGCAAAACAGGUGGCAACAGCCAGUGUGGCGGCG
Aaq-1-2 GACUGCCCACAUCUGUCGAACAGAGGAAUGUAUGGCAGCAAAAAUCCAACUCAAUCACGUCGCUGCGACGCUGGCCCUGCUGGUCAGUGGCAGCGUGCUCGCCCACGGCUACAUCAGCCAGCCGGAAUCGCGCAACUACCUGUGCAAGACCGGCGGCAACAGCCAGUGUGGCGCGGUGCA
Asa-1-3 CCAACUUGACUGCCCACAUCUAUCGAACAGAGGAAUGUAUGGCAGCAAAAAUCCAACUCAAUCACGUCGCGGCAGCGCUGGCGCUGCUGGCCAGUGGUGGCGUACUCGCCCACGGCUACAUCAGCCAGCCCGAGAGCCGCAACUACCUGUGCAACAAAGGUGGCAACAGCCAGUGUGGCG
Aca-1-2 GUGACUGCCCACAUCACCGAACAGAGGAAUGUAUGGCAGCAAAUAUCCGACUCACCCAUCUCGCGGCAGCGCUGGCGCUGCUGGCCAGUGGCGGCGUGCUCGCUCACGGCUACAUCAGCCAGCCCGAAGGGCGCAACUACCUGUGCAAGACAGGGGGCAACAGCCAGUGUGGCGCCAUCC
Gho-1-1 ACGUUGACAAUUCUCUGAAUUAGCAUUGCUACGUUACUCCUUGACCAUUCAUCUAGGAACGUAUUGAUUGAGAAUAAGUCACAUGGAUAAACCUACUCUAAAAAACACGCUGAAGUUUUUCGAAUGUCUGGGCAAAAUGAAAUCGCGCUCAAUGUUUGGCGGUUUUGGUAUCUUUUGCGA
Cps-1-1 UAUUAACUCCAUUAUUAAGGUUUAUAAAAUGAAAAAAUUAUUAAUAGCUUCCACCAUCACAGUUUUAACAUUAGCGUCUGCUGUAACAACACCAAAGGCACAAGCUGCUGACAUUGCGACAAGUAUAUGUGAGUACGUAGCGGCCGAUGACAAGAAACGCAUGCGUUCAUUUUUAAAGAC
Psp-3-1 GAAACCAUCUCACGAAUAUAAGAAUCAUGGGACUUUGGAGCAGCCUUUAUUUUAGCAAUUCACCCUUACGCUUUUUUCGCCGUUUCGAUGUAUGCGUCAAUCUGUGCUUCGAGUAAAUUCAGAGGAAGUGAACCGUUUUUCAAAAUUUGAAAGUGGAACUCUCUAAUAUCAAACUCAGCU
Vpa-1-1 UUUUAUUCAGCGAAUGUAUAAGGAUAGAUGAUGAAUCAACUCCCUCAAAAAACGCUCAUUGCUUUAAGUCUAGUCACUGUCAGUGGAACGGCCAUUGGCCACGGCUAUGUUUCGGCAUAUGAAAACGGCGUAGCUGCAAGCCGCGCUGCACUAUGUAAAUUCCCAACCAGCGACACCAAC
Cps-1-2 UCGAUAGUUCACUAUCUGUUUCUUCCGGUUUCUUUGCGUGGCCUCUUUCCCUGUAUUUCUCAACCCAUCACUUGCUGCUCUUUACCUAUAAUUUAUUUAGCACUAUUUAAAAAUUGCUAAUAAAAAUAGUGCUUGUAUGUCUGCAUUUGAAAGUAAGACCAAUCGGACUAAUUUAUUACU
Fba-1-1 CCCUUUGCUUGAGGCAACUCGAUGAAAAAAACACUUUGGAUGGGCGGCGUCCUGCUGCCGGUGCUGCUUUCCCCGCAAUCAUUGCAGGCCCAUGGUUGGGUGGAUUUCCCGGCCGCGCGUCAACACAUCUGUAAUGACGAUGGCGGGUUCUGGAGCAACAGCAUCCCCAACGCCGCUUGU
Swo-1-2 AGCUAUACCUAUUGUGAUCCGUUCAGUCCAAAUACCACGUUUGUUUUUACCUUGCCUUUUUUUAUGGGGGACAAGGUAUUGAGUGGAGUGUGUUCAAUGAGACAUCAAAAAUCGAUUAAUCAAUCUAUUAGCCUCUCUCUUGUUGCGAGUGCAGGUCUGUUAAUGAGUUCUGCAGCCUUG
Ppr-1-1 AUGCCGAUUCUAUGGUUGUUUUUUUCUAUAAAACAACGGGAUCAGUGAUAAUGAUUAUUACAAAAAACACACUUCUACCAGUUACCUUGGCGCUGUUUAGCUCAGGAUAUUGUAUUCAAUUGCCACCUAGUGCGACUCAGUUUGAUCCGGGUGUAGGUUCAGAUUGGAGUACAGCUUGGA
Ppr-2-1 UGCCGAUUCUAUGGUUGUUUUUUUCUAUAAAACAACGGAAUCAGUGAUAAUGAUUAUUACAAAAAAAACACUUCUGCCUGUUACCUUGGCGCUGUUUAGCUCAGGGGUAAUGGCACACGGUUAUGUCAGUUCAGUCGAAGGCGGUGUUGCGGAAAGUCGUGCUGCACUUUGUAAAUUUCC
Vor-2-1 GUGUCAUCUUUUUUGUCAUAAAAUCAACACAGGACAAAUGAUGAACAAACUUCCAAAUAAAUCUCUUAUCGCUUUAGCACUGCUUAGUGUGAGUGGCGCAAGCUUCGGUCACGGUUACGUUUCUGCUUACGAAAAUGGUGUAGCAGAAGGUCGAGUUGCACUAUGUAAGUUCCCAGCUAA
Vbr-1-1 GGGUGCCAUCUUAAAUGUCAGUCAAUAAUUAAGGACAAACGAUGCGCAAACUCCCAAACAAAUCCCUCAUCGCCCUCGCUUUGAUUAGCGUCAGUGGCGCGAGUUACGGUCACGGUUAUGUCUCUGCAUACGAGAAUGGUGUCGCAGAAAGUCGCGUUGCACUGUGUAAAUUCCCAAGCA
Vba-1-1 AGUGUUCUCUUUUUGUCGGCCAAAUACAGUAAGGACAAAUAAUGAAACAACUCCCAAAAAAAUCACUCAUCGCUCUGUCGCUACUAAGCGUUAGUGGUGCAAGCUUCGGUCACGGUUAUGUCUCGGCAUACAAUAAUGGCGUCGCUGAAAGCCGUGUAGCGCUGUGUAAAUUCCCAGCGA
Vsp-8-1 AGUGUUCUCUUUUUUGUCGGCCAAAUACAGUAAGGACAAAUAAUGAAACAACUCCCAAAAAAAUCGCUCAUCGCACUAUCGCUACUUAGCCUAAGUGGAGCAAGCUUCGGUCACGGUUAUGUUUCGGCAUACAAUAAUGGCGUUGCUGAGAGUCGUGUCGCCCUAUGUAAGUUCCCAGCG
Vsi-1-1 UCAUCGAUAGUUGUCAGCCAAAGGAUCAAAGACAAAUGAUGAAUAACCUCCCUAAGAAAUCACUCAUAGCUGCUGCACUGUUUAGCAUUAGCUCACUCAGCUACGGACACGGCUAUGUCUCCGCAUACGAGAAUGGUGUCGCAGAAGGCCGCGCCGCGUUAUGUAAGUUCCCAACUAGCG
Vtu-1-1 GGAGUGUCAUCUUUUUUGUUAUCCAUAGAUAAGGACAAAUGAUGAACAAACUCCCAAACAAAUCACUCAUUGCGUUAGCUCUACUUAGUGUGAGCGGUGCUAGCUUCGGCCACGGGUACGUUUCAGCGUACGAAAAUGGCGUUGCUGAAGGCCGCGCGGCACUUUGUAAGUUUCCAACCA
Vsp-3-1 UCAUGCAGCGUUGCUUCAUGCUCAGCAUGCGCCGAGGUGUGACAUUAAUUUGUCAGCCAUAACAGAGGACAUGUGAUGAAAUCCUUCCCAACCAAAUCCGUACUUGCAUUAGCACUUGCAAGCAUUAGCUCAAGUGCUGCGGCUCACGGCUACGUAUCAGAAACCAAUGAUGGUGUCGCU
Val-1-1 GUUGCUUUAUGCUCAGCAUGCGCCGGGGUGUGACACUAGUUUGUCAGCCAUAACAGAGGACAUGUGAUGAAAUCAUUUCCAACCAAAUCCGUACUCGCGUUAGCACUUGCAAGCAUUAGCUCAGGUGCUGCGGCUCACGGUUAUGUAUCAGAAACCAAUGGUGGUGUCGCUGCAAGUCGC
Val-2-1 AGCGUUGCUUUAUGCUCAGCAUGCGCCGGGGUGUGACAUUAGUUUGUCAGCCAUAACAGAGGACAUGUGAUGAAAUCAUUUCCAACCAAAUCCGUACUCGCGUUAGCACUUGCAAGCAUUAGCUCGGGUGCUGCGGCUCACGGUUAUGUAUCAGAAACCAAUGGUGGUGUCGCUGCAAGU
Vpa-7-1 UCAGAUGCGGACGAGUGUGCUCUGCAUGCGCCGAGUUGUGGCAUUCAUUUGUCAGCCAAACAAGAGGACGUGUAAUGAAAUCAUUCCCUAAUAAAUCGCUCGUUGCCCUUGCUAUCGCAAGCAUGAGCUCUGGUGUCUUAGCACACGGUUACGUAUCGGAAUCCAACGAUGGCGUCGCAG
Vpa-3-1 UCAGAUGCGGACGAGAGUGCUCUGCAUGCGCCGAGUUGUGGCAUUCAUUUGUCAGCCAAACAAGAGGACGUGUAAUGAAAUCAUUCCCUAAUAAAUCGUUCGUUGCCCUUGCUAUCGCAAGCAUGAGCUCUGGUGUCUUAGCACACGGUUACGUAUCGGAAUCCAACGAUGGCGUCGCAG
Vpa-3-4 UCAGAUGCGGACGAGAGUGCUCUGCAUGCGCCGAGUUGUGGCAUUCAUUUGUCAGCCAAACA......................................................................................................................
Vpa-4-1 AAUUAGAUGCGGACGAGAGUGCUCUGCAUGCGCCGAGUUGUGGCAUUCAUUUGUCAGCCAAACAAGAGGACGUGUAAUGAAAUCAUUCCCUAAUAAAUCGCUCGUUGCCCUUGCUAUCGCAAGCAUGAGCUCUGGUGUCUUAGCUCACGGUUACGUAUCGGAAUCCAACGAUGGCGUCGC
Ptu-1-3 UUUAUUACAAACGCGCCUUUAGCUUUUCUGCCAAAUUCUUAUUUUUAUACAUAUUAAAUGGUGCAUGGCAUGGUGUUUUCACCUUAUUAGCCAAAGGGGGCUGCUUUCAUGGUUAAGGUUUUAGCAGGGUUGCUACCAGGUGAUUGGUCGGUGAUCCAUUCGAUUGAAAAUAAUCAGCGA
Asa-2-1 UUUUACUUAGAAAUAACAAUGUGUGGUUUUGAACUUGCUACUAUUUCCUCGGGCUCAGUUGUUUAGUGACAUAGACUUACUAACCGAGAAUUAUUGCAAUGGAUAAACCAAUACUAAAAGAUUCACUUCGAUUACUUUCCUCUCUAGGAAAAAUCACUUCACGCUCCAUGUUUGGCGGCU
Vfi-2-1 UUACGUUAAAAUAACAAUACUUAGCUUUCAACUUGCUACUAUUUCCUCGGGCUCAGUUGUUUAGUGACAUAGACUUACUAACCGAGAAUUAUUGCAAUGGAUAAACCAGUAUUAAAAGACUCACUUCGUCUACUAUCUUCACUAGGAAAGAUCACUUCUCGCUCUAUGUUUGGGGGAUUU
Vfi-1-1 UUACGUUAAAAUAACAAUACUUAGUUUUCAACUUGCUACUAUUUCCUCGGGCUCAGUUGUUUAGUGACAUAGACUUACUAACCGAGAAUUAUUGCAAUGGAUAAACCAGUAUUAAAAGACUCACUUCGUCUACUAUCUUCACUAGGAAAGAUCACUUCUCGCUCUAUGUUUGGGGGAUUU
Pda-1-1 UUUCUGACAGAAUAUUUAGUUAUUCUGAUAAUCUAAAUUCCCGCUCUGAUGUUAGGUGACUCAUGAUUAUUUUCACCGAGAAGAAGCAUGGACAAACCAGUAUUAAAAAACACGUUAAAAUUAUUUGAAUGUUUUGGGCGUAUAAAAUCACGCUCUAUGUUUGGAGGUUUUGGUAUAUUC
Vsp-5-2 UCCAGAAAUCUGCAUUGACUGCUAUUCUCUCGGACCUGAUUUGGUGGCGUAUAUACACAUACACCGAGAAAGUACUGAAUGGAUAAACCAAUACUUAAAGACUCUAUGAGGCUUUUUGAGCCCUUAGGUCGGAUUAAAUCUCGCUCUAUGUUUGGUGGGUUCGGCAUUUUUGCAGACGAC
Vsc-1-2 UCCAGAAAUCUGCAUUGACUGCUAUUCUCUCGGACCUGAUUUGGUGGCGUAUAUACACAUACACCGAGAAAGUACUGAAUGGAUAAACCAAUACUUAAAGACUCUAUGAGGCUUUUUGAGCCCUUAGGUCGGAUUAAAUCUCGCUCUAUGUUUGGUGGGUUCGGCAUUUUUGCAGACGAC
Vic-1-1 UCCAGAUAUCUGCAUUGACUGCUAUUCUCUCGGACCUGAUUUGGUGGCGUAUAUACACAUACACCGAGAAAGUACUGAAUGGAUAAACCAAUACUUAAAGACUCUAUGAGGCUUUUUGAGCCGUUAGGUCGGAUUAAAUCUCGCUCUAUGUUUGGUGGGUUUGGCAUUUUUGCAGACGAU
Vni-1-4 ACCGAACUCUGACAUCUGGCUGCAUCACUUUGCUAUUUUUUCUCGGACCUGAACUUAGUAGUGGCAUAACUUCUUUAGCCGAGACAGUACAGCAUGGAUAAACCAAUACUUAAAAACUCAUUGAAGCUAUUUGAACCAUUAGGGACGAUUAAAUCACGUUCAAUGUUUGGUGGUUUUGGC
Vsh-1-1 CUAACAGAAGGCUGACACCCGUUUGCUAUACUCUCGGACCUGAUUUUGGUGACACAAUCAAUAACACCGAGAAAAGAAUAAGCAUGGACAAUCCUAUACUAAAAAACUCGAUGCAAUUGUUCGCUCAGCUUGGAAGAGUUAAGUCUCGUUCUAUGUUUGGUGGAUUUGGUAUCUUUAUUG
Vsp-9-1 AAUUUACAGCCUAUUGACAAUUUAAUUGCAACAUUUUGCUAAUCUCUCGGACCUGCUUAUUUGGUGGCGUAGUUCAAAUACACCGAGAUAAAUAACAUGGAUAAACCGAUACUAAAGGACUCAAUGAAAUUAUUUGAGCCCCUAGGAAAAAUUAAGUCACGCUCAAUGUUUGGUGGAUUC
Vsp-4-1 AAUUUACAGCCUAUUGACAAUUUAAUUGCAACAUUUUGCUAAUCUCUCGGACCUGCUUAUUUGGUGGCGUAGUUCAAAUACACCGAGAUAAAUAACAUGGAUAAACCGAUACUAAAGGACUCAAUGAAAUUAUUUGAGCCCCUAGGAAAAAUUAAAUCACGCUCAAUGUUUGGUGGAUUC
Vcy-1-1 AAUUUACGGCUUAUUGACAAUUUAGUUGCAACAUUUUGCUAAUCUCUCGGACCUGCUUAUUUGGUGGCGUAGUUCAAAUACACCGAGAUAAAUAACAUGGAUAAACCGAUACUAAAGGACUCAAUGAAGUUAUUUGAGUCCCUAGGAAAAAUAAAAUCACGUUCAAUGUUUGGUGGCUUC
Vsp-8-2 AUUUACGGCUAAUUGACAAUUUAAUUGCAACAUUUUGCUAAUCUCUCGGACCUGCUUAUUUGGUGGCGUAGUUCAAAUACACCGAGAUAAAUAACAUGGAUAAACCGAUACUAAAGGAUUCAAUGAAAUUAUUUGAAUCCCUAGGAAAAAUAAAAUCACGCUCGAUGUUUGGUGGCUUCG

....................................................................................................................................................................................

....................................................................................................................................................................................qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa



276

Vba-1-2 AUUUACGGCUUAUUGACAAUGUAAUUGCAACAUUUUGCUAAUCUCUCGGACCUGCUUAUUUGGUGGCGUAGUUCAAAUACACCGAGAUAAAUAACAUGGAUAAACCGAUACUAAAGGACUCAAUGAAGUUAUUUGAGCCCCUAGGAAAAAUAAAAUCACGCUCAAUGUUUGGUGGAUUCG
Vor-2-2 ACUAGCAAUCGUAUGACACCUGAUUGACAAUAUGCCUGCAAAAUUUGCUACUCUCUCGGACCUGAAUUGGUGGCGUAUACAUAUACACCGAGAAUACACAGCAUGGAUAAACCAAUACUAAAAGACUCAAUGCGACUAUUUGAGCCGUUAGGCCUAAUCAAGUCUCGCUCAAUGUUUGGU
Vbr-1-2 UCACGUUUGUAUGACACCUUACUAACACAGUACCUGCAUAAAUUUGCUAAUCUCUCGGACCUGAAUUGGUGGCGUAUAACAAUACACCGAGAAUACACAGCAUGGAUAAACCAAUACUAAAAGACUCAAUGCGAUUAUUUGAGCAACUUGGCUACAUCAAGUCUCGUUCAAUGUUUGGUG
Vsi-1-2 AUGCAGCACGGAUGAUCUUUCUAACCUAGAGAUUAAUGUCUGCUGACGAAAACUUCGUUUGUAUGACACCUUACUGACAAAAUUUCUGCAUUAUUUUGCUAAUCUCUCGGACCUGAAUUGGUGGCGUAUACAUAUACACCGAGAAAAUACAGCAUGGAUAAACCAAUACUUAAAGAUUCA
Vpa-1-2 UCUCGUAAACUGGACGCGUCUCAAUACUGAGUAUGAGCAGACAUGGAAUUCGUCGAGAUUUUACGAAGUGUUUUCUUGUAUGACACCUUACUGACAAAAUUUCUGCAUUAUUUUGCUAAUCUCUCGGACCUGAAUUGGUGGCGUAUACAUAUACACCGAGAAAAUACAGCAUGGAUAAAC
Vtu-1-2 CUUGCACUCGUAUGACACCUUACUGACAAUGUCUCUGCAUAAUUUUGCUAAUCUCUCGGACCUGCAUUGGUGGCGUAUACUUAUACACCGAGAAAACACAGCAUGGAUAAACCAAUACUAAAAGACUCAAUGCGUUUAUUUGAGCAGUUAGGACAUAUCAAGUCUCGCUCAAUGUUUGGU
Vca-2-1 GCAUAUGCAUGACAGCACAUUGACAUUGUAUAUGCAUAAUUUUGCUAAUCUCUCGGACCUGAAUUGGUGGCGUAUACAUAUACACCGAGAAUAAAAAGCAUGGAUAAACCAAUAUUAAAAGACUCAAUGCGUUUGUUUGAGCAGCUUGGCUAUAUUAAGUCUCGUUCGAUGUUUGGUGGU
Vfu-2-1 CUAACUGACACACUCAUUGCAUUCUUUUGCUACUUUCUCGGACCUGACUUUGGUGGCGUAUUAAUUAAUACACCGAGACUUACAGCAUGGAUAAACCAAUACUAAAAGAUUCGAUGCGGCUCUUUGAGCAACUUGGACGCGUUAAAUCUCGUUCAAUGUUUGGUGGCUUUGGGAUUUUUG
Vfu-1-1 CUAACUGACACACUCAUUGCAUUCUUUUGCUACUUUCUCGGACCUGACUUUGGUGGCGUAUUAAUUAAUACACCGAGACUUACAGCAUGGAUAAACCAAUACUAAAAGAUUCGAUGCGGCUCUUUGAGCAACUUGGACGCGUUAAAUCUCGUUCAAUGUUUGGUGGCUUUGGGAUUUUUG
Van-1-1 ACUGACACUCUUUCUGCAUAAGUUUGCUAAUCUCUCGGACCUGAUUUUGGUGGCGUUUUUCCCAUACACCGAGAAUUUACAGCAUGGAUAAACCAGUACUUAAAGAUUCAAUGCGACUCUUCGAACAACUUGGACGCGUUAAGUCUCGUUCAAUGUUUGGCGGCUUCGGCAUUUUUGUCG
Vor-1-1 ACUGACACUCUUUCUGCAUAAGUUUGCUAAUCUCUCGGACCUGAUUUUGGUGGCGUUUUUCCCAUACACCGAGAAUUUACAGCAUGGAUAAACCAAUACUUAAAGAUUCUAUGCGACUCUUCGAACAACUUGGACGUGUUAAGUCUCGUUCAAUGUUUGGCGGCUUCGGCAUUUUUGUCG
Vme-1-1 CCCCUAAUUAUUAUGCUUUUUGACGUUUUGCUAUUUUCUCGGACCUGAUUUUGCUGGCGAAUUGCUUAAUACACCGAGAAUGACAGCAUGGAUAAACCGGUAUUAAAAGAUUCAAUGCGGCUAUUCGAACUGCUUGGCCAGGUCAAGUCGCGCUCAAUGUUUGGUGGCUUCGGCAUUUUU
Vch-24-1 UUGACACUAUGAAUGCAUGCUUUUGCUAAUUUUCUCGGACCUGACUUGGUGGCGUAUGUAACAAUACUCCGAGACUAACAGCAUGGAUAAACCAGUAUUAAAAGAUUCAAUGCGGCUCUUUGAGCAGCUAGGACGUGUUAAAUCUCGUUCAAUGUUUGGUGGCUUUGGUAUUUUCGUCGA
Vch-28-1 UUGACACUAUGAAUGCAUGCUUUUGCUAAUUUUCUCGGACCUGACUUGGUGGCGUAUGUAACAAUACUCCGAGACUAACAGCAUGGAUAAACCAGUAUUAAAAGAUUCAAUGCGGCUCUUUGAGCAGCUAGGACGUGUUAAAUCUCGUUCAAUGUUUGGUGGCUUUGGUAUUUUCGUCGA
Vch-6-1 UUGACACUAUGAAUGCAUGCUUUUGCUAAUUUUCUCGGACCUGACUUGGUGGCGUAUGUAACAAUACUCCGAGACUAACAGCAUGGAUAAACCAGUAUUAAAAGAUUCAAUGCGGCUCUUUGAGCAGCUAGGACGUGUUAAAUCUCGUUCAAUGUUUGGUGGCUUUGGUAUUUUCGUCGA
Vch-13-1 UUGACACUAUGAAUGCAUGCUUUUGCUAAUUUUCUCGGACCUGACUUGGUGGCGUAUGUAACAAUACUCCGAGACUAACAGCAUGGAUAAACCAGUAUUAAAAGAUUCAAUGCGGCUCUUUGAGCAGCUAGGACGUGUUAAAUCUCGUUCAAUGUUUGGUGGCUUUGGUAUUUUCGUCGA
Vch-19-1 UUGACACUAUGAAUGCAUGCUUUUGCUAAUUUUCUCGGACCUGACUUGGUGGCGUAUGUAACAAUACUCCGAGACUAACAGCAUGGAUAAACCAGUAUUAAAAGAUUCAAUGCGGCUCUUUGAGCAGCUAGGACGUGUUAAAUCUCGUUCAAUGUUUGGUGGCUUUGGUAUUUUCGUCGA
Vmi-2-1 AUUGACACUGACGAUGCAUGCUUUUGCUAAUUUUCUCGGACCUGAUUUGGUGGCGUAUGUAACAAUACUCCGAGACUAACAGCAUGAAUAAACCAGUAUUAAAAGAUUCAAUGCGGCUCUUUGAGCAGCUAGGACGUGUUAAAUCUCGUUCAAUGUUUGGUGGCUUUGGUAUUUUCGUCG
Vmi-4-1 AUUGACACUGACAAUGCAUGCUUUUGCUAAUUUUCUCGGACCUGAUUUGGUGGCGUAUGUAACAAUACUCCGAGACUAACAGCAUGAAUAAACCAGUAUUAAAAGAUUCAAUGCGGCUCUUUGAGCAGCUAGGACGUGUUAAAUCUCGUUCAAUGUUUGGUGGCUUUGGUAUUUUCGUCG
Vmi-3-1 AUUGACACUGACGAUGCAUGCUUUUGCUAAUUUUCUCGGACCUGAUUUGGUGGCGUAUGUAACAAUACUCCGAGACUAACAGCAUGAAUAAACCAGUAUUAAAAGAUUCAAUGCGGCUCUUUGAGCAGCUAGGACGUGUUAAAUCUCGUUCAAUGUUUGGUGGCUUUGGUAUUUUCGUCG
Vsp-6-1 AUUGACACGGCAGUUGCAUGAUUUUGCUAAUUUUCUCGGACCUGAUUUGGUGGCGUAUGUAACAAUACUCCGAGACUAACAGCAUGGAUAAACCAGUAUUAAAAGAUUCAAUGCGGCUCUUUGAGCAGCUAGGACGUGUGAAAUCUCGUUCAAUGUUUGGUGGCUUUGGUAUUUUCGUCG
Vvu-3-1 UAAUGACAUUGUAUUUGCAUUGGUUUGCUAAUCUCUCGGACCUGAUUUGGUGGCGUAAUAGUAAUUACACCGAGAUAACACAUCAUGGAUAAACCGAUACUCAAAGAUUCAAUGAAGCUUUUUGAGCAACUUGGUGCGAUAAAAUCUCGCUCAAUGUUUGGCGGAUUCGGCCUUUUUGCA
Vvu-2-1 UAAUGACAUUGUAUUUGCAUUGGUUUGCUAAUCUCUCGGACCUGAUUUGGUGGCGUAAUAGUAAUUACACCGAGAUAACACAUCAUGGAUAAACCGAUACUCAAAGAUUCAAUGAAGCUUUUUGAGCAACUUGGUGCGAUAAAAUCUCGCUCAAUGUUUGGCGGAUUCGGCCUUUUUGCA
Vsp-7-1 CAUUGACAUGGCCGAUGCAUGCAUUUGCUAAUUUUCUCGGACCUGAUUUGGUGGCGUAUGUAACAAUACUCCGAGACUAACAGCAUGAAUAAACCAGUAUUAAAAGAUUCAAUGCGGCUCUUUGAGCAGCUAGGACGUGUGAAAUCUCGUUCAAUGUUUGGUGGCUUUGGUAUUUUCGUC
Vpa-3-5 AUGACAUUGCCUUUGCGCACGUUUGCUACUCUCUCGGACCUGACUUUUGGUGGCGUAAUAUUAAUUACACCGAGAUAACAAAACAUGGAUAAACCGAUACUCAAAGACUCUAUGAAGCUAUUUGAGGCACUUGGUACUAUCAAGUCGCGCUCAAUGUUUGGUGGCUUCGGACUUUUCGCU
Vpa-7-2 AUGACAUUGCCUUUGCGCACGUUUGCUACUCUCUCGGACCUGACUUUUGGUGGCGUAAUAUUAAUUACACCGAGAUAACAAAACAUGGAUAAACCGAUACUCAAAGACUCUAUGAAGCUAUUUGAGGCACUUGGUACUAUCAAGUCGCGCUCAAUGUUUGGUGGCUUCGGACUUUUCGCU
Vha-3-1 AUGACAUUGUGUCUGCAUGCAUUUGCUAAUCUCUCGGACCUGAUUUUUGGUGGCGUAAUAUUAAUUACACCGAGAUAACACACCAUGGAUAAACCGAUACUCAAAGACUCAAUGAAGCUGUUUGAGGCACUUGGUAAUAUCAAGUCGCGCUCAAUGUUUGGCGGCUUCGGGCUCUUCGCU
Vha-2-1 AUGACAUUGUGUCUGCAUGCAUUUGCUAAUCUCUCGGACCUGAUUUUUGGUGGCGUAAUAUUAAUUACACCGAGAUAACACACCAUGGACAAACCGAUACUCAAAGACUCAAUGAAGCUGUUUGACGCACUUGGUAAUAUCAAGUCGCGCUCAAUGUUUGGCGGCUUCGGGCUCUUCGCU
Vsp-1-1 AUGACAUUGUGUCUGCAUGCAUUUGCUAAUCUUUCGGACCUGAUUUUUGGUGGCGUAAUAUUAAUUACACCGAGAUAAACAUCAUGGAUAAACCGAUACUCAAAGACUCAAUGAAGCUGUUUGAGGUACUUGGAAACAUCAAGUCACGCUCAAUGUUUGGCGGCUUCGGGCUGUUCGCCG
Vro-1-1 AAUGACAUUGUGUCUGCAUGCGUUUGCUAAUCUCUCGGACCUGAUUUUUGGUGGCGUAAUUUAAAUUACACCGAGAUAACACAUCAUGGAUAAACCGAUACUCAAAGACUCUAUGAAGCUUUUUGAGGUGCUUGGUACGAUCAAGUCACGCUCAAUGUUUGGCGGCUUUGGCCUUUUUGC
Vsp-2-2 AAUGACAUUGUGCUUGCAUGUAUUUGCUACUCUCUCGGACCUGACUUUUGGUGGCGUAAUAAUAAUUACACCGAGAUAACACAUCAUGGAUAAACCGAUACUCAAAGAUUCUAUGAAGCUAUUUGAGGCACUUGGUACGAUCAAGUCGCGCUCAAUGUUUGGUGGCUUCGGACUUUUCGC
Vha-1-2 AAUGACAUUGUGUCUGCAUGCAUUUGCUAAUCUCUCGGACCUGAUUUUUGGUGGCGUAAUAUUAAUUACACCGAGAUAACACAUCAUGGAUAAACCGAUACUCAAAGACUCAAUGAAGCUGUUUGAGGCACUUGGUAAUAUCAAGUCGCGCUCAAUGUUUGGCGGCUUUGGGCUCUUCGC
Vca-1-1 AAUGACAUUGUGUCUGCAUGCAUUUGCUAAUCUCUCGGACCUGAUUUUUGGUGGCGUAAUAUUAAUUACACCGAGAUAACACACCAUGGAUAAACCGAUACUCAAAGACUCAAUGAAGCUGUUUGAGGCACUUGGUAAUAUCAAGUCGCGCUCAAUGUUUGGCGGCUUCGGGCUCUUCGC
Vsp-3-2 AAUGACAUUGCUUUUGCGCAUGUUUGCUACUCUCUCGGACCUGACUUUUGGUGGCGUAAUAUUAAUUACACCGAGAUAACAAAACAUGGAUAAACCGAUACUCAAAGACUCUAUGAAGCUAUUUGAGGCACUUGGUAAUAUCAAGUCGCGCUCAAUGUUUGGUGGCUUCGGACUAUUCGC
Vco-1-1 ACAGUACACUGUAAUUGUUAUCUAGAGCUAAGUAACUAACGUGUGAGUUUUAUUUCGGUAUGACACCUUACUGACACUUUAUCUGCAUUAUUUUGCUAUUCUCUCGGACCUGAAUUUGGUGGCGUAUAAUAAUAUACACCGAGAUAACACAGCAUGGAUAAACCAAUACUUAAAGACUCG
Ppr-2-2 UACUUUUGACACAAAUUAUCUGUAGUUUGAUAAUUUGGAUUCCUCGCUCUGAUGUUAGGUGACUCAUGGCAUAUCACCGAGAAGAAGCAUGGAUAAACCAGUACUAAAAGACGCAUUAAAAAUAUUUGAUUGUUUUGAGAGUGUUAAAUCACGCUCAAUGUUUGGUGGCUUUGGCAUUUU
Ppr-1-2 AUAAUUUUGACACAGAUUAUCUGUAGUUUGAUAAUUUGAAUUCCUCGCUCUGAUGUUAGGUGACUCAUGGCAUAUCACCGAGAAGAAGCAUGGAUAAACCAGUACUAAAAGACGCAUUAAAAAUAUUUGAUUGUUUUGAGAGUGUUAAAUCACGCUCAAUGUUUGGUGGCUUUGGUAUUU
Sba-8-1 GCUGUUUAAUGCUGUUGUUUGCCCAAAUACCACUUUUAUACCUAAGCCCAAGCCAAUACUGGCGAAGAUGGGUGCAAAUGGAGUGCAUUAAAGUGGCAAAUCCUACUGUUUUUUCCCCUGUUUCUAAAUUGAGUUUAUUGGCCGCCGCAGUGAUGGCGGCAAAUACAUUUGUGAGUAUUU
Sba-2-1 GCUGUUUAAUGCUGUUGUUUGCCCAAAUACCACUUUUAUACCUAAGCCCAAGCCAAUACUGGCUAAGAUGGGUGCAAAUGGAGUGCAUUAAAGUGGCAAAUCCUACUGUUUUUUCCCCUGUUUCUAAAUUGAGUUUAUUGGCCGCCGCAGUGAUGGCGGCAAAUACAUUUGUGAGUAUUU
Sba-5-1 GCUGUUUAAUGCUGUUUAAUGCUGUUGUUUGCCCAAAUACCACUUUUAUACUUAAGCCCAAGCCAAUACUGGCUAAGAUGGGUGCAAAUGGAGUGCAUUAAAGUGGCAAAUCCUACUGUUUUUUCCCCUGUUUCUAAAUUGAGUUUAUUGGCCGCCGCAGUGAUGGCGGCAAAUACAUUU
Sba-4-1 GCUGUUUAAUGCUGUUGUUUGCCCAAAUACCACUUUUAUACCUAAGCCCAAGCCAAUACUGGCAAAGAUGGGUGCAAAUGGAGUGCAUUAAAGUGGCAAAUCCUACUGUUUUUUCCCCUGUUUCUAAAUUAAGUUUAUUGGCCGCCGCAGUGAUGGCGGCAAAUACAUUUGUGAGUAUUU
Sba-7-1 GCUGUUUAAUGCUGUUGUUUGCCCAAAUACCACUUUUAUACCUAAGCCCAAGCCAAUACUGGCAAAGAUGGGUGCAAAUGGAGUGCAUUAAAGUGGCAAAUCCUACUGUUUUUUCCCCUGUUUCUAAAUUGAGUUUAUUGGCCGCCGCAGUGAUGGCAGCCAAUGCGUUUGUGAGUAUUU
Ssp-1-1 UGCUGUUUAAUGCUGUUGUUUGCCCAAAUACCACUUUUAUACCUAAGCCCAAGCCAAUACUGGCGAAGAGGGCUGCAAAUGGAGUGCAUUAAAGUGGCAAAUCCUACUGUUUUUUCCCCUGUUUCUAAAUUGAGUUUAUUGGCCGCCGCAGUGAUGGCAGCCAAUGCGUUUGUGAGUCUC
Son-1-1 AAUAAAUAGCAUUUGCUAAAUGCUGUUUUGCCUAAAUACCACUUUUAUACCAAUGCCAAUCUUGUAUCUAAAUAGGCACCCUACGGAGUACAUUAAAGUGGAGCAUUUAACUGCUUUUUCUCAAUCAACCAUCCCUAAAUUCACAAUCCCUAAGCUCACUCAGUUAAGCCUAGUAACCUU
Ssp-3-2 AAUAAACGGCUUUGCUUAAUGCUGUUUUGCCUAAAUACCACUUUUAUACCUAUGCCAAUCUCGUCGAGAAAGGCACCCUACGGAGUACAAUAAAGUGGCACAUCUAACUGCUUUUACAUCAAUCAGAAAUGCUAACCACAAACACCCACAACUGGCUCGUUUAAGCCUAAUUGCCUUGGC
Ssp-2-2 AAUAAACGGCUUUGCUUAAUGCUGUUUUGCCUAAAUACCACUUUUAUACCUAUGCCAAUCUCGUCGAGAAAGGCGCCCUACGGAGUACAAUAAAGUGGCACAUCUAACUGCUUUUACAUCAAUCACAAAUGCUAACCACAAACACCCACAACUGGCUCGUUUAAGCCUAAUUGCCUUGGC
Svi-1-1 AGCCGGGGUUGGCCGAUAUCACUAGCAUCCAUGGUUGUAAGGAUAGGUUGGUAUCCUGUUCACGCUUUGUUUGCCUUAUUGAUUAUUUUAAAAAUAAAAAGCAAUAAGGACACCCUAUGUUUAACACUAAAAUCUCAUCGGCCGCGCUCGUCGUGGCUAGCGUACUCGCCUCAUCUGCAU
Ppr-1-3 GUUUAUAGUUUUCCUGCUUGGUUGCAGCCCUUUUCGUUAAUAACUCCUAACGAAUAAGGAUAUACAACAUGUUACAUCAAACACCUUCACUGGUUUCCUCGGAACGACGCAACUUUUCAUCCACUCACUCACGUUUAAAAAUCACCUAUAUCGCCAGCAUAGUGGCUAGUAUUUUAGCCU
Ppr-2-3 UGUUAUAGUUUUCCUGCUUGGUUGCAGCCCUUUUCGUUAAUAACUCCUAACGAAUAAGGAUAUACAACAUGUUACAUCAAACACCUUCCCUGAUUUCCUCGGAACAACGUAAUUUCUCAUCCAGCCACUCCCGUUUAAAAAUCACAUAUAUCGCAAGCAUAGUGGCUAGCAUUUUAGCCU
Asa-1-4 CGAUGUUGUCUGCGUUACCUGUCUGGUUGGCGUUGCCUUUUUCGUUGUUAAUUCCAAGAACGAAAUAAGGAUAUUCAACUAUGUUAAGUCCAAAACCCUCAGUACUGGCGUUGUUGGUCGGGGGUCUGUGUGCCUCCUCCGCCUUCGCUGCCGCUCCCGGCAAACCCACCAUCGGCUGGG
Aaq-1-3 GCGAUGUUGUCUGCGUUACCUGUCAGGUUGCGUUGCCUUUUUCGUUAUCUAUUCCAAGAACGAAAUAAGGAUAUUCAACUAUGUUAAGUCCAAAACCCUCCGUACUGGCACUGAUCGUCGGGGGGCUCUGCGCCUCCUCCGCCUUCGCUGCCGCCCCCGGUAAACCCACCAUCGGCUGGG
Aca-1-3 UUGCGAUGUUGUCUGCGUUACCUGGCAGGUUGCGUUGCCUUUUUCGUUGUUAAUUCCAAUAACGAAAUAAGGAAGUUCAAAUAUGUUAAGUCCAAAACUUUCCCUGCUGGCGCUUCUGGUCGGGGGGCUUUGCACUACCUCCGCCUUCGCCGCUGCCCCGGGCAAACCCACCAUUGGCUC
Ave-2-4 UUGCACUGUACGGAGAGACGAUGAACAAACUCAAAUUAUCCCUGCUUGGCUGCCUGCUCGGCAUGGGCGCCCCCAUGGCAUAUGCCGCCAGUGCCGGUCAGGCGAUGGUCAACCCCCAGUCCGGCGUAGUGGUCGGCUAUUGGCACAACUGGUGUGACGGCUCGGGCUACAAGGGCGGUA
Ave-1-3 UUGCACCGUACGGAGAGACGAUGAACAAACUCAAAUUAUCCCUGCUUGGCUGCCUGCUCGGCAUGGGCGCCCCCAUGGCAUAUGCCGCCAGUGCCGGUCAGGCGAUGGUCAACCCCCAGUCCGGCGUAGUGGUCGGCUAUUGGCACAACUGGUGUGACGGCUCGGGCUACAAGGGCGGUA
Aaq-1-4 UGUCAUUCUCUUUGAUUGCGUUGCCCUUUUCGUACAACGACAUGUGACGAAAAGGACAUAAAAAUGAACACUUCCACCGCUUCCGUUCGCAACAGCGCCAUCCGUUUUGCCUCUUCUGCCGCCGCAGCCAUGCUGCUGGGUGCCGCUUUGUUGCCAGCUACUGCCUCCGCCUACGAUGGC
Ave-2-5 GCAUUACUCUUUGAUUGCGUUGCCCUUUUCGUACAACACCUGUGACGAAAAGGACAUAGAUAUGAAAGCUCAACACACCGCCUCCCGUUUAGUUCGCAAGACAGUUUUCUCUGUAUGCACUUCCUUGCUGCUUGGUACCGCCUUGUUGCCAUCCACAGCUUCUGCGGCUGAUGGCUCAGU
Ave-1-4 GCAUUACUCUUUGAUUGCGUUGCCCUUUUCGUACAACACCUGUGACGAAAAGGACAUAGAUAUGAAAGCUCAACACACCGCCUCCCGUUUAGUUCGCAAGACAGUUUUCUCUGUAUGCACCUCCUUGCUGCUUGGUACCGCCUUGUUGCCAUCCACAGCUUCUGCGGCUGAUGGCUCAGU
Asa-1-5 UCUCUUUGAUUGCGUUGCCCUUUUCGUACAACGACAUGUGACGAAAAGGACAUAAAAUGAACACUUGCAUCCCCUCCACCGGUUCUGUCCGCAAAAGCAUUAUCCGUUGCGCCUCCUCAGCCGCCACCGCCUUGCUGCUUGGUGCUGCACUGUUGCCCGCUACCGCGUCGGCUUACGAUG
Ave-1-5 GGCCGUUUUUGUGUCACCUGUCGUGUUGCGUUGCCCUUUCGUUUUUCCCAUAACGAAACGAAAAGGAAAGCAAUAUGCUAAGUCCAAAACCUGCACUGCUGGCCAUGAUGGUCGGUACCCUGCUCGCCUCCUCCGCCGCUUAUGCGGCAGCUCCCGGCAAACCCGCUAUCGGUUGGGGCC
Ave-2-6 GGCCGUUUUUGUGUCACCUGUCGUGUUGCGUUGCCCUUUCGUUUUUCCAAUAACGAAAAGGAAAGCAAUAUGCUAAGUCCAAAACCUGCACUGCUGGCCAUGGUGGUCGGCACCCUGCUCGCCUCCUCCGCCGCUUAUGCGGCAGCUCCCGGCAAACCCGCCAUCGGUUGGGGCCCCACC
Sha-1-2 UGUUGAUGAGCGACAGGUCAUGUUUACGCGUUUUGCCUUAUUGAUUUAUCUACUUCAAUAAGGAUUUUUUAAUGCUACAAAAUAAAGUUCGUUCUCUAGCACUGCUUGUUACCAGCGCGCUGCUGCCGUUGUCGGCACAAGCACAAAUCAAUAUGCAGCAAUCCGCUGAGCAAACCUUCA
Ssp-2-3 GGUUUUAAGAGUGUUGUAUCCUGUCUAUGCUUUGUUUGCCUUAUUGAUGCAUAACUUACUCAAUAGGGAAUUUUCAUGUUUAAGACUCAAAUCUCCACCACUGCGAUGCUGGUGGCUUCGGUGCUGGCAUCCGUCGCCAGUUUUCAAGCAUUUGCCGCGCUCCCAGGAAAACCUACCUUA
Ssp-3-3 GGUUUUAAGAGUGUUGUAUCCUGUCUAUGCUUUGUUUGCCUUAUUGAUGCAUAACUUACUCAAUAGGGAAUUUUCAUGUUUAAGACUCAAAUCUCCACCACUGCGAUGCUGGUGGCUUCGGUACUGGCAUCCGUCGCCAGUUUUCAAGCAUUUGCCGCGCUCCCAGGAAAACCUACCUUA
Sde-2-1 CACGGUAUUAAGAGCGUUUUCGCCUGUUUAUGCUUUGUUUGCCUCAUUGAUGCAUCUAACUCAAUAGGGAUUUCAUAUGUUCAAGACUCAAAUAUCAUCAUCAGCUUGGCUGGUGGCAUCUGUGCUAGCAUCGACCAUAAGUAGCGCUGCAUUCGCAGCGGCGCCCGGUAAACCUAGCUU
Ssp-1-2 UGCAUGGUCUUAAGAGAGUGUUGUUUCCUGUCUAAGCUUUGUUUGCCUUAUUGAUGCAUAUCAACAUUCAAUAGGGAUAUCUCAUGUUCAAGACUCAAAUUUCAACAUCAGCCUUGCUGGUGGCAUCGGCGCUGGCAUCUACCGUGAGCGUUGGUGCAUUUGCCGCAGUACCCGGUAAAC
Sba-8-2 UGCAUGGUCUUAAGAGAGUGUUGUUUCCUGUCUACGCUUUGUUUGCCUUAUUGAUUCAUAUAAAAAAUUCAAUAGGGAUAUCUCAUGUUCAAGACUCAAAUUUCAACAUCAGCCUUGCUGGUGGCAUCGGCGCUGGCAUCUACCGUGAGUGCCAGUGCAUUUGCCGCAGCGCCCGGCAAA
Sba-7-2 UGCAUGGUCUUAAGAGAGUGUUGUUUCCUGUCUACGCUUUGUUUGCCUUAUUGAUUCAUAUAAAAAAAUUCAAUAGGGAUAUCUCAUGUUCAAGACUCAAAUUUCAACAUCAGCCUUGCUGGUGGCAUCGGCGCUGGCAUCUACCGUGAGUGUCAGUGCAUUUGCCGCAGCGCCCGGCAA
Sba-5-2 UGCAUGGUCUUAAGAGAGUGUUGUUUCCUGUCUACGCUUUGUUUGCCUUAUUGAUUCAUAUAAAAAAUUCAAUAGGGAUAUCUCAUGUUCAAGACUCAAAUUUCAACAUCAGCCUUGCUGGUGGCAUCGGCGCUGGCAUCUACCGUGAGUGUCAGUGCGUUUGCCGCAGCGCCCGGCAAA
Sba-2-2 UGCAUGGUCUUAAGAGAGUGUUGUUUCCUGUCUACGCUUUGUUUGCCUUAUUGAUUCAUAUAAAAAAUUCAAUAGGGAUAUCUCAUGUUCAAGACUCAAAUUUCAACAUCAGCCUUGCUGGUGGCAUCGGCGCUGGCAUCUACUGUGAGUGCCAGUGCAUUUGCCGCUGCACCCGGCAAA
Sba-4-2 UGCAUGGUCUUAAGAGAGUGUUGUUUCCUGUCUACGCUUUGUUUGCCUUAUUGAUUCAUAUAAAAAAUUCAAUAGGGAUAUCUCAUGUUCAAGACUCAAAUUUCAACAUCAGCCUUGCUGGUGGCAUCGGCGCUGGCAUCUACCGUGAGUGUCAGUGCAUUUGCCGCAGCGCCCGGCAAA
Fba-1-2 UUUUUCCGUGCAGGGCGUGGUCUUCCCAGACCUCUCAUUCGGACAAUCAGGGAAGGAAUCGAUCAUGAUCAUCCUUGUUGGUGGAGAAAAAGGCGGCAGCGGCAAAAGCUGUCUGGCGCAAAAUAUUGCGGUUUAUCUGAGAACCGAAGAGGAAGGCAAUGUGCUGAUGGUGGAUUGUGA
Osp-1-1 AAACCUUUCUCAGCGUUACUUCACAUCCUGGCCUGGUGCCGGGCCGGUACUUUGUGCCGGCAGUAAAUGACAAGAAGCAACAUGAACAACCUUGCAACACUGAAAGGCAUGGCCUGCCUUGGUGUGUUGCUGGGCAGCCCCGGGGUCGUCGCCGAUUACGCGACCGAUCUGGAUCAGGCU
Gxi-1-1 UGUUAGCGCCAGCGAGCAUACUUAACUGUGCUCAGAUGUCUCCAUGGCAUUCCUUUCUCUUGAUGACGCUAUUGUGCUCAGCACAAGGUGUCAGCACACCUUAUCCGGCUACUCAUUCAUCACACUUUGAGUAGGCACGACCUUUAUGUACGUUGCAGCUGGAAACAGUGCACUUUUCUC
Fba-1-3 CCCCCAUUUCAGACUGCUUUGCGAGCCUUAUUGAACUCAAUCUCACAAUAAGGACAACCAACAUGUUCGCAGCGAAACCCACCGUUACGGCCCUGCUCGUCGCGGGAGCACUGUGUCCCUCUGCCUGGGCCGCGAUUCCGGCAAAGCCCUCAAUCGCUGGUGACACCCACUUUGCGGUCA
Vch-17-2 GAAGGUGCUGAAGUUCAGAUUCCCUCUGAACUGCGUCUGGCGCUUUGUCAGACAAACUAUGUCAGCUAACAAAGAAGAGUCUGUGAUGAAAAAACAACCUAAAAUGACCGCUAUUGCCCUGAUCCUCUCUGGUUUCAGUGGAUUAGCGUAUGGACACGGCUACGUUUCCGCAGUGGAAAA
Vvu-3-2 GCACGUCAGUGCGCUCUUUACGAGCCAUUCAUCGCCUUGGGAAUAACAUGCGUAUGCUGUGGUUGAACAUUGGCAAUAUAGCCAAAUAAAGUCAGCAAUCAAAAAGAGUAUGUUAUGAAAAAACAACCGCAAAAAACCUUACUGGCCAUUGCUCUAUCCGUCGUAAGCGGAACCGCAAUG
Vvu-1-2 GCACGUCAGUGCGCUCUUUACGAGCCAUUCAUCGCCUUGGGAAUAACAUGCGUAUGCUGUGGUUGAAGAUUGGCAAUAUAGCCAAAUAAAGUCAGCAAUCAAAAAGAGUAUGUUAUGAAAAAACAACCGCAAAAAACCUUACUGGCCAUUGCUCUAUCCGUCGUAAGCGGAACCGCAAUG
Vvu-2-2 GCACGUCAGUGCGCUCUUUACGAGCCAUUCAUCGCCUUGGGAAUAACAUGCGUAUGCUGUGGUUGAACAUUGGCCAUAUAGCCAAAUAAAGUCAGCAAUCAAAAAGAGUAUGUUAUGAAAAAACAACCGCAAAAAACCUUACUGGCCAUUGCUCUAUCCGUUGUAAGCGGAACCGCAAUG
Vsp-6-2 CUGAGUGUGGUAGGACUCAGAAUACCUCUGAGUUCUGUCAGCCAACAAAAAAGAGUCUGUGAUGAAAAAACAACCUAAAUUGACCGCAAUCGCUCUGAUCCUUUCUGGUAUCAGUGGAUUAGCGUAUGGACACGGUUAUGUGUCAGCAGUGGAAGACGGUGUUGUAGAAGGGCGCGUUAC
Vmi-1-2 AAUGUGGUGCCGUUCAGAACACUUCUGAGCGAUGCCUGACAAGAAUCUGUCAGCACCCAACAGUCAGCCAACAAAAAAGAGUCAGUGAUGAACAAGCAACCUAAAAUGACCGCUAUCGCGUUAAUCCUAUCGGCGAUCAGUGGAGUCGCCUAUGGACACGGUUAUAUCUCAGCAGUGGAA
Vmi-2-2 AAUGUGGUGCCGUUCAGAACACUUCUGAGCGAUGCCUGACAAGAAUUUGUCAGCACCCAACAGUCAGCCAACAAAAAAGAGUCAGUGAUGAACAAGCAACCUAAAAUGACCGCUAUCGCGUUAAUCCUAUCGGCGAUCAGUGGAGUCGCCUAUGGACACGGUUAUAUCUCAGCAGUGGAA
Vmi-4-2 CGUUGCUGAAUGUGGUGCCGUUCAGAACACAUCUGAGCGAUGCCUGACAAGAAUUUGUCAGCACCCAACAGUCAGCCAACAAAAAAGAGUCAGUGAUGAACAAGCAACCUAAAAUGACCGCUAUCGCGUUAAUCCUAUCGGCGAUCAGUGGAGUCGCCUAUGGACACGGUUAUAUCUCAG
Vmi-3-2 CGUUGCUGAAUGUGGUGCCGUUCAGAACACAUCUGAGCGAUGCCUGACAAGAAUUUGUCAGCACCCAACAGUCAGCCAACAAAAAAGAGUCAGUGAUGAACAAGCAACCUAAAAUGACCGCUAUCGCGUUAAUCCUAUCGGCGAUCAGUGGAGUCGCCUAUGGACACGGUUAUAUCUCAG
Vch-24-2 GCGUUGCUGAAGGUGCUGAAGUUCAGAUUCCCUCUGAACUGCGUCUGGCGCUUUGCCAGACAAACUAUGUCAGCUAACAAAGAAGAGUCUAUGAUGAAAAAACAACCUAAAAUGACCGCUAUUGCCCUGCUCCUCUCUGGUAUCAGUGGAUUAGCGUAUGGACACGGCUACGUUUCCGCU

....................................................................................................................................................................................

....................................................................................................................................................................................qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa



277

Vch-22-3 GCGUUGCUGAAGGUGCUGAAGUUCAGAUUCACUCUGAACUGCGUCUGGCGCUUUGCCAGACAAACUAUGUCAGCUAACAAAGAAGAGUCUGUGAUGAAAAAACAACCUAAAAUGACCGCUAUCGCCCUGAUCCUCUCUGGUAUCAGUGGAUUAGCGUAUGGACACGGCUACGUUUCCGCA
Vch-12-2 GCGUUGCUGAAGGUGCUGAAGUUCAGAUUCACUCUGAACUGCGUCUGGCGCUUUGUCAGACAAACUAUGUCAGCUAACAAAGAAGAGUCUGUGAUGAAAAAACAACCUAAAAUGACCGCUAUUGCCCUGAUCCUCUCUGGUAUCAGUGGAUUAGCGUAUGGACACGGCUACGUUUCCGCA
Vch-3-2 GCGUUGCUGAAGGUGCUGAAGUUCAGAUUCACUCUGAACUGCGUCUGGCGCUUUGCCAGACAAACUAUGUCAGCUAACAAAGAAGAGUCUGUGAUGAAAAAACAACCUAAAAUGACCGCUAUCACCCUGAUCCUCUCUGGUAUCAGUGGAUUAGCGUAUGGACACGGCUACGUUUCCGCA
Vch-28-2 GCGUUGCUGAAGGUGCUGAAGUUCAGAUUCACUCUGAACUGCGUCUGGCGCUUUGUCAGACAAACUAUGUCAGCUAACAAAGAAGAGUCUGUGAUGAAAAAACAACCUAAAAUGACCGCUAUCGCCCUGAUCCUCUCUGGCAUCAGUGGAUUAGCGUAUGGACACGGCUACGUUUCCGCA
Vch-26-2 GCGUUGCUGAAGGUGCUGAAGUUCAGAUUCACUCUGAACUGCGUCUGGCGCUUUGUCAGACAAACUAUGUCAGCUAACAAAGAAGAGUCUGUGAUGAAAAAACAACCUAAAAUGACCGCUAUUGCCCUGAUCCUCUCUGGUAUCAGUGGAUUAGCGUAUGGACACGGCUACGUUUCCGCA
Vch-15-2 GCGUUGCUGAAGGUGCUGAAGUUCAGAUUCACUCUGAACUGCGUCUGGCGCUUUGUCAGACAAACUAUGUCAGCUAACAAAGAAGAGUCUGUGAUGAAAAAACAACCUAAAAUGACCGCUAUUGCCCUGAUCCUCUCUGGUAUCAGUGGAUUAGCGUAUGGACACGGCUACGUUUCCGCA
Vch-4-2 GCGUUGCUGAAGGUGCUGAAGUUCAGAUUCACUCUGAACUGCGUCUGGCGCUUUGUCAGACCAACUAUGUCAGCUAACAAAGAAGAGUCUGUGAUGAAAAAACAACCUAAAAUGACCGCUAUUGCCCUGAUCCUCUCUGGUAUCAGUGGAUUAGCGUAUGGACACGGCUACGUUUCCGCA
Vch-13-2 GCGUUGCUGAAGGUGCUGAAGUUCAGAUUCACUCUGAACUGCGUCUGGCGCUUUGUCAGACAAACUAUGUCAGCUAACAAAGAAGAGUCUGUGAUGAAAAAACAACCUAAAAUGACCGCUAUUGCCCUGAUCCUCUCUGGUAUCAGUGGAUUAGCGUAUGGACACGGCUACGUUUCCGCA
Vch-18-2 GCGUUGUUGAAGGUGCUGAAGUUCAGAUUCACUCUGAACUGCGUCUGGCGCUUUGUCAGACAAACUAUGUCAGCUAACAAAGAAGAGUCUGUGAUGAAAAAACAACCUAAAAUGACCGCUAUUGCCCUGAUCCUCUCUGGUAUCAGUGGAUUAGCGUAUGGACACGGCUACGUUUCCGCA
Vch-5-2 GCGUUGCUGAAGGUGCUGAAGUUCAGAUUCCCUCUGAACUGCGUCUGGCGCUUUGUCAGACAAACUAUGUCAGCUAACAAAGAAGAGUCUGUGAUGAAAAAACAACCUAAAAUGACCGCUAUCGCCCUGAUCCUCUCUGGCAUCAGUGGAUUAGCGUAUGGACACGGCUACGUUUCCGCA
Vch-30-2 GCGUUGCUGAAGGUGCUGAAGUUCAGAUUCCCUCUGAACUGCGUCUGGCGCUUUGUCAGACAAACUAUGUCAGCUAACAAAGAAGAGUCUGUGAUGAAAAAACAACCUAAAAUGACCGCUAUUGCCCUGAUCCUCUCUGGUAUCAGUGGAUUAGCGUAUGGACACGGCUACGUUUCCGCA
Vch-6-2 GCGUUGCUGAAGGUGCUGAAGUUCAGAUUCCCUCUGAACUGCGUCUGGCGCUUUGUCAGACAAACUAUGUCAGCUAACAAAGAAGAGUCUGUGAUGAAAAAACAACCUAAAAUGACCGCUAUUGCCCUGAUCCUCUCUGGUAUCAGUGGAUUAGCGUAUGGACACGGCUACGUUUCCGCA
Vsp-7-2 GCGUUGCUGAAUGUGCCAAAGUUCAGAUUAGCUCUGAACUACGUCUGACGAUCUGUCAGUCAAACUAUGUCAGCUAACAAAAAAGAGUCUGUGAUGAAAAAACAACCUAAAAUGACCGCUAUCGCGCUGAUCCUUUCCGGUAUCAGUGGAUUAGCCUAUGGACACGGCUAUGUCUCUUCA
Vic-1-2 CGCCCUUUUCACAUGCCGAGGUGUGGCAAUUUUUUGUCAACCUAAAAAGGAACAUGUGAUGAAAUCACGUCCAAAUAAAACCUUAUUGGCACUCGCUCUUACCGCUCUAAGUGGGCAAGUAGCCGCACAUGGCUACGUCUCUGCGUUUAAUGAUGGCAUUGCGGCAGGCCGUGUUGCACU
Vsp-5-3 CGCCCUUUUCACAUGCCGAGGUGUGGCAAUUUUUUGUCAACCUAAAAAGGAACAUGUGAUGAAAUCACGUCCAAAUAAAACCUUAUUGGCACUCGCUCUUACCGCUCUAAGUGGGCAAGUUGCCGCUCACGGCUACGUCUCUGCGUUCAAUGAUGGCAUCGCAGCAAGCCGUGUUGCGCU
Vsc-1-3 CGCCCUUUUCACAUGCCGAGGUGUGGCAAUUUUUUGUCAACCUAAAAAGGAACAUGUGAUGAAAUCACGUCCAAAUAAAACCUUAUUGGCACUCGCUCUUACCGCUCUAAGUGGGCAAGUCGCCGCACAUGGCUACAUCUCUGCGUUCAAUGAUGGCAUCGCAGCAAGCCGUGUUGCGCU
Psp-2-1 UAUUUGUUGUAUUUCGCUAUUCAUUUAAAAAACUUAAUUGUUCUCUAAACUUAUACGGAAUACUCAUGAACGGAUUUCCUAACAUUAUUAAAUUUGCACUUCCUUGUGCAUUAUUUUUGACGCAAUCAGGGCAGGCUGCAGAACAAAAUCUGGUCCAAAGUUAUGAAAACUCGACUUGGA
Pun-1-1 UAUUUGUUGUAUUUCGCUAUUGAUUUAAAAAACUUAAUUGUUCUAUUUAACUUUAUACGGAAUAUACAUGAAUAGAUUAACUCAGCUGAUUAAAUUUGCAUUGCCCUGUGCUGUGUUUAUGUCCUCGCAGGGACACACAUCAGAGCAAAACCUGGUGCAAAACUACGAAAGCUCUAUUUG
Tma-1-1 CCGGCUUUUGAUUUUCUGGGGGCAAGGAAGACGAGAUGAAAUCUUCGGCCGCGGGAGUAACCGCCGCAGGACUUAGCCUACGGCCCGCGCGCGCACGCUCAGCCCCUUCGCGUGGGCGGGUCUCGUCCGAACGCAUCAAGCUCGCGAAACUGCGCUCUUCGGGAUGCGCGCUCUGGUCGG
Mtu-1-1 GCUUUUUUGUUUUUGGCAAAGAGGAAAACAUUCACAGGCCAAGGCUGGCGAUCACUUCAAGAGGGCACUAACUAUGUUAUACAGAAAUAUUUUUUUUCGUUCUGCCCGUAUCAUGUUCUCAACUUUAAACGGGCUUGUCUUCUUAUCGCUGAUUUUAUUGAGGGUAUUUACACUUCCGAG
Mtu-1-2 UACAGUUAGGCUUUGCUGUUUGGUUGGUCAUUUCGCGGUGUACCAAAAUGCGACAUAACUAAAUCUGAAUUAAACAACAAUCAGCCUGGCUCAAUGCGAGAAUGCAGCUAUGGCAGUCAAACAACAUCUUAUAAAAACGUGGCUUCCACAAAUUUCACCCUCAUUCACUCUCAGCUCUGU
Msp-4-6 CGCCAAUCUUUGCUGUGACACUUUUGAUGUUUGGCUUUUCUUCAACUGCAUCAGCCACUUUUUAUCAUCCCAAGCCACAUUAUUGUGAUAAUGGUCAGUUAUGUGAUAACAGCCAGCCUUUUUCAACAACAUUGACAACUGAUGAUAUUGAAAAUAACGGUAAAUAUGCUUUCUGGAGUU
Mam-1-9 AAAUCGGCUAUGUUAGUAGCUGCUAUGUUGCUAGGUUUUUCAAGUGUUGCUUCAGCAACGUUUUAUCAUGGUGGGCAUCAUCAUGGAGGUUGUGGUAAUGAUGGUUCAACAUGUGAUAACCCUCAAGCUUAUUCAACGACAUUAAACGCUAAAGUAACUAACGAAGAUUAUGAUUACUGG
Slo-1-1 AGCUUUCGAAGUGAUGUUGACUUUGAGAGGUCCAAGCUAUGAGUUCAGUUCAUUGCGCAGCUGCGCGUACCGAUUCUACUUUCCUGAAAACCUUUGGUUUGGGCCUAUUGGGCGCAGGCCUGUUGUCGGCGUCGGCUAUCAUGCCUGCAGAUGCGGGCACUCAUGGUGAACAAACCUCUG
Tau-1-1 UUUCGAGAGAUUUUUUUACUUGAAGGUACCUAAAAAAUGAAAUCUUUUCUGGCUUUCACUGCCUCGGGAUAUGGCUUGUCCGCGCGAGUGUGCCGGUUGGCAAUGAUGCUGGCAGUGGUUAGCAGCCUGGGCGUAGCUAGUACAACAGUAUUUGCCGAGCCUGCAAUACAAGCAGCUAGC
Gxi-1-2 AGGAUCUUUCUUCGUUUUCGACGGAGGAGAUCCUUUUGAGUUCCGUACUUUCCCUGACCAAUAAGACGCUGGUUGCCAGCGCUGUGCUUGCCCUGUUUGCCGCCCUGCCGGCCAAAGCCGUGACCCGACCCUCCCUGGGUGAGCAAAGCACCUUGGUGAUCCUGGCCAACUACAGUGACG
Sde-1-2 CCCCACCAUUAACAUCAAUCACCUUUGGUGAUUAGCUAAUACAUGCUCGCAGGCCUAACAAAUUGACGACGAUUAAAAUUAAUGUGGCAGCAUUAAAAGAAGACCUGGCUUGGCUGUGGGAAAAAAUAGACGAUUGGUUGCCACAAUCGCAGCAAGGCAGAGCAAUGUUAUUGUUAUGCA
Sse-1-1 UCGUUCGUUCCGCUCACUUGCCUGUCAUUAUUUUCGAGCUAUUGAGGCCUUUUAGCCUCUGAACGUACGGAGAUCUAUUAUGGAUCAUUCAUAUAUUCCAACGCGCUUUCCCCUGAAUAAAUUGAGUCUGUUGGUCUUGCUUGCCUGCUCGGCAACUUUGACGUCCCAGGCCAAUGCCGA
Mst-1-1 CAACUGGCCAUCUUCCUAUACGUGUACAAUCUACCUGUUAUCUGUAAACAAUCUGCGUAAGCAGCAGCUACAACGCAGGACCUGCCUGUCUGCUUGGCCUGUUAUACCUGCUUCAAGCACAUCCUCUUCUAUUAUCCUUUUCUUGAUUGCUCGACUUGCUUUCGCCCACAAGCGCUUCCC
env-1 CAACUGGCCAUCUUCCUAUACGUUUACAAUCUACCUGUCAUCUGUAAACAAUCUGCUUAAGCAGCAGCUACAACGCAGGACCUGCCUGUCUGCUUGGCCCGUUAUACCUG......................................................................
Iba-1-1 UAAAAACCCUCUUAGUUGCUAGUCUAUUCACCACCACCGCAGCAGUCGCUGAACAAAUGGAUUUAAGCAACACCGAUACCACGUCAUUUACUGUCAACGGUACCGUUGAGAAAGUCUGUAAAGUGGAUAACAGCAGUGGUCCAUCAAAAACUAUCGCUCUCGACGGCGUUGCUACAGCUG
Msp-2-1 GGAGAACACUCAUGAAACUCAAGAAACUAGUGGCUGUAAUCGCACUAUCCGCAGCCGCGAUGUCGGCACAGGCUGUAGUUAUUAAUAAUGGUGGAGAGGCGAACCUAAACGAAAUCAUUAACGGAACGCUGCUCGUUACCGGCAACGCGGUCAAUGCGUUAGGUGACACGGCUACGAACG
Msp-1-1 GGAGAAUACUCAUGAAAUUGAAACUUAUUGCUGCAGCAUUUGCCCUGUCAGUGAGUGCAUUUGCGGUCAACGCGACACCUGUGAACGUUAGUGAAGCUAACUUCGAAGACUCGCUACAAACAAUUCUUAACAAUCUGACAGUCGGUGGCACUUCUUCUAUUGAUGUCAAUACGGAUCAAG
Mma-1-1 CCGGAGAAUACCCAUGAAACUUAAACUCAUUGCUGCUGCAGUUGCUUUGUCCGCCUGGACAGCUUCGGCUGGUGCAGUUGUAGUAAAUAAUGAUGGCGCUGAUGGUGCAGGUACAGGGCUCCAGAGCGUCCUCGAUAACAUCACAAUCGCCCCAAGCCCAACCCCAGGCGCCUCAUCUGU
Mad-1-1 CAAUGAAAUUGGCCAGAACGACUUUAGCUGUAGCGUGUCUGAGCGCCAUGUCUGCUCAAGCAGCAUUCAUUAACAACGGUUCUGAGGCGAAUCUCAGUGAGAUUAUCAACGACAAUCUCAUUGUCUCGGGAAGCAGCGUUAAUGUGCUCGGCGAUACCAAAAACAAUGAUGUAAGCACCG
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Rsp-1-1 CAGCAGCAACUUCAGUCUUACACUCAUUAUCUGAACUCAAUUAAGCAAAAUAUAGCGGUGAUCGAAUUUACCCCAUUAGGUAUCAUACUGAGUGCCAACCAGACAUUCCUUG
Vni-1-1 AGCCUAGCCUCACUCCUUCAGAUAAAGCGGCUUACACCAAUGCCAGCGACGAACUUCUGUUUGAAGUACGUUGGACCUGGAACACCAUGCGUCGAAUGCUUGGUAAGCCUGC
Vni-1-2 CCCUGCUGCAUACACAUCGGGUCGGACAUUGUUGUUUGAACCACGCUGGACAAAGCGCACCAUGCGCCAUGUGCUUGGUCAGUCGGAAUACCAGUAUCUGGAAAGCACCAUC
Vha-1-1 GUGACAAUAAGUUUACAUACGGAGAUUCGAUUGAGCGAAAAGGACACUUAACAACAACGUUCAGUUUAGUUUUUGACGAUACUAACUGUGGCUUUAGUCCAACUAGCGUCGA
Vni-1-3 CUCCAAACCAAACUCUCUCGCCAAGUAACAAAGCGGCGUAUACAACAAGCAGUCAAAAAAUCUUGUUCGAAGUUCGUUGGACUUGGAACACACUAAGAAAGAUGCUUGGUGC
Gpa-1-1 GGUAUUACACCAGUUCGUUUCGUUGCCGAAAUGGCAGGUAACGCUAGCCAAAAUAGUUUUGGUAUAUAUGACCCAAGUAAUAUUAACAAUUUCUUUGAAAUAUUUUCUGGUA
Tth-1-1 UCCGGCGCCCUCACUCUGAUCACCUUCCUGAUCGUCGUGUUGUCCACGGGCCUGCUGGUCCCGGGCUCCGCGGGCGCGAGCCCGACCGAGCCGUGGAAGCCCGGCCGCGUAC
Mam-1-1 GUUUUUAACUGGAGCUCUGCUUCUAGCUCAUUCACUUUAUCUGACCUGUUUGAUACUGGCGAUAUUGUCAUUAGCACACAAACUUGGUUGGCUAAUGGCAUAAGCUGGGUUG
Ave-2-1 AUGAGUACAAAUGAACAACCCAUCCAGAUCGCUCUACUAGGGGCAUCGAUGGAUCGUGUUACCCAGCAUAUAACCGAUUGGUCUCUAUGGGACCCAGCACAGCAAGCAGUGC
Msp-4-1 ACAUUAGACAUCUCUGAUACGAAUCUACUUAUCGAUUUUUCAUCAUCAUCAUAUUGGAACUCUUCAGGCUUCAAUGGUUUUAAACUCACCGACACAUUUGGUUUAAUUGCUG
Nca-1-1 CGAAGCAUGCGUUCAAAAUGCUACAUACCUACAACAGUUCAAUGCAGGGUUAGGCAACGAUGAUUCGCGCUGGAUUAACUACCAGCAAAAUUAUCUAUCACUAAAUUCAGGA
Nca-1-2 AAGGCUAUCAAUAAAGAUCCAGAUAUCGAAUUGGUAUAUCGAGAGAAAGCGGUUGAGUCACUCAGGAUUAAAGAGAAGAAGAGUAAAUUUUACCUGGCGCUAUUAAUGGCAC
Mme-1-1 AGAUAACCCCGCCGUUGUGAGUUCCAAUCCGGGCGGCUGGUUUUUUGAAACCCAUUGGGGGCCGAACGAUAACGCAUUGCCCAUAGAUGGCGCCACGGGCGGCGGUACUGCG
Msp-3-1 UAAACGAUUUAAGGAGGAAUCAUGUCUCUAAAGGUUUUACUACCUGCUUUCGGCAGCUUGUUUUUUUGUUCAAUAUUGAAUGCACAACCUUUUAUUUCUGAGCUAGACCAGG
Mme-1-2 ACGGAUUCAGUAACUUCGGACUUCGGUUGGUACGAAGGUACGCAACCAACGCUAACCAACAGCCAUCAUUUGCGUUGGUUUAGUUUUACUAUUGAAACUGCUGGUAACUACG
Mme-1-3 UGUUCAAUGGUAGCUUCGACUGGGACGGCUCCACUGUUAGUAAUUUCUCGGGUUUGCUGUCUGAAUCCAUGUUUGGUUGGAAUGGAACCGCUUUCGAUUCGAAUGGUAGCGC
Mme-1-4 GAUUGUCAUGCAAGAUGCGGGUCGCUUUAACGUUAAUGUACUGGCUUACGAAAGCACCAGUAAUUCGUCCGCCGAUGCGCAAGAUUUGAAUGGCGACGGGGAAUUCACUUAC
gpr-1-1 ACACUCCCAUUCCUGCUGGCGACGGCCCUGCUUUCUACACAAGCAUCGGCUGCAUUGACGGCGUACUUAAAAAUUGGCGAUAUCAAGGGUGAAUCUCAGCGUGUCGAUCACG
Ave-2-2 GUUUUCCAUCGUUGAAGUCGAUCAGGCGGCCACUGCCUACAACAAUCUGGUCAAGGUAAAGGAUGCCGCCGAUGUGGAGGUGAACUGGAACCUCUGGAGCGGCGAUCUGGGC
Ave-1-1 UUUUCCAUCGUUGAAGUCGAUCAGGCGGCUACUGCCUACAACAAUCUGGUCAAGGUAAAGGAUGCCGCCGAUGUGGAGGUGAACUGGAACCUCUGGAGCGGCGAUCUGGGCC
Nca-1-3 UAGAUUGCUCCAAUUUUCAGGGCUUCUUUGACCAACUCUGCUUCAUGCUUAUGCUUUUUCAUAAUUUCGUCCUGAAUGGCUAUGCUUAUCUAGAACAUACUUUUACAACUCU
Ssp-3-1 GAUUGGAAUAACAGUCAAUUACAGGACAAUGCAAAAUUUUUGCAUUUUCAAUUUAUUGCAACUGGCACUGUGACAUGGAGAUGUAAGAAAGCACAUGCUAAUGAGAAUGCUG
Ssp-2-1 GAUUGGAAUAAUAGUCAAUUACAGGACAAUGCAAAAUUUUUGCAUUUUCAAUUUAUUACAACUGGCACUGUGACAUGGAGAUGUAAGAAAGCACAUGCUAAUGAGAAUGCUG
Spu-1-1 AAUAGCCAAUUACAAGAAAAUGCAUCUUUACUUGAAUUUCGCUUUAUUACCGCAGGAAGUGUAACGUGGCAAUGUGAGUGGUUUACUGGUCCAACUCAGAAACGCCAUGUUA
Nwa-1-1 CCUACACUUUAAUUAUGCCCAAGCCCAUGAUGCCAGUAGGCGAUCAGCCGGUUAUCGAAGUGCUCUUGAAAUGGCUGCGCCGAUGGGGAAUUCAUAGGGUAUUUAUCACGAC
Nwa-1-2 UCUGUGGCGCUUGGUGGAUUGUCCCAGUGCUGGCGCUAGCAAUGUCCCAUUUUCUUGCCCCUUUAGCUUCGGCGGGAACGUGGUAUGUGGAUCAGAAUAAUUCCCAAUGUAA
Tcr-1-1 CGCUUGAGUUCCCUCAAGGAGAUGAAGAUGUUGUUUGUAAAAAAAUAAAUCGUCAGGCUCGACUGACGAUCGCUUGUAUUAGCUUGAUGACAAUGGGCGCGCCCGAUGCACU
Mam-1-2 AUUUCACAAUAAUAAAAAUAGCCAAGGUACAGCAUUAUCAGGACAAAUUACUGUUCAAACAACUUCUGACGAUGAUUUUAUUGGAUUUGUAUUAGGCUAUAACAAUAAUGAU
Sde-1-1 AAAUAUUGCCAAUAUGUGUUUAUUGACGAAAAACGCAGUCGCAGCGCGCUGAUACCCAAGCACACUCAAGCAAUAACACAAAACCCGCCUCAACCGCUGCGAGCCGUACCAA
Nha-1-1 GGUUAUAAACUUCAUUAUGGAAAGGUUAGUGGACAAUACACAAACAGUGUUGAUGUAGGUAAUAAGACAAGCCAUGCCUUAGAUGGGUUUUUAGCUGGGGAAAAAUACUACA
Rsp-1-2 GCUGUUCAAUUUGUUGCACCAACAGCCUCUGCUAACGACCAGAUGGUUCAGUCUAUCUGUGCUUAUGUGGCCGAUAACAACAAAAAUAACCUGCGCAAAACGCUAUCUGAUA
Rna-1-1 AUCUGCUCUUACGUUGCUGCAGAUAACAAAAAUAACCUGCGCAAAGCCUUAUCAGACAACCGUUUACGUCUGCGUAACGUUUACGAUGGUAUCGUAUGUGACGGUUUACCAC
Aae-1-1 UAUGUUGCCGCUGAUAACCGCAACGCCCUGCGUAAAACCCUGUCUGAUAACCGUUUACGUCUGAGCAACGUUUACUCAGGUAUUCAGUGCGACGGUUUAACCUUAGUUCGUU
Aje-1-1 GCCGCUGAUAACCGCAACGCCCUGCGUAAAACCCUGUCUGAUAACCGUUUACGUCUGAGCAACGUCUACUCAGGUAUUCAGUGCGACGGUUUAACCUUAGUACGCUUUGCAA
Aag-1-1 CUUAUGUGGCUGCCGAUAACCGUAACGCCCUGCGGAAAACCUUGUCUGAUAACCGUUUACGUUUAAGUAACGUCUACGGCGGUAUCAACUGCGAUGGUUUAACCCUGGUCCG
Mme-1-5 AUUGCUCAAUUUUUGGCUAACCCAAGCCAGUCUUUGUCUUUCUCGUUGAGCGAUGCCAAUUUCCAAAGCUUCACUUCAGCCUACACAGCCGGCGAUAACGUGACUUGGGGUG
Sha-1-1 GGCGGCGCGGGCUAUAAAGGUGGUGUCGCCCCUUGUGUGACCUUAACUGAGGUCGAUCCGCAAUAUAACGUGGUCGAUGUGUCGUUUAUGAAGGUCUACGGCGCAGUCGGCA
Spe-1-1 GCUCUGGCUAUAAGGGGGGCAUUGCACCUUGUGUAACCUUAACCGAUGUUGAUCCGCAGUAUAACGUGGUCGAUGUGUCAUUUAUGAAGGUUUAUGGCGCCGUAGGCACGAU
Mam-1-3 GAUAGGCUGGCCUUUUUCUGUAUAUCCUGUUUUAGCUAAUCAGGGUACCUUUAUUAAUAAUGGUACUUUUUAUGGUAAAUACAGUGAUUUAAAUAAUUCUGGCAUCUUGCUA
Mam-1-4 GGCCAGCUAUUUAAAUCGGGUGGUGGUAACGAAUUUGCCAAUAUGACUUCUGGCAUUGUAGUUAAUAAUGGCCUAAUCGAUAACCGGGGUGCGAUAACCAAUGAGCACUUAA
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Vsp-5-1 CAAGCCAACGGGGGUGACGACAUUAUCGAUGGUGGUAGCCAAGGUGACUUCAUUCAAGCCGGUUCCGGUGAUGACUUUGUUAAUGGCGGCAGUGGUUAUGAUCACGUGGUAG
Vsc-1-1 CAAGCCAACGGGGGUGACGACAUUAUCGAUGGUGGUACCCAAGGUGACUUCAUUCAAGCCGGUUCCGGUGAUGACUUUGUUAAUGGCGGCAGUGGUUAUGAUCACGUUGUAG
Mme-1-6 GGCCUCCGCCAGUAACAGUAACAACGCGGUCGAGGUUGCAAGUGUUUCGCUGGGCCAGUUUAAUGCAGCGACAGGGGUGUUAAUCGGUGCGGAUCUGCAAUUGAACUCCACA
Tcr-1-2 UAUAACCUUGUUCAGAGUGCAACUAAUUUUCCUCUUUCCCAUUUCUGACGUGGGAAUACCACACUAGGGGGAAAAUUUUUGGGGGGCUUUUUUGCCCCCAUUUUUUUCUUUU
Tcr-1-3 GAUCCGGCUGUUAUCGACAUGCUGUAAUAAUAGGAUAUGAUCUUAGAUUGUAAAUACAAUCGUCGCUAAUCCUAAGAAGACGAAGAAACCAAGAGAAUCUGUUACGGUCGUC
Msp-4-2 CUUCUUAUACGUUAGAUGGAACCUGGCGAGUCAAUACCACUGGCGAUGAUGACUUUAUCGGCUUUGUUUUUGGUUACCAGAAUCCUUCUCAGUAUUAUCUUCUGGAUUGGAA
Mam-1-5 AGUCAGAGUUUAAUUUGACUUCUGAUGAUAGUACAGGAAUAAGAGUCGAAUGGACGUUUAACCCGUCUAAUAAUUUCGAAAGUGCAACGCUUAGAUUAGCCAAGCUUGCGGC
Msp-4-3 GAUGUUCAAACGGAUGUUGAUACGCCAGUGAAGGUUGAAUGGUCAUUCAAUCCUACUAGCAGUUUGAGUAAUGCUCAACUGGCGUUUGGAGAGAUUACUGGCUCUGGUGGUA
Msp-4-4 GAUGUGACAACGGAUGUUGAUACUCCUGUAAGAGUUGAGUGGUCAUUUAAUCCUUCAACGAGUUUGGACUCAGCUCAAUUGGCUUUUGGUUUGAUUUCUGGCCCUGGUGGUA
Msp-4-5 UUUGAAGUUACAACAGAUGUGGAUACACCAGUGAAAGUUGAAUGGUCAUUUAAUCCAACAAGCAGUUUGAGUAGUGCACAAUUGGCCUUUGGUCUUCUUACUAGUCCUGGUG
Mam-1-6 AGAGUUUGAUCUUAUCUCUGAUACCGACACUGGAAUUAAAGUGGAAUGGUCAUUUAACCCAUUCACUGCAUUAUCCGGUGCGACCAUAAAGUUUGGUCAAAUUUCUGGCCCU
Mam-1-7 AGCAUUUUCACUCACAACUGAUACUGAUACACCUGUUGUAAUCGCAUGGUCAUUUAAUCCUGCAAUUACUGGUGCAACAUUAGUUUUUGGUACAUUGGGUGACACUGUGUCA
Mam-1-8 GAAUCUUCGUUCAGUUUAUUUACUAAUGACGCAACACCAGUAGUUAUUGAAUGGUCAUUUAAUCCAGAGUCUAAUCUUGAUGAUGCAACUAUUGCAUUUGGUGUUUUAGGUG
Mme-1-7 GCGGCGCAACCCGGGAAGUGGUCGGCAACACCAUGAAUAUCAAUCAGUUGAGCGACCGUGUGAUAUUGAACUGGGACCGGUUUAAUGUCAGCGCCGACAGCACCGUCAAUUU
Ptu-1-1 AAGUUGCUAGUAGAUGUGACUGAAUUGCGUCAUCGUUAUGCCGCAGUUGAAGUCAUUGAUGUUAUUUUAGCGAUAAAACAUGUAUUAAAAGAUUUUAAGUUAGCCCGUGUGG
Asa-1-1 UCAGACCUUCGUUAUCAAAUGGAAACGAUAUUGAGGGGAUAUUGUUGGCGCAGGGAUACGCUGUCUCCUGCGUUGAUUCGAUCAAGAAGUCUAAAUUCAUUCUCGCCGAUAA
gpr-1-2 CCAGCCCUUCGUCGAUCUGACGGCACUGAUGCAGGCCGAGAUCGACCUUGGAUGCACGACUGAUCAAAUAAUCCGUUGGGACGAUACCGGUGGAACAUGGGUGUGCGCGACA
gpr-1-3 AGACGAGAAAUUUAAAGAUGCUAUAGACGUGCUUGCAUGGUCAUGGGGCGCUAGCAGCGGGUUUGACGGAAGGGGAAAAGGGAACAUCAGUCCUUGCAUACAGGAUUUAUCG
Ptu-1-2 UUACAUCAAAAUGUUCGCCAAGCGCUGUCUCAACUUGCUGACGUAAACGCUUAAUAGUUAAUUCACCCACCUUAUAAGAUAAAGCUUGGCCUGGCCAAGAGAUAUAACGAUC
Pha-1-1 CUGGUUAGUUUAUCAUUUGAUUACAAGAUCACCUCGCUUGAGCAAGGUGAGCCUCACGCAUGGCCACGUUUAGUUGCCGAGCAUAUUAAUGUACAUGUUCCUCUGGUUAGCG
Par-1-1 CUAGUUAGUUUAUCAUUUGAUUACAAAAUCACCUCGCUUGAACAAGGUGAGCCUCACGCAUGGCCACGUUUAGUUGCCGAGCAUAUUAACGUGCAUGUACCUCUUGUUAGCG
Psp-1-1 CUAGUUAGUUUAUCAUUUGAUUACAAAAUCACCUCGCUUGAACAAGGUGAACCUCACGCAUGGCCACGUUUAGUUGCCGAGCAUAUUAACGUGCAUGUACCCCUUGUUAGCG
Tsp-1-1 AAAUCCUCAGAAGUUCCUACUCCCAGCCCGCCUACUACACGCGGGAACUGCGCAUCAGCGCCCAGGAGCCGCGCAACCGGGCCAUGGUCUACCCGGCCGGCGAUGGCGGGGU
Ttu-1-1 UCGCUCAGAAAGCGACAUCGAACAAAUUGCUGCCUACUGUAAUUUCGUGAUUGUGGACGAAACACGGUCAUGCAAACCGGCGCGUAUCGACAGCCCAAUGGGCAAAGCACAA
gpr-1-4 GCGUAUGAGCGCGACGUGCAUCGGACCGGGAUGGCGGAGCUCUCUCCCGUACUGAAGCUCGUCGCUGCGAGCGCGGCGGCGUUAGACGCGUUCGCGCCAACUAUUGCUACUG
Mal-1-1 GCACCCGAUAAGCCCUGGAAAGAAGGCCAAAUUUUGGUCAAACCGAAAGCCGGAUUAUCGGACAUCGAGUUUGACAAAAUUCUGAAACGCAAUAAAGGCCAAAAAAAAGGGA
Pci-1-1 CGCAAACAAUGGAUAUUUGCUACAAGUUACACGGCAAAACACGAAACUAGCUGCAAAAAACACACAAAUUUGAGUGAUAUAUGACAACACCAAUUUCAACUUUUUUCGCAAC
Psp-4-1 UUUUUCUGGUGAUACAAUGUUUGCAUUAGUUGUGAACGAUAAACUUCACUUACGUGCAAAUGCUGAAACUGAAAUGGAAUUCAAACAAGCUGGCUUAGAACCCUACGUUUAU
Pan-1-1 UUUUGGCAUUUUUUCUGGUGAUACAAUGUUUGCAUUAGUUGUGAACGAUAAGCUUCACUUACGUGCAAAUGCUGAAACUGAAAAGGAAUUCAAACAAGCAGGCUUGGAACCC
Ple-1-1 CGGUUUUGGCAUUUUUGCUGGUGAUACAAUGUUUGCAUUAGUUGUGAAUGAUAAACUUCAUUUACGAGCAAACGCUGAAACCGAAAAGGAAUUCAAACAAGCUGGCUUGGAG
Tsp-1-2 CAGCAGGUGAAAAUGAAGCAUCGCAGCGUGUUGAGUAUACUGGGGACAUCAGCACUGGCCAUCGCACUUCUCUCCGGAUGCGACGCAGGAAACACAAGCAGCAGUAGCGGGA
Tsp-1-3 CAGCAACAGCGACCCGCAGACGGAAGAGGCACCGUCGCAAUCCAGCCCCGGCAUGACUCCGACGCCACCCCCGUCCCAGCCGGAGCCGGAGCCACAACCUGAUCCCGUGCCG
Tsp-1-4 CGUGACCCUUGCAAUGCCAGGGCACGGCCAGGCCCAGACUGCCACUGAUGAGCAGAGCCUGGAGACCAGCACCAGCCCCGGCCGUGGCAACGGCAAUGGCAGGGUCAAGGAC
Swo-1-1 CGGCAUAUGCAUCAGUACCCGGUAAACCAACGAUCGGCUGGGGCGAAACUAACUUUUCUAUUAUUGAGGUCAAUCAAGCAGCUACCGCUUACAAUCAACUUGUUACCGUUAA
Vsp-2-1 GGGUUAACCACUUCUGGAAAAUUGAAUAUUUUGAGAAUUUUAUUAACAGAGGUAAGUAAAAUGCGUUCGACAAAAAUGAAAACGGGAGUCCCUAUUUUAGGGAUUUUAAUGG
Asa-1-2 CGGCACCGCUUACAAGGCUGGUGAUGUGGUCAGCAACGCAGGCGCUCUCUACGAAUGCAAAGAAUUUCCCUACUCCGGCUGGUGCGGGGCAUCCCCCUAUCACUAUGCCCCC
Aaq-1-1 CGGUACCGCCUACAAGGCCGGCGACAUCGUCAGCAACGUCGGCAAUCUCUAUGAGUGCAAAGAAUUUCCCUACUCCGGCUGGUGCGGGGCCUCGCCCUAUCACUAUGAGCCA
Aca-1-1 CACCGCCUACAAGGCUGGCGACAUCGUCAGCAACGCAGGCGCCCUCUAUGAAUGCAAGGAAUUCCCUUACUCCGGCUGGUGCGGCGCGUCCCCCUACCACUAUGCCCCCGGG
Ave-2-3 UGCAGUGGGAACCCCAGAGCGUGGAGGGCCCUUCCGGCUUCCCGCAGAGUGGCCCGCAGGAUGGUCAAAUCGCCUCGGCGGGCAGCCCGCGCUGGAGCGAGCUGAACAUCCA
Ave-1-2 UGCAGUGGGAGCCCCAGAGCGUGGAGGGCCCAUCAGGCUUCCCGCAAACCGGCCCGCAGGAUGGUCAAAUCGCCUCGGCGGGCAGCCCGCGCUGGAGCGAGCUGAACAUCCA
Aaq-1-2 AUGGGAACCCCAGAGCGUGGAAGGCCCCUCCGGCUUCCCGAAUGGUGGCCCUGCCGACGGCCAGAUCGCCUCGGCCGGCAGCGCCAGCUGGGGCGAGCUGAACGCCCAGACC
Asa-1-3 CUGUGCAAUGGGAACCCCAGAGCGUGGAAGGCCCCUCCGGCUUCCCGCAAUCAGGCCCUCAGGAUGGUCAGAUUGCCUCGGCGGGCAGCUCCCGCUGGAGUGAGCUGAACGC
Aca-1-2 AGUGGGAACCCCAGAGCCUGGAAGCCCCCUCCGGCUUCCCCGAUGGCGGCCCCGCCGACGGCCAGAUAGCCUCGGCCGGUCACCCCCAAUUCGGCGAGCUCAACACCCAGAC
Gho-1-1 UGAAACAAUGUUCGCGCUCGUCGUCAACGACAAACUUCAUCUUCGAGCUGGUGCGGCAAAUGAAGAAGAGUUUAAAACACUAAAAAUGCAACCAUACGUUUAUAAGAAACGU
Cps-1-1 AAAUAAACUUAAGAUUCGUCGUAUCUUCGACAAUAUCCAGUGUAAUGGUAAGAACUUAUUAGAGUUUGCAUCAACCUCUGGCUCAGUAAAAACUGGUUCUUUGAUGAUUUCA
Psp-3-1 CCUAACGCUUGCUCUGUCUUUUUACGUAAGCGCUUAAUAGUUAACUCACCAAUUUUGUAUGAUAACGCUUGGCCAGGCCACGAAAUAUAACGAUCUGUUUCAGUUUUAAUAU
Vpa-1-1 GAAAAGAAUGCGCAAUGCGGUGCCAUUCAGUAUGAACCGCAAAGUGUCGAAGGGCCUGACGGCUUCCCAGAAGCUGGUCCCCGUGAUGGCAAAAUUGCGAGCGCAGAAACCU
Cps-1-2 CAGUUAGCCCGAAUUAAUCCGAUAAGUAUAAGAGCCUAACACAAAGUUCUUUGCGCCAGGCCGCACUAAACUAGGAUUGAAGUUCAGAAAGUUUAUUUUAUGAUUUUGUCAC
Fba-1-1 CAGGCGGCCUACGACCGCUCCGGCGCCUACCCCUUUGUGCAGCAGAACGAAGUGGCGGCCAAUGUGGUGGAUUACCAGAACAUGGCGGCAGUGCGGGCCCAGAUCCCGGAUG
Swo-1-2 GCUCAUGGCUAUGUAAAGAGCCCUGAGUCUAGAGCUUACGCUUGUAACCAAGGGGGAAAUGUUAACUGCGGCGCGGUGCAGUGGGAGCCACAAAGUGUUGAGGGACCGUCGG
Ppr-1-1 CUAAGCUGAACUAACCCCUUUCACCAGCCUUGUCAUGGGGUUGGUCUUCCUGCUUAUCUACGUCCUAAUUAUGUUAAACGUCUAAACUCAAGGCUAAUAGUAUUAUGAGAAC
Ppr-2-1 AGCGAAUGGAACAGGCGAGAAAAAUACAAACUGUGGUUCAGUACAGUGGGAACCACAGAGUGUUGAAGGCCCUGAUGGUUUCCCAGAAACAGGCCCUCCUGAUGGUAAAAUU
Vor-2-1 UGAUACCAAUGAGAAGAACACCAACUGUGGUGCGAUUCAAUAUGAACCACAAAGUGUCGAAGGCCCAGAUGGCUUCCCUGCAACUGGUCCACGCGACGGUAAAAUUGCCAGC
Vbr-1-1 GUGACACCAAUGAGAAGAACACCAACUGUGGCGCCAUUCAAUAUGAACCGCAAAGUGUCGAAGGCCCAGACGGCUUCCCAGAAGGUGGGCCUGCGGAUGGUAAGAUCGCCAG
Vba-1-1 GUGAUACACAAGAGAAGAACACCAACUGUGGUGGUAUCCAAUACGAACCGCAAAGUGUCGAAGGUCCUGAAGGCUUCCCUGAGGUUGGCCCUGCAGAUGGAAAAAUCGCUAG
Vsp-8-1 AGUGAUACACAACAAAAAAACACCAACUGUGGUGGUAUCCAAUAUGAGCCACAAAGUGUGGAAGGCCCUGAAGGCUUCCCUGAAGUCGGCCCUGCAGAUGGAAAAAUCGCCA
Vsi-1-1 ACACCAAUGAGAAAAACACUCAAUGCGGCGCUAUUCAGUACGAGCCGCAAAGUGUAGAAGGCCCUGAUGGCUUUCCAUCUUCCGGCCCGCGCGAUGGAAAAAUUGCCAGUGC
Vtu-1-1 GUGACACAAACGAAAAGAACACCAACUGUGGUGCGAUUCAAUAUGAACCGCAAAGUGUAGAAGGGCCAGAUGGUUUCCCUGAAACAGGCCCACGCGAUGGUAAAAUUGCCAG
Vsp-3-1 GCAAGUCGCGCGGCACUAUGUAAGUAUCCAACACCUGAUACUAACGAAAAAAAUAAUAACUGCGGUGCCAUUCAAUACGAGCCACAAAGUGUUGAAGGUCCUGAUGGUUUUC
Val-1-1 UCGGCACUAUGUAAGUAUCCAACGCCAGAUACUAACGAAAAAAAUAAUAACUGCGGUGCGAUUCAAUAUGAACCGCAAAGCGUUGAAGGCCCUGAUGGCUUUCCCGAAACAG
Val-2-1 CGCUCGGCACUAUGUAAGUAUCCAACGCCAGAUACUAACGAAAAAAAUAAUAACUGCGGUGCGAUUCAAUAUGAACCGCAAAGCGUUGAAGGCCCUGAUGGCUUUCCCGAAA
Vpa-7-1 CAAGUCGUGCAGCGCUGUGUAAGUACCCAACAUCGGAUACCAAUGAAAGAAACACUAACUGUGGCGCAAUUCAAUAUGAACCACAAAGCGUGGAAGGCCCAGAUGGCUUCCC
Vpa-3-1 CAAGUCGUGCAGCGCUGUGUAAGUACCCAACAUCGGAUACCAAUGAAAGAAACACUAACUGUGGCGCAAUUCAAUAUGAACCACAAAGCGUCGAAGGCCCUGAUGGCUUCCC
Vpa-3-4 ................................................................................................................
Vpa-4-1 AGCAAGUCGUGCAGCGCUGUGUAAGUACCCAACAUCCGAUACCAAUGAAAGAAACACUAACUGUGGCGCAAUUCAAUAUGAACCACAAAGCGUCGAAGGCCCUGAUGGCUUC
Ptu-1-3 UUACAAAAAGGCGAUACAGUUAAACUGGAAUUAUUUGAUGUUAAGGGUGAGCUAUCUGAGCUUUCGGUCGCUUUUGAUAUUACGCAAGCUAAUGAAGGUGAGGCCCAUAUUU
Asa-2-1 UUGGUGUUUUUAUUGAUGACACAAUGUUUGCACUUGUUGUUCAGGACAGACUGCAUUUGCGAGCAAGCGAUAACACUAUUAAUUUAUUUAAAGACCAAGGUUUUGAACCUUA
Vfi-2-1 GGAAUCUUCAUUGACGACACCAUGUUUGCUCUUGUAGUUCAGGAUAAGCUUCAUUUAAGAGCAAGUGACGACACAAUUAAUUUAUUUAAAGAACAAGGCUUUGAACCAUACG
Vfi-1-1 GGAAUCUUCAUUGACGACACCAUGUUUGCUCUUGUAGUUCAAGAUAAGCUUCAUUUAAGAGCAAGUGACGAAACGAUUAACUUAUUUAAAGAACAAGGCUUUGAACCAUACG
Pda-1-1 GCGGGUGAUACUAUGUUUGCUCUGGUAGUAAACAAUACGCUACAUCUACGAGCCAAUUGCAAUAAUGAAGGGGAAUUUAAAAAACUGGGGCUAAAACCCUACGUAUAUUACA
Vsp-5-2 ACAAUGUUUGCAUUGGUUGUACACGACAAGCUUCAUAUUCGUGCCGACGAUGCCCUUACUGAGCAGUUUAAGCAACAAGGAUUAGAACCGUACGUGUAUCACAAGCGAGGCU
Vsc-1-2 ACAAUGUUUGCAUUGGUUGUACACGACAAGCUUCAUAUUCGUGCCGACGAUGCCCUUACUGAGCAGUUUAAGCAACAAGGAUUAGAACCGUACGUGUAUCACAAACGAGGCU
Vic-1-1 ACAAUGUUUGCGCUGGUCGUGAACGAUAAGCUGCAUAUUCGUGCCGACAACGCCCUUACCGAGCAGUUUAAGCAACAAGGAUUAGAACCGUACGUGUAUCACAAACGUGGCU
Vni-1-4 AUUUUUGCCGACGACACUAUGUUCGCCUUAGUAGUUCAAAACACGUUACAUAUCAGAGCUGACUCAAAAAGUGCUCAAAAGUUCGAGCAACAAGGUCUAAAGCCUUACGUUU
Vsh-1-1 ACGAUACCAUGUUUGCAUUAGCAGUGAAUAACAAAUUACAUAUCAGAACUAACCGUCAGACGAUCGCUAAAUUUAAGCAACUUGGCUAUAAGCCAUACGUUUAUAAGAAGCG
Vsp-9-1 GGGCUUUUUGCUGAUGACACUAUGUUUGCCCUGGUUGUGAAUGACCAGUUGCAUAUACGAGCUGACAAAUGCACAACACAACAAUUCGAACAACAAGGAUUUCAACCGUACG
Vsp-4-1 GGGCUUUUUGCUGAUGACACUAUGUUUGCCCUGGUUGUGAAUGACCAGUUGCAUAUACGAGCUGACAAAUGCACAACACAACAAUUCGAACAACAAGGAUUUCAACCGUACG
Vcy-1-1 GGUCUUUUUGCCGAUGACACGAUGUUUGCUCUGGUUGUAAAUGACCAGUUGCAUAUACGAGCGGACAAAUGCACAACAAAGCAAUUUGAACAACAAGGGUUUCAACCUUACG
Vsp-8-2 GUCUUUUUGCUGAUGACACUAUGUUUGCUCUGGUUGUAAAUGACCAGUUGCACAUACGAGCAGACAAAUGCACAACGAAACAGUUCGAACAACAAGGGUUUCAACCGUACGU
Vba-1-2 GUCUUUUUGCUGAUGACACUAUGUUUGCUCUGGUUGUUAAUGACCAGUUGCACAUACGAGCAGACAAAGGCACAACAAAACAGUUCGAGCAACAAGGGUUUCAACCGUACGU
Vor-2-2 GGCUUCGGUAUUUUUGCCGACGACACUAUGUUUGCAUUAGUCGUCAAUGAUAAGUUGCACGUUCGGGCAGAUGACGUACUUGCAAAGCAGUUUAAAUCUCUUAGCUUAGAAC
Vbr-1-2 GCUUUGGCAUUUUUGCUGAUGACACGAUGUUCGCACUCGUAGUCAACGACAAGCUUCACGUUCGUGCCGACGCGGCACUGACUAAACAGUUUAAGUCUCAAGGACUCGAACC
Vsi-1-2 AUGAGACUGUUUGAACAACUGGGUCAAAUUAAGUCUCGUUCAAUGUUUGGCGGCUUCGGCAUCUUCGCAGAUGAAACAAUGUUUGCGCUGGUCGUUAAUGACAAACUGCACG
Vpa-1-2 CAAUACUUAAAGACUCAAUGAGACUAUUUGAGCAACUUGGUCAAAUUAAGUCUCGUUCAAUGUUUGGCGGCUUCGGCAUAUUCGCAGAUGAGACGAUGUUUGCUUUAGUGGU
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Vtu-1-2 GGCUUUGGCAUUUUUGCUGAUGACACUAUGUUCGCACUUGUCGUCAACGAUAAGCUUCACGUACGCGCGGACGCGGCUCUCGCUAAACAAUUUAAGUCUCAAGGGCUAGAAC
Vca-2-1 UUUGGUAUUUUUGCCGAUAACACGAUGUUUGCGCUCGUAGUGAACGAUAAACUUCACGUUCGUGCCGAUGCAGAACUCACCAAGCAAUUUGUAGGUCAAGGGCUAGAACCAU
Vfu-2-1 UCGAUGACACAAUGUUCGCAUUGGUGGUCAAUGACAGACUCCACAUUCGCGCCGACGACGCUUCAACCGCAAAAUUCAAGCAACAAGGCUACGAGCCUUAUGUUUACAAAAA
Vfu-1-1 UCGAUGACACAAUGUUCGCAUUGGUGGUCAAUGACAGACUCCACAUUCGCGCCGACGACGCUUCAACCGCAAAAUUCAAGCAACAAGGCUACGAGCCUUAUGUUUAUAAAAA
Van-1-1 AUGACACCAUGUUUGCUUUGGUCGUAAACGAUAAACUUCAUAUUCGCGCAGACGAUCUAUCAACCUCUCGCUUUAAAGAGCAAGGCUAUGAGCCCUAUAUCUAUAAAAAACG
Vor-1-1 AUGACACCAUGUUUGCUUUGGUCGUAAACGAUAAACUUCAUAUUCGCGCAGACGAUUUGUCAACCUCUCGCUUUAAAGAGCAAGGCUAUGAGCCCUAUAUCUAUAAAAAACG
Vme-1-1 GUCGAUGACACUAUGUUCGCUUUAGUCGUCAACAAUCAACUCCAUCUUCGAGCUGACGAUGAAUCCGCUAAAGUUUUUACCGAAAGAGGCUAUCUGCCCUACGUUUAUAAAA
Vch-24-1 CGAAACUAUGUUUGCGCUUGUGGUUAACGAUACGCUGCACAUCCGUGCAGAUGACGCCACAAUCGAAAAGUAUAAACAGCAAGGUUAUGAACCUUAUGUUUACAAAAAACGU
Vch-28-1 CGAAACUAUGUUUGCGCUUGUGGUUAACGAUACGCUGCACAUCCGUGCAGAUGACGCCACAAUCGAAAAGUAUAAACAGCAAGGUUAUGAACCUUAUGUUUACAAAAAACGU
Vch-6-1 CGAAACUAUGUUUGCGCUUGUGGUUAACGAUACGCUGCACAUCCGUGCAGAUGACGCCACAAUCGAAAAGUAUAAACAGCAAGGUUAUGAACCUUAUGUUUACAAAAAACGU
Vch-13-1 CGAAACUAUGUUUGCGCUUGUGGUUAACGAUACGCUGCACAUCCGUGCAGAUGACGCCACAAUCGAAAAGUAUAAACAGCAAGGUUAUGAACCUUAUGUUUACAAAAAACGU
Vch-19-1 CGAAACUAUGUUUGCGCUUGUGGUUAACGAUACGCUGCACAUCCGUGCAGAUGACGCCACAAUCGAAAAGUAUAAACAGCAAGGUUAUGAACCUUAUGUUUACAAAAAACGU
Vmi-2-1 ACGAAACUAUGUUUGCACUUGUGGUUAACGAUACGCUGCACAUCCGUGCAGACGAUGCCACAAUCGAGAAGUUCAAGCAGCAAGGCUACGAGCCUUAUGUUUACAAAAAACG
Vmi-4-1 ACGAAACUAUGUUUGCACUUGUGGUUAACGAUACGCUGCACAUCCGUGCAGACGAUGCCACAAUCGAGAAGUUCAAGCAGCAAGGUUACGAGCCUUAUGUUUACAAAAAACG
Vmi-3-1 ACGAAACUAUGUUUGCACUUGUGGUUAACGAUACGCUGCACAUCCGUGCAGACGAUGCCACAAUCGAGAAGUUCAAGCAGCAAGGUUACGAGCCUUAUGUUUACAAAAAACG
Vsp-6-1 ACGAAACUAUGUUUGCGCUUGUGGUUAACGAUACGCUGCACAUCCGUGCAGACGAUGCCACAAUCGAAAAGUUCAAACAGCAAGGUUAUGAACCUUAUGUUUAUAAAAAACG
Vvu-3-1 GAUGAGACCAUGUUCGCACUUGUGGUGAAAGACCAGCUUCAUAUUCGCGCAGAUCAAAAAUCAACAUUACUUUUUGAAAAGCAAGGGCUCAAACCAUACGUUUAUACUAAGC
Vvu-2-1 GAUGAGACCAUGUUCGCACUUGUGGUGAAAGACCAGCUUCAUAUUCGCGCAGAUCAAAAAUCAACAUUACUUUUUGAAAAGCAAGGACUCAAACCAUACGUUUAUACUAAGC
Vsp-7-1 GACGAAACUAUGUUUGCGCUUGUGGUUAAUGAAACGCUGCACAUCCGUGCGGACGAUGCCACAAUCGAAAAAUUCAAACUACAAGGUUAUGAACCUUACGUUUAUAAGAAAC
Vpa-3-5 GAUGAAACGAUGUUUGCACUAGUGGUAAACAACCAGCUUCAUAUACGAGCAGACCAACAAACUUCAUCUGACUUCGAGACACAGGGUCUAAAGCCUUACGUUUAUAAAAAAC
Vpa-7-2 GAUGAAACGAUGUUUGCACUAGUGGUAAACAACCAGCUUCAUAUACGAGCAGACCAACAAACUUCAUCUGACUUCGAGACACAGGGUCUAAAGCCUUACGUUUAUAAAAAAC
Vha-3-1 GAUGAAACGAUGUUUGCGCUAGUCGUAAACAACCAACUUCACAUUCGAGCUGACCGACAAACAUCUUCUGACUUCGAGACUCAAGGACUAAAACCGUACGUCUACAAGAAAC
Vha-2-1 GAUGAAACGAUGUUUGCGCUAGUCGUAAACAACCAACUUCACAUUCGAGCUGACCGACAAACAUCUUCUGACUUCGAGACUCAAGGACUAAAACCGUACGUCUACAAGAAAC
Vsp-1-1 AUGAAACGAUGUUUGCACUAGUUGUGAACAAUCAACUUCAUAUUAGAGCGGACCAACAAACGUCUUCUGAUUUUGAGGCUCAAGGGUUGAAACCCUACGUCUACAAGAAACG
Vro-1-1 UGAUGAAACAAUGUUUGCAUUAGUCGUUAACAACCAGCUUCAUAUCAGAGCAGAUAAAAAGACAUCUUCAGACUUUGAAACUCAGGGACUUAAACCUUACGUAUACAAGAAG
Vsp-2-2 UGAUGAAACGAUGUUUGCACUGGUUGUGAAUGAUCAACUUCACAUACGAGCAGACCAGCAAACUUCAUCUAACUUCGAGAAGCAAGGGCUAAAACCGUACGUUUAUAAAAAG
Vha-1-2 CGAUGAAACGAUGUUUGCACUAGUUGUGAACAAUCAACUUCAUAUACGAGCUGACCAACAAACUUCAUCUGACUUCGAGACUCAAGGACUAAAACCGUACGUCUACAAGAAA
Vca-1-1 UGAUGAGACGAUGUUUGCGCUAGUCGUAAACAACCAACUUCACAUUCGAGCUGACCGACAAACAUCUUCUGACUUCGAGACUCAAGGACUAAAACCGUACGUCUACAAAAAA
Vsp-3-2 UGAUGAAACAAUGUUUGCACUAGUUGUAAAUAAUCAGCUUCAUAUAAGAGCAGACCAACAAACUUCAUCUGACUUCGAGAAACAAGGGCUAAAGCCUUACGUUUAUAAGAAA
Vco-1-1 AUGCGGCUUUUUGAUCAGCUUGGUCGUAUAAAAUCGCGUUCGAUGUUCGGCGGAUUCGGAAUCUUCGCAGACGACACAAUGUUCGCAUUGGUGGUCAACGAUAAGCUUCACA
Ppr-2-2 UGCGGGUGAAACAAUGUUUGCUCUUGUAGUAAACGAUAAACUUCACCUUCGUGCAAAUGCUGAUAAUGAAGAAGAAUUUAAAAAAUCGGGGCUAGAACCAUACGUUUAUAAA
Ppr-1-2 UUGCGGGUGAAACAAUGUUUGCUCUUGUAGUAAACGAUAAACUUCACCUUCGUGCGAAUGCUGAUAAUGAAGAAGAAUUUAAAAAAUCGGGUCUUGAACCAUACGUUUAUAA
Sba-8-1 CUGCACAGGCACAUGGUUAUGUUGUGGCGCCAGAGUCACGUUCCUAUGCCUGUAAAACCGGCAACAAUGCCAACUGUGGUGCGGUGCAAUGGGAACCGCAAAGCGUUGAAGG
Sba-2-1 CUGCACAGGCACACGGUUAUGUUGUGGUGCCUGAGUCACGUUCCUAUGCCUGUAAAACCGGCAACAAUGCCAACUGUGGCGCGGUGCAAUGGGAACCGCAAAGCGUUGAAGG
Sba-5-1 GUGAGUAUUUCUGCACAGGCACACGGUUAUGUUGUGGCGCCAGAGUCACGCUCCUAUGCCUGUAAAACCGGCAACAAUGCCAACUGUGGCGCGGUGCAAUGGGAACCGCAAA
Sba-4-1 CUGCACAGGCACACGGUUAUGUUGUGGCGCCAGAGUCACGUUCCUAUGCCUGUAAAACCGGCAACAAUGCCAACUGUGGCGCGGUGCAAUGGGAACCGCAAAGCGUUGAAGG
Sba-7-1 CUGCACAGGCGCAUGGUUAUGUUGUGGCGCCAGAGUCACGUUCCUAUGCCUGUAAAACCGGCAACAAUGCCAACUGUGGCGCGGUGCAAUGGGAACCGCAAAGUGUUGAAGG
Ssp-1-1 UCUGCACAGGCACACGGCUAUGUAGUGGCGCCAGAGUCACGCUCCUAUGCCUGUAAAACCGGCAACAAUGCCAACUGUGGCGCGGUGCAAUGGGAACCGCAAAGCGUUGAAG
Son-1-1 GGCUUUAACUGCUGGCAGUACGUUGGUGAGCCAAACGGCAUCGGCCCAUGGUUAUGUCGUAUCACCAGAGUCUCGCUCUUACGCCUGUAAAACGGGCAGUAAUGUCAACUGU
Ssp-3-2 CCUAAGCGCUACGAGUGCGCUAGUUAGCCAAACGGCGUCGGCCCACGGUUAUGUGGUUUCACCAGAAUCACGCUCGUACGCCUGUAAAACUGGCAGCAAUUUAAAUUGCGGC
Ssp-2-2 CCUAAGCGCUACGAGUGCGCUAGUUAGCCAAACGGCGUCGGCCCACGGUUAUGUGGUUUCACCAGAAUCACGCUCAUACGCCUGUAAAACUGGCAGCAAUUUAAACUGCGGC
Svi-1-1 ACGCUUCUGUCCCUGGUAAGCCUACUAUCGGCUGGGGCGAAACCAAUUUUUCAAUUAUUGAAAUAGACCAAGCUGCCACCGCAUACAAUCAACUCGUUACCGUUAAAGACGC
Ppr-1-3 CUAGUGCUGUUUAUGCUACAGAGCAAACGACAGAGUCAACCACUGCACCUUCUGCUUUUACAAUCUUUAAUAACAAUGACUUGCCGAGUGAUUUAGAAGGUAGCUUAGAGGC
Ppr-2-3 CUGGUGCUGUGUAUGCUACAGAGCAAACUACAGAAUCAACCACAGCACCUUCGGCUUUGACAGUAUUUAAUAAUAAUAAUUUACCUAGUGAUUUAGAAGGUAGCUUAGAAGC
Asa-1-4 GCGAAACCAAGUUCGCCAUCGUUGAAGUCGAUCAAGCCGCCACCUCCUACAACAAACUGGUCAAGGUACAUGCCGAUGGUGCACCGGUCAGCGUGAGCUGGAACCUCUGGUC
Aaq-1-3 GCGAAACCAAGUUCGCCAUCGUCGAAGUGGACCAGGCCGCCACCUCCUACAACAAGCUGGUGACGGUUCACAAGGAUGGUGCCCCGGUCAGCGUGAGCUGGAACCUCUGGUC
Aca-1-3 CGGCCCCACCAAGUUUGCCAUCGUUGAAGUCAAUCAGGCCGCUUCGGCCUACAACCAGUUGGUGACCGUCCACAAGGAUGGCGCUCCCGUCAGCGUGACCUGGAACCUCUGG
Ave-2-4 UCGCCCCCUGCGUCAAGCUCGAUCAGGUCAACCCGCAAUACAACGUGGUCGAUGUCUCCUUCAUGAAGGUCUAUGGCAGCGAUCCCAUCCCCACUUUCAAACUCGACCCGGC
Ave-1-3 UCGCCCCCUGCGUCAAGCUCGAUCAGGUCAACCCGCAAUACAACGUGGUCGAUGUCUCCUUCAUGAAGGUCUAUGGCAGCGAUCCCAUCCCCACCUUCAAGCUCGACCCGGC
Aaq-1-4 AGCGUCACCUUCACCGGUACCAUCUACGAAGCCCCCUGUGACUUCGCCGACAACAGCGUGACCUGCUACUCGGGCACCCAGCGUCAGACCAUGGAUCUGGUCAGCCUGCAGC
Ave-2-5 GACGUUUACUGGCACUAUCUAUGAAUCUCCAUGUGAUUUUUCUGACAGCAGCGUGACUUGCUAUUCAGGCAUGAACAAGCAAACCAUGCCUUUGGCUCACUUGCAGCAAGCC
Ave-1-4 GACGUUUACUGGCACUAUCUAUGAAUCUCCAUGUGAUUUUUCUGACAGCAGCGUGACUUGCUAUUCAGGCAUGAACAAGCAAACCAUGCCUUUGGCUCACUUGCAGCAAGCC
Asa-1-5 GCACUGUGACCCUGACUGGCACCAUUUAUGAAUCACCCUGUGACUUUUCUGACAACAGCGUGACCUGCUAUUCCGGCGCACAGCGCCAAACCCUGGAUUUGGCCAGCCUGCG
Ave-1-5 CCACCAAGUUUGCCAUCGUCGAAGUCAGCCAGUCCGCGACCGCUUAUAACGAGCUGGUCAAGGUGAAGGAUGGCGCCGAUGUGACCGUCACCUGGAAUAUCUGGAACGGCGA
Ave-2-6 AAGUUUGCCAUCGUCGAAGUCAGCCAGUCCGCGACCGCUUAUAACGAGCUGGUCAAGGUGAAGGAUGGCGCCGAUGUGACCGUCACCUGGAAUAUCUGGAACGGCGAUAUUG
Sha-1-2 GUAUUAUCACAAGUAUGAAACAGCGCGGCAUGAGUGGCGAUGGGGUGAUUGAAGAAAACAAUAAACGUUAUAUUGUUUAUAAUAAUCAUCGUUUUGAACUACACGAAAAUAA
Ssp-2-3 GGUUGGGGAGAAACCAAGUUUGCUAUUAUCGAGGUGAAUCAAGCCGCCUCAGCCUAUAACCAGUUAGUGACGGUUAAGGAUGCUGCCGACGUGUCGGUAAAUUGGAACCUGA
Ssp-3-3 GGUUGGGGAGAAACCAAGUUUGCUAUUAUCGAGGUGAAUCAAGCCGCCUCAGCCUAUAACCAGUUAGUGACGGUUAAGGAUGCUGCCGACGUGUCGGUAAAUUGGAACCUGA
Sde-2-1 AGCUUGGGGUGAGACUCAGUUCGCCAUUAUCGACGUCAAUCAAUCAGCUACGGCUUAUAAUCAACUCGUAACAGUAAAAGAUGCCGCCGCAGUCUCCGUCAGCUGGAGCCUC
Ssp-1-2 CGACUAUCGGUUGGGGCGAAACCAAGUUUGCUAUUAUCGAAGUUAAUCAAUCAGCUACAGCUUAUAAUCAGUUAGUGACUGUCAAAGAUGCCGCCGAUGUGUCCGUCAGUUG
Sba-8-2 CCGACUAUAGGUUGGGGUGAAACCAAGUUCGCUAUUAUCGAAGUUAAUCAAGCUGCUACGGCUUACAAUCAGUUGGUGACCAUUAAAGAUGCUGCCGACGUGUCCGUCAGCU
Sba-7-2 ACCGACUAUAGGUUGGGGCGAAACCAAGUUCGCUAUUAUCGAAGUUAAUCAAGCCGCUACGGCUUACAAUCAGUUGGUGACCAUUAAAGAUGCUGCCGACGUGUCCGUCAGC
Sba-5-2 CCGACUAUAGGUUGGGGCGAAACCAAGUUCGCUAUUAUCGAAGUUAAUCAAGCCGCUACGGCUUACAAUCAGUUGGUAACCAUUAAAGAUGCUGCCGACGUGUCCGUCAGCU
Sba-2-2 CCGACUAUAGGUUGGGGUGAAACCAAGUUCGCUAUUAUCGAAGUUAAUCAAGCUGCUAUGGCUUACAAUCAGUUGGUAACCAUUAAAGAUGCCGCCGACGUGUCCGUCAGCU
Sba-4-2 CCGACUAUAGGUUGGGGUGAAACCAAGUUCGCUAUUAUCGAAGUUAAUCAAGCUGCUACGGCUUACAAUCAGUUGGUGACCAUUAAAGAUGCUGCCGACGUGUCCGUCAGCU
Fba-1-2 UCCCCAGCGCACCACCUCGGAUUGGGUUCAGGAACGAAACAGCAAUCCUCAACUGCCUCAUAUCAACUGCAUCCAACUCUACGGAAAAAUCCGCAACGAGUUACUGAGCCUG
Osp-1-1 GCCUGGCGCGCCGAACGCACGGCCUCCCGUUGUGUGCUGGAACAUGCUAUCGAGCAGGUGGCCACCGCCCGUUUCAGCGCCAACGGUAAAGCACCCCCGGUGCUGGAAGUGA
Gxi-1-1 AACUGCCCCCCGUGGGCCGGAUACGGGAUCCUUGCGCCUGGGCUAAGCCCUGCCGAGUCCUACAUUCUGUCGUUGAGGGAAGAAGAUGCACAGACCAUUCCUGGCGUUUUUA
Fba-1-3 UUGAGGUCGACCACGGGGCGACCAGCUACAACCAGUUGAUCAAUGUCAAACCGGCUGCUGAAGUGUCUGUCAGCUGGAGCUUGUGGCAUGGCGAGCUUGGCGACACCGCCAA
Vch-17-2 CGGUGUCGCCGAAGGACGUGUCACCUUGUGUAAAUUUGCCGCUAACGGCACUGGAGAGAAAAACACUCACUGUGGCGCGAUUCAAUACGAACCACAGAGUGUCGAAGGCCCA
Vvu-3-2 AGCCAUGGUUAUGUUUCUGCAGUGGAAAAUGGUGUCGCAGAAGCUCGUGUGACACUGUGUAAGUUCGCGGCGUCAACUGGAGAAAAAAACACCAACUGUGGCGCGAUUCAAU
Vvu-1-2 AGCCAUGGUUAUGUUUCUGCAGUGGAAAAUGGUGUCGCAGAAGCUCGUGUGACACUGUGUAAGUUCGCUGCGUCAACUGGAGAGAAAAACACCAACUGUGGCGCAAUUCAAU
Vvu-2-2 AGCCAUGGUUAUGUUUCUGCAGUGGAAAAUGGUGUCGCAGAAGCUCGUGUGACACUGUGUAAGUUCGCUGCGUCAACUGGGGAAAAAAACACCAACUGUGGCGCGAUUCAAU
Vsp-6-2 GUUAUGUAAAUUUGCCGCUAAUGGUACUGGUGAAAAAAACACUAACUGUGGUGCGAUUCAAUAUGAACCACAAAGCGUUGAAGGCCCAGAAGGCUUUCCGGCUGCUGGCCCA
Vmi-1-2 AACGGUGUUGCAGAAGGACGUGCCGCUUUAUGUAAAUUUGCCGCUAAUGGUACUGGUGAGAAAAACACUAACUGUGGUGGUGUUCAGUACGAACCGCAAAGUGUAGAAGGGC
Vmi-2-2 AACGGUGUUGCAGAAGGACGUGCCACUUUAUGUAAAUUUGCCGUCAAUGGUACUGGAGAAAAAAACACAAACUGUGGUGGUGUUCAGUACGAACCACAAAGUGUAGAAGGGC
Vmi-4-2 CAGUGGAAAACGGUGUUGCAGAAGGACGUGCCGCUUUAUGUAAAUUUGCCGCUAAUGGUACUGGUGAGAAAAACACUAACUGUGGUGGUGUUCAGUACGAACCGCAAAGUGU
Vmi-3-2 CAGUGGAAAACGGUGUUGCAGAAGGACGUGCCGCUUUAUGUAAAUUUGCCGCUAAUGGUACUGGUGAGAAAAACACGAACUGUGGUGGUGUUCAGUACGAACCGCAAAGUGU
Vch-24-2 GUGGAAAACGGUGUCGCCGAAGGACGUGUCACCUUGUGUAAAUUUGCCGCUAACGGCACUGGAGAAAAAAACACUCACUGUGGCGCGAUUCAAUACGAACCACAAAGUGUCG
Vch-22-3 GUGGAAAACGGUGUCGCCGAAGGACGUGUCACCUUGUGUAAAUUUGCCGCUAACGGCACUGGAGAAAAAAACACUCACUGUGGCGCGAUUCAAUACGAACCACAAAGUGUCG
Vch-12-2 GUGGAAAACGGUGUCGCCGAAGGACGUGUCACCUUGUGUAAAUUUGCCGCUAACGGCACUGGAGAGAAAAACACUCACUGUGGCGCGAUUCAAUACGAACCACAAAGUGUCG
Vch-3-2 GUGGAAAACGGUGUCGCCGAAGGACGUGUCACCUUGUGUAAAUUUGCCGCUAACGGCACUGGAGAAAAAAACACUCACUGUGGCGCGAUUCAAUACGAACCACAAAGUGUCG
Vch-28-2 GUGGAAAACGGUGUCGCCGAAGGACGUGUCACCUUGUGUAAAUUUGCCGCUAACGGCACUGGAGAGAAAAACACUCACUGUGGCGCGAUUCAAUACGAACCACAAAGUGUCG
Vch-26-2 GUGGAAAACGGUGUCGCCGAAGGGCGUGUCACCUUGUGUAAAUUUGCCGCUAACGGCACUGGAGAAAAAAACACUCACUGUGGCGCGAUUCAAUACGAACCACAAAGUGUCG
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Vch-15-2 GUGGAAAACGGUGUCGCCGAAGGACGUGUCACCUUGUGUAAAUUUGCCGCUAACGGCACUGGAGAGAAAAACACUCACUGUGGCGCGAUUCAAUACGAACCACAAAGUGUCG
Vch-4-2 GUGGAAAACGGUGUCGCCGAAGGACGUGUCACCUUGUGUAAAUUUGCCGCUAACGGCACUGGAGAGAAAAACACUCACUGUGGCGCGAUUCAAUACGAACCACAAAGUGUCG
Vch-13-2 GUGGAAAACGGUGUCGCCGAAGGACGUGUCACCUUGUGUAAAUUUGCCGCUAACGGCACUGGAGAGAAAAACACUCACUGUGGCGCGAUUCAAUACGAACCACAAAGUGUCG
Vch-18-2 GUGGAAAACGGUGUCGCCGAAGGACGUGUCACCUUGUGUAAAUUUGCCGCUAACGGCACUGGAGAGAAAAACACUCACUGUGGCGCGAUUCAAUACGAACCACAAAGUGUCG
Vch-5-2 GUGGAAAACGGUGUCGCCGAAGGACGUGUCACCUUGUGUAAAUUUGCCGCUAACGGCACUGGAGAAAAAAACACUCACUGUGGCGCGAUUCAAUACGAACCACAAAGUGUCG
Vch-30-2 GUGGAAAACGGUGUCGCCGAAGGACGUGUCACCUUGUGUAAAUUUGCCGCUAACGGCACUGGAGAGAAAAACACUCACUGUGGCGCGAUUCAAUACGAACCACAAAGUGUCG
Vch-6-2 GUGGAAAACGGUGUCGCCGAAGGACGUGUCACCUUGUGUAAAUUUGCCGCUAACGGCACUGGAGAGAAAAACACUCACUGUGGCGCGAUUCAAUACGAACCACAAAGUGUCG
Vsp-7-2 GUGGAAAACGGCAUUGCCGAGGGACGAGCUACUUUAUGUAAAUUUGCCGCCAAUGGAACUGGAGAAAAAAAUACCAACUGUGGUGGUAUUCAGUACGAACCACAAAGUGUGG
Vic-1-2 AUGUAAAUAUCCAACUUCCGAUACCAAUGAGAAAAAUAGCAACUGUGGUGCGAUUCAAUAUGAACCACAAAGUGUUGAAGGACCAGAAGGUUUCCCAGAAGCUGGCCCAGCA
Vsp-5-3 AUGUAAAUUCCCGACCUCUGAUACUAAUGAGAAAAACAGCAACUGUGGUGCCAUUCAAUAUGAACCACAAAGUGUGGAAGGCCCUGAAGGCUUCCCUGAAGCUGGCCCUGCU
Vsc-1-3 AUGUAAAUUCCCAACCUCUGAUACUAAUGAGAAAAACAGCAACUGUGGUGCCAUUCAAUAUGAACCACAAAGUGUGGAAGGCCCUGAAGGCUUCCCUGAAGCUGGCCCCGCU
Psp-2-1 CUGUUAAGGGCGAUUCUUUCGCUUGUUCGCUACAACAGCGCUUUGAAAAUUAUGCGUUGCUUGAAGUUAAAACCGUGCCAGCACAGCAGCAACAACUUGUGUUUACUUGGCU
Pun-1-1 GUCAGUAAGUAGUAACCCGUUUGAGUGUUCACUCAAACAGCGCUUUGAUAAUUAUGCGUUACUUGAAGUAAAAACCCUCCCAGCAAAAACUCAACAAUUGGAAUUUACUUGG
Tma-1-1 GCGUGGGCUGCGCCACAAGGGAACGCCGGAUCGCUACUGAGCACAACGCCCAACCCCAACUCGGUUCUCGCCUCGCAUCCGACGGCCGCGCCUUGGCCGCACGGGAAAGCUC
Mtu-1-1 GUGAAGUGCCUUGCUUUUAGCACUGUAGGGUGGAUCGCCGACAAGGCUAUCUACCGCACAACAGCGACGGCGUUGUGCGUCGCCUAAAGCGCCUACUUUUGGUGAUUGGCGA
Mtu-1-2 CAAUCCUGAGAUCAUACCCGUCUUAAAGACCUUCGAUGGCGCAGUACCUUACGGGGCUUCAACAAUUUCCAUUAAGCAUCGAAAUCAUUCCGUCACAGGACGAGAAGAUAUG
Msp-4-6 UCGACAGCAUUGAUGUUGCUGAUUUGACAAUUGAAUCAGCAACUUUGACUGUAAAAUCAAAUGCUGAUAACUUUUUUAUUUUCGGUUGGGAUAAAAUUUUCGCUUAUACCGA
Mam-1-9 GGAACUUUCUGGGACUCUUCAGAGGCGUAUAUGAGCUUUGAAGCCAUCAAUGAGCCUACUUUAGAAAUUACUUCGGCUACUUUAUCAGUUAAAUCAAAUGCCAACGGUUCAU
Slo-1-1 CGGCGGCCCAGGCUAAACGUGAUGCCAAGCAACAGGCGCGUCUGACUCAUAAGGCGGAACUUGAAACUCAGACGCUGCAACUUUCUGCAGUUGCAGCGCAAUACCUGGAUGC
Tau-1-1 GCAGUAUCUACCUCUCAGGUAAGACAACAGAGCCUUGAGCUGGCCCGACUGAUGGCUCGUUAUCGUCAGUCUGACGAAACAGAUCAAGCCAAUCUUCUGAGCGAAAUACAGA
Gxi-1-2 ACACCUCCACCCCCUGGACCACAGACCAGGCCCGCCAAAGCGUCUUUGGCCAGGUGAACGACUUCUUCAAGGAAAACUCCGGCGGCAAAACCUGGCUGGCCGGUGACGUGAC
Sde-1-2 GUGUGUUCGGCUUUAUUGCCAGCAUAAUGCUCAUAAGCAAAUUAAUUAAUCACGUGGAACACACCAAAGUACAUUUUGACCCCACACGUGAUUACGCUCAAAUACCUUUCGA
Sse-1-1 AGCACAACUCACCCCCAACCAGAUCAACGGUACAAUAAAAUUUACUAACACCAAUCCGCAAAUUGUUAAUGAACUGUCCACCACUGGUGCAGCCAAGGGGAUCGCCUACAGC
Mst-1-1 UUGUAAAUUCCCGCUCCGCAUCACGCUUGGUUCGGCUUCGUCAUAAGAAUACCUGCGGCUAUGUCAUUUCAAUCUUGAUCAAUGUCUCCAAUUAGAUACACUAUAAUAAUCC
env-1 ................................................................................................................
Iba-1-1 GCUUUGGUGUUGGUUUCUGGUGUAAUACUUCUGCAAUGCCUACCAUCACCUACAGCUCACAAAACGGUGGUGUGUUAGCACUAAACAACGAUCCACAAGCCGGUUUCAUUCC
Msp-2-1 ACGCCUCAACGAAUGGCUAUUUCAGAUCGUCCGAAGGCGACAGCUCGGCAACGUUUUUGAUUGAAAUCACUGGAAAUGCCGCCACUCAAUCCUUCGGUAUUUUCAAUGGCAA
Msp-1-1 CAGUCCCUGACCAGGUUUGGAAUAGCACGGACUCUGGCAUUUCACCGACUCGUUUCGUCGCAGAGAUUGCAGGAAACUCAGGGGUGAAUUCCUUCGGAAUAUACGAUGUAAA
Mma-1-1 AGACGUAAAUGCAGAUCAGUUGGAUGACGGAUUGGAUAGCUAUUGGGACAUUACCGCCACUGGCGGCAGUGUAACGACAUUCAUUAUGGAAAUCGCUGGUCAGUCUGGCACG
Mad-1-1 AACCAUUUUUUACCUCUUCCCCGGACGGAAGCAACAGCACAGCAACCUUUCUGAUUGAAAUCACGUCUAUGCUGUCCAAACAGUCUUUCGGCAUCUACAACGGCGACGACUA

................................................................................................................

................................................................................................................qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa
15 GammaG20Y

15.1 Taxa

The taxonomy of each organism containing a putative GammaG20Y is listed,
with abbreviations identifying each hit (e.g., “Eco-1-1” and “Eco-1-2” might hy-

pothetically represent two distinct RNAs in E. coli). The abbreviations will be
used to identify each individual GammaG20Y in Sections 15.2 and 15.4.

abbrev. of hits taxonomy of species
Gpa-1-1 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Alteromonadaceae Glaciecola pallidula DSM 14239 = ACAM 615
Pin-1-1 to Pin-1-2 Bacteria Proteobacteria Gammaproteobacteria Alteromonadales Psychromonadaceae Psychromonas ingrahamii 37

15.2 Gene contexts

Each GammaG20Y (indicated by “RNA→”) is listed. For each hit, the genes
located within 6 Kb of the hit are given, except that genes are not listed for
eukaryotes, because these organisms were not used in the statistics of genetic el-
ements associated with c-di-GMP riboswitches.. Some environmental sequences
and some RefSeq entries lack gene annotations, and so no genes are available for
such sequences. The direction of each gene is indicated with an arrow (→), and
each conserved domain in the gene is colored. Conserved domains associated
with more than one GammaG20Y are assigned a color; other domains are gray.
Information about these conserved domains is given in Section 15.3. The acces-

sion number of the sequence containing each GammaG20Y is given. Accessions
beginning with “NC ”, “NS ”, “NW ” or “NZ ” are contained in RefSeq. Other
accession refer to environmental samples, whose sources are cited in Methods. Nu-
cleotide coordinates are given for the 5′ and 3′ boundaries of each GammaG20Y.
If the 5′ coordinate is greater than the 3′ coordinate, the RNA is present on the
reverse-complement strand of the containing genomic DNA sequence. Each hit is
denoted by an abbreviation (like “Eco-1-1”) that refers to a taxonomy given in
Section 15.1.

abbrev. Seq. accession 5′ at 3′ at genes
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Gpa-1-1 NZ BAEQ01000066.1 - 14146 14038 hypo→ RNA→ FimC (COG3121)→ hypo→ hypo→ hypo→
Pin-1-1 NC 008709.1 - 3752593 3752483 (big gap) FimD (COG3188)DUF3308 (pfam11751)→ RNA→ ←hypo

Pin-1-2 NC 008709.1 - 3759591 3759487 POL4 (COG1796)→ RNA→ FimC (COG3121)→ hypo→ hypo→ hypo→

15.3 Conserved domains

Conserved domains found in protein-coding genes listed in Section 15.2 are
shown below, with the first sentence in their description from the Conserved Do-
main Database (if any). Conserved domains associated with more than one Gam-
maG20Y are assigned a color, while others are shown in gray. The symbols ‘d’ and
‘u’ (if any) to the left of the colored domain name indicate whether the domain oc-
curs upstream or downstream of the RNA motif. Domains marked with lower-case
‘d’ occur (at least once) present downstream of some GammaG20Y in the opposite

orientation. Domains marked with capital ‘D’ occur downstream and in the same
orientation (i.e., a potential cis-regulatory arrangement). Domains marked with
a ‘u’ occur upstream of the RNA in either orientation. If the ‘d’/‘u’ symbols are
missing, then the domain is downstream and in the same strand. (This mode is
used for motifs predicted as cis-regulatory. The number in parentheses after the
colored domain name is the number of occurrences in Section 15.2.

COG1796 (1) DNA polymerase IV (family X) [DNA replication, recombination, and repair]
COG3121 (2) P pilus assembly protein, chaperone PapD [Cell motility and secretion / Intracel-

lular trafficking and secretion]

COG3188 (1) P pilus assembly protein, porin PapC [Cell motility and secretion / Intracellular

trafficking and secretion]

pfam11751 (1) Protein of unknown function (DUF3308).

15.4 Multiple-sequence alignment

Each GammaG20Y is denoted by an abbreviation (like “Eco-1-1”) that refers
to a taxonomy given in Section 15.1. Nucleotides proposed to basepair as part
of the consensus structure are shaded in color when they comprise Watson-Crick or
G-U pairs. Otherwise they are shaded gray. Conserved stems are also indicated at
the bottom of the alignment by angle brackets, where matching < and > denote
base-paired columns. Below these angle brackets, the symbol “2” denotes base
pairs exhibiting covariation, “1” denotes base pairs exhibiting compatible muta-
tions, “0” denotes base pairs that are not observed to mutate and “?” denotes base

pairs that have a significant frequency of non-canonical nucleotides for Watson-
Crick or G-U pairs (> 5%). Below these base pair annotation is the consensus
sequence: “R” = “A” or “G”, “Y” = “C” or “U”, red nucleotides: nucleotide
identity conserved more than 97% of the time, black nucleotides: 90%, gray nu-
cleotides: 75%, red circle (qa): nucleotide is present 97% of the time, black circle (qa):
90%, gray circle (qa): 75%, white circle (qa): 50%. All percentages of sequences just
described (e.g. 97% conserved) assume that sequences have been weighted by the
GSC algorithm implemented by the Infernal software package.

alignment positions 1 · · · 164

Gpa-1-1 UAUUAAAGUGAGAAAAAAAAUAGUUUAUAAAUGAACAAAAUGUUAACACUCAAGCUUAUUUUCAUUAUCCAACCGAUAAUUUAAUUGUCG....CA..UU..G......AUGCAUCGCAAACCUAGGGAAACUUAGGGACGC.AAAACUAAAGGACCUGUAAA.
Pin-1-1 AGCCCCUCUUUUUUAAUGACUUAAGGUUGUUUUAUCACUUUUAGUUCAUGACUUUUAUUGUUAAAAUAUUAUUGUGUGAU......UAAG....U.UU.UUAG..GAAAGUCAUUCGCAAACUUGGGGAAAUUCAAGGACGC.AAAACUAUAGGGCCUGUAA..
Pin-1-2 AACAUUUUUUAUUCCCUUUUUUUAUAAUAAGAUAGAUAAUCGCUUGAUUUAAUAUUUUAAAUUGUUACCAUGGACUCACG.................U.UUUGAGAUAACUAAUUCGCAAACCUGGGGAAACCCUGGGGCGC.AAAGCUAUAGGGCCUGUAA..

..........................................................................................<<<<<<<<.<..<.............<<...<<<<<<....>>>>>>...>>....<<<.<.<<<<<...<<..

..........................................................................................????????.1..0.............00...02?211....112?20...00....100.?.00200...??..qaRY qa qa qa qa qaU qa qa qa qa qa qa qa qa qa qa qaU qa qa qa qa qa qaUR qa qa qa qaA qa qa qa qa qa qaY qa qa qa qa qa qa qaY qa qa qa qa qaYU qa qa qa qa qaU qaR qa qa qa qaY qa qa qa qa qa qa qaYR qa qa------ qa qa qa qa---- qa-- qa-U qa qaG-- qa qa qa qa qaU qa qa qaUCGCAAACYURGGGAAAYYY qaRGGRCGC-AAARCUA qaAGGRCCUGUAA--
5′

alignment positions 165 · · · 344

Gpa-1-1 .AU..GGUAGCC.AGUUGCCGAAAG........UGAAUUAGCACUUUUUGUUUUUUGAGCUGUUUUACACAUGGUCUUCUUUAUGAAGACCUUUUUUUUGCCUUAAAUUUUGUAAUGUAUGUUGAAAAUAAUUACCAAAAAUUAAUAGGAAGAACCGCCGUUAAAAUUAACAAUUACCUA
Pin-1-1 ..AAUGGCAGCC.AGUUGCCAAAAG.U.G....AAUAGACACUUUUGUUUUUUGAGCUGAAUUUUAUGUAUGGUCUUCUUUGGAAGGCCAUUUUUUUUGCUUUUUUUGACAAAAAACAUAAAAACUAAUAAAAGGAAGUAACACCGUUAAUAUGAAAAAAUACGCUAAAGCAUUUAUCGG
Pin-1-2 ..AAUGGUAGCC.AGUUGCCAAG..A..G....UGUAUAGACACUUUUGCUAUUGAGCUGAUUUUUAUGAAUGGCCUUCCUUGGAAGGCCAUUUUUUUACCUUUUUUUUGUGUACUGCUGUCUAAAUGCGCAUACAAGUACUUAAUUUAAAAAUGAAAUGUUUUUUGAUCCAAAACAAGG

.>>..>>>..>>>>>>...>>....>>>>>>>>...................................................................................................................................................

.??..002..00?001...01....????????...................................................................................................................................................
-- qa qa qaGGYAGCC-AGUUGCCRAR qa qa--- qa---- qaR qaA qa qa qaRC qaYUU qaU qa qaU qaU qa qa qa qa qa qa qa qa qaUUU qa qa qa qa qa qa qaG qaYYUYYYU qaR qaRRR qa qa qa qaUUUUUUU qa qaYYUU qa qa qa qa qa qa qaR qaA qa qa qa qa qa qa qa qa qaR qa qa qaRYR qa qa qaR qa qaAR qaA qaY qa qa qa qa qa qaRA qaR qa qa qa qaR qa qaRU qa qa qa qa qa qa qa qa qaCA qa qa qa qa qa qa qaR

3′
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alignment positions 345 · · · 517

Gpa-1-1 CACCUAGCGAUAGCAGUAUUGCUGUGCACGUAUUCAAUUAGUAGUUUCAGUGCCUUUAUGGUCACUCAGACAAGUUUUGGGGUGGAUCUUGACAGACCUGUGACUCAAGACACGACCCUGAUCAACCAGAGUAAUAAGCCGGUACGGGUCAGGGUGGAUUUUGAAAAACCGAA
Pin-1-1 ACUAUUCCUGGCCGUUUGUUCUGCCAGCAACUUUGUGGCAUUUAUGGUCACGCGGACAAGUAUGGACAUAAACCUUGACCAACUGGUGACGUAAGAGAAUACCCUGAUUAACUCAGGGAAAAAGCCGGUAAGCGUGAGGGUGGAUCUUGAAAAACCCGCAUGGACGCCAUUAA
Pin-1-2 UGAACACUUUGUAAAGGUUAUAAAAUCAAUUGGCAAACUUAGAUAAAGACAAAACUAUUGAGACGGUAAAACAGUAACCAGUUGCUACAGAAAAUGAAGCAUUUUUUAUUUACUAUUUUUAAUUUUUUUAUCUAAGCACUUGAUGUGAAAAUGAAAGAUGAUAGCCUUUAAAU

.............................................................................................................................................................................

.............................................................................................................................................................................qa qa qa qaY qa qaY qa qa qa qa qa qa qa qa qa qaU qa qa qa qa qa qa qa qa qa qa qaY qa qaY qa qaR qaY qa qa qa qa qa qa qa qa qa qa qa qaR qa qa qa qa qa qa qaG qa qa qa qa qa qaYA qaA qa qa qa qaU qa qa qa qa qaR qaY qa qa qa qa qa qa qaR qa qaA qaR qa qa qa qa qa qa qaYU qa qa qa qa qa qa qaY qaA qa qa qa qa qaA qa qa qa qaY qa qa qaA qa qa qaR qaR qaR qa qa qaG qa qa qa qa qa qa qa qaA qaRR qa qa qaRY qa qa qaRR qa qa qa qa qa qa qaA qa
16 OtherBacteria

16.1 Taxa

The taxonomy of each organism containing a putative OtherBacteria is listed,
with abbreviations identifying each hit (e.g., “Eco-1-1” and “Eco-1-2” might hy-

pothetically represent two distinct RNAs in E. coli). The abbreviations will be
used to identify each individual OtherBacteria in Sections 16.2 and 16.4.

abbrev. of hits taxonomy of species
[gi-1-1 to [gi-1-2 Bacteria Actinobacteria Actinobacteridae Actinomycetales Micrococcineae Cellulomonadaceae Cellulomonas [Cellvibrio] gilvus ATCC 13127
Cfi-1-1 to Cfi-1-3 Bacteria Actinobacteria Actinobacteridae Actinomycetales Micrococcineae Cellulomonadaceae Cellulomonas fimi ATCC 484
Cfl-1-1 to Cfl-1-2 Bacteria Actinobacteria Actinobacteridae Actinomycetales Micrococcineae Cellulomonadaceae Cellulomonas flavigena DSM 20109
Ami-1-1 to Ami-1-2 Bacteria Actinobacteria Actinobacteridae Actinomycetales Micromonosporineae Micromonosporaceae Actinoplanes missouriensis 431
Asp-1-1 to Asp-1-2 Bacteria Actinobacteria Actinobacteridae Actinomycetales Micromonosporineae Micromonosporaceae Actinoplanes sp. SE50/110
Cba-1-1 Bacteria Actinobacteria Coriobacteridae Coriobacteriales Coriobacterineae Coriobacteriaceae bacterium JC110
Esp-1-1 to Esp-1-4 Bacteria Actinobacteria Coriobacteridae Coriobacteriales Coriobacterineae Coriobacteriaceae Eggerthella sp. YY7918
Osp-1-1 Bacteria Actinobacteria Coriobacteridae Coriobacteriales Coriobacterineae Coriobacteriaceae Olsenella sp. oral taxon 809 str. F0356
Oul-1-1 to Oul-1-2 Bacteria Actinobacteria Coriobacteridae Coriobacteriales Coriobacterineae Coriobacteriaceae Olsenella uli DSM 7084
Sex-1-1 to Sex-1-2 Bacteria Actinobacteria Coriobacteridae Coriobacteriales Coriobacterineae Coriobacteriaceae Slackia exigua ATCC 700122
Cwo-1-1 Bacteria Actinobacteria Rubrobacteridae Solirubrobacterales Conexibacteraceae Conexibacter woesei DSM 14684
Psp-1-1 Bacteria Actinobacteria Rubrobacteridae Solirubrobacterales Patulibacteraceae Patulibacter sp. I11
CMe-1-1 Bacteria candidate division NC10 Candidatus Methylomirabilis oxyfera
Nho-1-1 to Nho-1-3 Bacteria Chloroflexi Sphaerobacteridae Sphaerobacterales Sphaerobacterineae Sphaerobacteraceae Nitrolancetus hollandicus Lb
Sth-1-1 Bacteria Chloroflexi Sphaerobacteridae Sphaerobacterales Sphaerobacterineae Sphaerobacteraceae Sphaerobacter thermophilus DSM 20745
Ama-1-1 to Ama-1-2 Bacteria Cyanobacteria Acaryochloris marina MBIC11017
Asp-2-1 to Asp-2-3 Bacteria Cyanobacteria Chroococcales Acaryochloris sp. CCMEE 5410
Csp-1-1 to Csp-1-12 Bacteria Cyanobacteria Chroococcales Cyanothece sp. PCC 7425
Dde-1-1 to Dde-1-3 Bacteria Deinococcus-Thermus Deinococci Deinococcales Deinococcaceae Deinococcus deserti VCD115
Dgo-1-1 Bacteria Deinococcus-Thermus Deinococci Deinococcales Deinococcaceae Deinococcus gobiensis I-0
Dma-1-1 Bacteria Deinococcus-Thermus Deinococci Deinococcales Deinococcaceae Deinococcus maricopensis DSM 21211
Dpr-1-1 Bacteria Deinococcus-Thermus Deinococci Deinococcales Deinococcaceae Deinococcus proteolyticus MRP
Tca-1-1 to Tca-1-3 Bacteria Firmicutes Clostridia Clostridiales Veillonellaceae Thermosinus carboxydivorans Nor1
Cra-1-1 Bacteria Firmicutes Erysipelotrichi Erysipelotrichales Erysipelotrichaceae Clostridium ramosum DSM 1402
Csp-2-1 to Csp-2-2 Bacteria Firmicutes Erysipelotrichi Erysipelotrichales Erysipelotrichaceae Coprobacillus sp. 29 1
Csp-3-1 Bacteria Firmicutes Erysipelotrichi Erysipelotrichales Erysipelotrichaceae Coprobacillus sp. 3 3 56FAA
Csp-4-1 Bacteria Firmicutes Erysipelotrichi Erysipelotrichales Erysipelotrichaceae Coprobacillus sp. 8 2 54BFAA
Tsp-1-1 to Tsp-1-2 Bacteria Firmicutes Erysipelotrichi Erysipelotrichales Erysipelotrichaceae Turicibacter sp. HGF1
Tsp-2-1 Bacteria Firmicutes Erysipelotrichi Erysipelotrichales Erysipelotrichaceae Turicibacter sp. PC909
Afe-1-1 Bacteria Firmicutes Negativicutes Selenomonadales Acidaminococcaceae Acidaminococcus fermentans DSM 20731
Alo-1-1 Bacteria Firmicutes Negativicutes Selenomonadales Veillonellaceae Acetonema longum DSM 6540
Dsu-1-1 Bacteria Firmicutes Negativicutes Selenomonadales Veillonellaceae Dialister succinatiphilus YIT 11850
Mel-1-1 Bacteria Firmicutes Negativicutes Selenomonadales Veillonellaceae Megasphaera elsdenii DSM 20460
Pfe-1-1 to Pfe-1-10 Bacteria Firmicutes Negativicutes Selenomonadales Veillonellaceae Pelosinus fermentans DSM 17108
Fsp-1-1 to Fsp-1-3 Bacteria Fusobacteria Fusobacteriales Fusobacteriaceae Fusobacterium sp. 12 1B
Ful-1-1 to Ful-1-3 Bacteria Fusobacteria Fusobacteriales Fusobacteriaceae Fusobacterium ulcerans ATCC 49185
Fva-1-1 to Fva-1-3 Bacteria Fusobacteria Fusobacteriales Fusobacteriaceae Fusobacterium varium ATCC 27725
Ipo-1-1 to Ipo-1-6 Bacteria Fusobacteria Fusobacteriales Fusobacteriaceae Ilyobacter polytropus DSM 2926
Hco-1-1 to Hco-1-2 Bacteria Haloplasmatales Haloplasmataceae Haloplasma contractile SSD-17B
Bma-1-1 Bacteria Planctomycetes Planctomycetacia Planctomycetales Planctomycetaceae Blastopirellula marina DSM 3645
Gob-1-1 Bacteria Planctomycetes Planctomycetacia Planctomycetales Planctomycetaceae Gemmata obscuriglobus UQM 2246
Pst-1-1 Bacteria Planctomycetes Planctomycetacia Planctomycetales Planctomycetaceae Pirellula staleyi DSM 6068
Rba-1-1 Bacteria Planctomycetes Planctomycetacia Planctomycetales Planctomycetaceae Rhodopirellula baltica SH 1



283

pKS-1-1 to pKS-1-22 Bacteria Planctomycetes Planctomycetia Planctomycetales Planctomycetaceae planctomycete KSU-1
Sch-1-1 Bacteria Proteobacteria Alphaproteobacteria Sphingomonadales Sphingomonadaceae Sphingobium chlorophenolicum L-1
Sin-1-1 Bacteria Proteobacteria Alphaproteobacteria Sphingomonadales Sphingomonadaceae Sphingobium indicum B90A
Ssp-1-1 Bacteria Proteobacteria Alphaproteobacteria Sphingomonadales Sphingomonadaceae Sphingobium sp. SYK-6
Ssp-2-1 Bacteria Proteobacteria Alphaproteobacteria Sphingomonadales Sphingomonadaceae Sphingomonas sp. KC8
Bph-1-1 Bacteria Proteobacteria Betaproteobacteria Burkholderiales Burkholderiaceae Burkholderia phytofirmans PsJN
Bsp-1-1 Bacteria Proteobacteria Betaproteobacteria Burkholderiales Burkholderiaceae Burkholderia sp. Ch1-1
Rpi-1-1 Bacteria Proteobacteria Betaproteobacteria Burkholderiales Burkholderiaceae Ralstonia pickettii 12D
Rpi-2-1 Bacteria Proteobacteria Betaproteobacteria Burkholderiales Burkholderiaceae Ralstonia pickettii 12J
Rso-1-1 Bacteria Proteobacteria Betaproteobacteria Burkholderiales Burkholderiaceae Ralstonia solanacearum PSI07
Rsp-1-1 Bacteria Proteobacteria Betaproteobacteria Burkholderiales Burkholderiaceae Ralstonia sp. 5 2 56FAA
Rsp-2-1 Bacteria Proteobacteria Betaproteobacteria Burkholderiales Burkholderiaceae Ralstonia sp. 5 7 47FAA
Bba-1-1 to Bba-1-2 Bacteria Proteobacteria Betaproteobacteria Burkholderiales bacterium JOSHI 001
Asp-3-1 to Asp-3-2 Bacteria Proteobacteria Betaproteobacteria Burkholderiales Comamonadaceae Acidovorax sp. CF316
Dac-1-1 Bacteria Proteobacteria Betaproteobacteria Burkholderiales Comamonadaceae Delftia acidovorans SPH-1
Hgr-1-1 to Hgr-1-3 Bacteria Proteobacteria Betaproteobacteria Burkholderiales Comamonadaceae Hylemonella gracilis ATCC 19624
Rfe-1-1 Bacteria Proteobacteria Betaproteobacteria Burkholderiales Comamonadaceae Rhodoferax ferrireducens T118
Lch-1-1 Bacteria Proteobacteria Betaproteobacteria Burkholderiales Leptothrix cholodnii SP-6
Jsp-1-1 Bacteria Proteobacteria Betaproteobacteria Burkholderiales Oxalobacteraceae Janthinobacterium sp. PAMC 25724
Oba-1-1 Bacteria Proteobacteria Betaproteobacteria Burkholderiales Oxalobacteraceae bacterium IMCC9480
Rbe-1-1 Bacteria Proteobacteria Betaproteobacteria Burkholderiales Rubrivivax benzoatilyticus JA2
Rge-1-1 to Rge-1-2 Bacteria Proteobacteria Betaproteobacteria Burkholderiales Rubrivivax gelatinosus IL144
Sli-1-1 to Sli-1-4 Bacteria Proteobacteria Betaproteobacteria Gallionellales Gallionellaceae Sideroxydans lithotrophicus ES-1
Sde-1-1 to Sde-1-2 Bacteria Proteobacteria Betaproteobacteria Hydrogenophilales Hydrogenophilaceae Sulfuricella denitrificans skB26
Tde-1-1 Bacteria Proteobacteria Betaproteobacteria Hydrogenophilales Hydrogenophilaceae Thiobacillus denitrificans ATCC 25259
Mfl-1-1 Bacteria Proteobacteria Betaproteobacteria Methylophilales Methylophilaceae Methylobacillus flagellatus KT
Msp-1-1 Bacteria Proteobacteria Betaproteobacteria Methylophilales Methylophilaceae Methylotenera sp. 301
Msp-2-1 to Msp-2-2 Bacteria Proteobacteria Betaproteobacteria Methylophilales Methylophilaceae Methylovorus sp. MP688
Msp-3-1 to Msp-3-2 Bacteria Proteobacteria Betaproteobacteria Methylophilales Methylophilaceae Methylovorus sp. SIP3-4
Neu-1-1 Bacteria Proteobacteria Betaproteobacteria Nitrosomonadales Nitrosomonadaceae Nitrosomonas europaea ATCC 19718
Neu-2-1 Bacteria Proteobacteria Betaproteobacteria Nitrosomonadales Nitrosomonadaceae Nitrosomonas eutropha C91
Nsp-1-1 to Nsp-1-3 Bacteria Proteobacteria Betaproteobacteria Nitrosomonadales Nitrosomonadaceae Nitrosomonas sp. AL212
Nsp-2-1 to Nsp-2-2 Bacteria Proteobacteria Betaproteobacteria Nitrosomonadales Nitrosomonadaceae Nitrosomonas sp. Is79A3
Nmu-1-1 to Nmu-1-3 Bacteria Proteobacteria Betaproteobacteria Nitrosomonadales Nitrosomonadaceae Nitrosospira multiformis ATCC 25196
Aar-1-1 Bacteria Proteobacteria Betaproteobacteria Rhodocyclales Rhodocyclaceae Aromatoleum aromaticum EbN1
Dsu-2-1 Bacteria Proteobacteria Betaproteobacteria Rhodocyclales Rhodocyclaceae Azospira Dechlorosoma suillum PS
Mun-1-1 to Mun-1-2 Bacteria Proteobacteria Betaproteobacteria Rhodocyclales Rhodocyclaceae Methyloversatilis universalis FAM5
Cba-2-1 Bacteria Proteobacteria Epsilonproteobacteria Campylobacterales bacterium GD 1
Sku-1-1 Bacteria Proteobacteria Epsilonproteobacteria Campylobacterales Helicobacteraceae Sulfuricurvum kujiense DSM 16994
Sau-1-1 Bacteria Proteobacteria Epsilonproteobacteria Campylobacterales Helicobacteraceae Sulfurimonas autotrophica DSM 16294
Sgo-1-1 Bacteria Proteobacteria Epsilonproteobacteria Campylobacterales Helicobacteraceae Sulfurimonas gotlandica GD1
Nsa-1-1 to Nsa-1-2 Bacteria Proteobacteria Epsilonproteobacteria Campylobacterales Nitratifractor salsuginis DSM 16511
Ssp-3-1 to Ssp-3-18 Bacteria Proteobacteria Epsilonproteobacteria Sulfurovum sp. AR
Ssp-4-1 to Ssp-4-5 Bacteria Proteobacteria Epsilonproteobacteria Sulfurovum sp. NBC37-1
Ssp-5-1 to Ssp-5-4 Bacteria Synergistetes Synergistia Synergistales Synergistaceae Synergistes sp. 3 1 syn1
Tli-1-1 to Tli-1-2 Bacteria Synergistetes Synergistia Synergistales Synergistaceae Thermovirga lienii DSM 17291
Ala-1-1 to Ala-1-3 Bacteria Tenericutes Mollicutes Acholeplasmatales Acholeplasmataceae Acholeplasma laidlawii PG-8A
Mba-1-1 Bacteria Tenericutes Mollicutes bacterium D7
env-1 to env-11 environmental samples

16.2 Gene contexts

Each OtherBacteria (indicated by “RNA→”) is listed. For each hit, the genes
located within 6 Kb of the hit are given, except that genes are not listed for
eukaryotes, because these organisms were not used in the statistics of genetic el-
ements associated with c-di-GMP riboswitches.. Some environmental sequences
and some RefSeq entries lack gene annotations, and so no genes are available for
such sequences. The direction of each gene is indicated with an arrow (→), and
each conserved domain in the gene is colored. Conserved domains associated

with more than one OtherBacteria are assigned a color; other domains are gray.
Information about these conserved domains is given in Section 16.3. The acces-
sion number of the sequence containing each OtherBacteria is given. Accessions
beginning with “NC ”, “NS ”, “NW ” or “NZ ” are contained in RefSeq. Other
accession refer to environmental samples, whose sources are cited in Methods. Nu-
cleotide coordinates are given for the 5′ and 3′ boundaries of each OtherBacteria.
If the 5′ coordinate is greater than the 3′ coordinate, the RNA is present on the
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reverse-complement strand of the containing genomic DNA sequence. Each hit is
denoted by an abbreviation (like “Eco-1-1”) that refers to a taxonomy given in

Section 16.1.

abbrev. Seq. accession 5′ at 3′ at genes

Bacteria
Ama-1-1 NC 009925.1 - 4797710 4797591 RNA→ ←EPS sugtrans (TIGR03025)

Ama-1-2 NC 009925.1 - 1721616 1721492 RNA→ hypo→
Rba-1-1 NC 005027.1 + 2657889 2658031 RNA→ ←signal peptide
Pst-1-1 NC 013720.1 + 2667841 2667984 RNA→ Flp Fap (pfam04964)→
Bma-1-1 NZ AANZ01000050.1 - 14186 14075 RNA→ Flp (COG3847)→ hypo→ CpaA (COG4960)→
CMe-1-1 NC 013260.1 - 196287 196173 RNA→ CARDB (pfam07705)→
Ami-1-1 NC 017093.1 - 684639 684532 RNA→ ←hypo

Asp-1-1 NC 017803.1 - 805990 805883 RNA→ hypo→ Peptidase S24 S26 (cd06462)→
Cfi-1-1 NC 015514.1 + 2316124 2316230 RNA→ ManB (COG4124)→
[gi-1-1 NC 015671.1 + 1473908 1474022 RNA→ HTH MerR-trunc (cd04762)→
Cfl-1-1 NC 014151.1 - 2407319 2407208 RNA→ HTH MerR-trunc (cd04762)→
[gi-1-2 NC 015671.1 - 3443567 3443460 RNA→ hypo→
Cfi-1-2 NC 015514.1 + 243851 243959 RNA→ hypo→
Cfl-1-2 NC 014151.1 - 3848846 3848736 RNA→ hypo→
Cfi-1-3 NC 015514.1 - 2514450 2514338 RNA→ HTH MerR-trunc (cd04762)→
Asp-1-2 NC 017803.1 - 7565532 7565421 RNA→ Calx beta (smart00237)Calx-beta (pfam03160)→
Ami-1-2 NC 017093.1 - 7146176 7146063 RNA→ caca (TIGR00845)→
Gob-1-1 NZ ABGO01000202.1 - 379 252 RNA→

Bacteria Actinobacteria Coriobacteridae
Esp-1-1 NC 015738.1 + 612882 612998 RNA→ Flg new (pfam09479)→
Esp-1-2 NC 015738.1 + 141105 141220 RNA→ Flg new (pfam09479)List Bact rpt (TIGR02543)→
Esp-1-3 NC 015738.1 + 493492 493608 RNA→ Flg new (pfam09479)→
Oul-1-1 NC 014363.1 + 604533 604642 RNA→ hypo→
Oul-1-2 NC 014363.1 + 789908 790012 RNA→ CollagenBindB (cd00222)COG4932 (COG4932)→
Osp-1-1 NZ ACVE01000008.1 + 68253 68386 RNA→ Cna B (pfam05738)→
Sex-1-1 NZ ACUX02000016.1 - 4902 4794 RNA→ ←EchA3 protein

Esp-1-4 NC 015738.1 + 882363 882467 RNA→ hypo→
Sex-1-2 NZ ACUX02000006.1 - 76581 76478 RNA→ CollagenBindB (cd00222)COG4932 (COG4932)→
Cba-1-1 NZ CAEM01000034.1 + 24779 24886 RNA→ HTH CRP (smart00419)→

Bacteria Actinobacteria Rubrobacteridae

Cwo-1-1 NC 013739.1 - 3076202 3076096 RNA→ hypo→ Lactamase B (smart00849)→ COG3458 (COG3458)Abhydrolase 1 (pfam00561)→
Psp-1-1 NZ AGUD01000038.1 - 1174 1059 RNA→ hypo→

Bacteria Chloroflexi Sphaerobacteridae
Sth-1-1 NC 013524.1 - 1166963 1166853 RNA→ hypo→
Nho-1-1 NZ CAGS01000259.1 - 26574 26466 RNA→ NosD (COG3420)→
Nho-1-2 NZ CAGS01000073.1 + 179 290 RNA→ Glyco hydro cc (pfam11790)→
Nho-1-3 NZ CAGS01000072.1 + 2390 2501 RNA→ Glyco hydro cc (pfam11790)→

Bacteria Cyanobacteria Chroococcales
Asp-2-1 NZ AFEJ01000324.1 - 22071 21952 RNA→ ←EPS sugtrans (TIGR03025)

Csp-1-1 NC 011884.1 + 3682876 3683001 RNA→ ←HATPase c (cd00075)MutL (COG0323)MutL Trans (cd00782)

Csp-1-2 NC 011884.1 + 5088361 5088486 RNA→ hypo→
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Csp-1-3 NC 011884.1 + 2022498 2022622 RNA→ hypo→
Csp-1-4 NC 011885.1 + 31139 31258 RNA→ hypo→
Csp-1-5 NC 011884.1 - 107079 106960 RNA→ HTH XRE (cd00093)→
Csp-1-6 NC 011880.1 - 193391 193273 RNA→ COG3655 (COG3655)→
Csp-1-7 NC 011884.1 + 2365482 2365607 RNA→ DUF1816 (pfam08846)→
Csp-1-8 NC 011884.1 + 1772819 1772943 RNA→ Peptidase M23 (pfam01551)→
Csp-1-9 NC 011884.1 - 2556971 2556846 RNA→ ←COG2133 (COG2133)

Csp-1-10 NC 011885.1 - 134268 134149 RNA→ ←hypo

Csp-1-11 NC 011880.1 - 189904 189785 RNA→ HTH XRE (cd00093)→
Csp-1-12 NC 011880.1 - 191923 191805 RNA→ hypo→
Asp-2-2 NZ AFEJ01000341.1 - 4170 4045 RNA→ ←COG2887 (COG2887)
Asp-2-3 NZ AFEJ01000328.1 + 21433 21557 RNA→ hypo→

Bacteria Deinococcus-Thermus Deinococci
Dpr-1-1 NC 015170.1 - 70088 69949 RNA→ COG3934 (COG3934)→
Dgo-1-1 NC 017790.1 + 2908145 2908254 RNA→ (big gap) hypo→ carbohydrate-binding CenC domain-containing protein→
Dde-1-1 NC 012527.1 - 240217 240106 RNA→ hypo→
Dma-1-1 NC 014958.1 - 420729 420622 RNA→ Glyco hydrolase 16 (cd00413)→
Dde-1-2 NC 012527.1 - 26831 26723 RNA→ Glyco hydrolase 16 (cd00413)→
Dde-1-3 NC 012527.1 - 217027 216927 RNA→ Glyco hydrolase 16 (cd00413)→

Bacteria Firmicutes Clostridia

Tca-1-1 NZ AAWL01000017.1 - 11343 11230 RNA→ hypo→ HDc (cd00077)→ HATPase c (cd00075)PAS (cd00130)HisKA (cd00082)→
HDc (cd00077)REC (cd00156)→

Tca-1-2 NZ AAWL01000008.1 + 69983 70101 RNA→ ←hypo
Tca-1-3 NZ AAWL01000002.1 + 59924 60049 RNA→ hypo→ MA (smart00283)→ HATPase c (cd00075)HPT (cd00088)CheA reg (cd00731)→

CheW (cd00732)→ COG1406 (COG1406)→ REC (cd00156)→

Bacteria Firmicutes Erysipelotrichi

Tsp-2-1 NZ ADMN01000030.1 - 91553 91438 RNA→ (big gap) hypo→
Tsp-1-1 NZ AEXQ01000012.1 - 51739 51624 RNA→ (big gap) hypo→
Tsp-1-2 NZ AEXQ01000078.1 - 7198 7083 RNA→ F5 F8 type C (pfam00754)NPCBM (pfam08305)→
Csp-2-1 NZ ADKX01000039.1 + 155443 155559 RNA→ AdoMet MTases (cd02440)→
Csp-3-1 NZ ACWL01000015.1 + 847 962 RNA→ FN3 (cd00063)→ hypo→
Cra-1-1 NZ ABFX02000002.1 - 244998 244883 RNA→ FN3 (cd00063)→ hypo→
Csp-4-1 NZ ACTG01000004.1 - 157858 157743 RNA→ FN3 (cd00063)→ hypo→
Csp-2-2 NZ ADKX01000033.1 + 77611 77719 RNA→ GGDEF (cd01949)→ FolA (COG0262)→ REC (cd00156)trans reg C (cd00383)→ HATPase c (cd00075)→

ABC MJ0796 Lo1CDE FtsE (cd03255)→ FtsX (pfam02687)→

Bacteria Firmicutes Negativicutes
Pfe-1-1 NZ AKVN01000034.1 - 3495 3376 RNA→ hypo→ GAF (smart00065)GGDEF (cd01949)→ HAMP (cd06225)MA (smart00283)→
Dsu-1-1 NZ ADLT01000058.1 + 29229 29337 RNA→ GGDEF (cd01949)→
Mel-1-1 NC 015873.1 - 199832 199727 RNA→ GGDEF (cd01949)→
Afe-1-1 NC 013740.1 + 1537989 1538099 RNA→ HAMP (cd06225)GGDEF (cd01949)Cache 1 (pfam02743)→
Alo-1-1 NZ AFGF01000098.1 + 31366 31481 RNA→ hypo→ S-layer domain protein→ NDP-sugDHase (TIGR03026)→ spore ybaN pdaB (TIGR02764)→

spore ybaN pdaB (TIGR02764)→
Pfe-1-2 NZ AKVN01000044.1 - 339963 339846 RNA→ HDc (cd00077)→
Pfe-1-3 NZ AKVN01000008.1 + 3330 3444 RNA→ MA (smart00283)HAMP (pfam00672)→
Pfe-1-4 NZ AKVN01000026.1 + 7719 7838 RNA→ COG3881 (COG3881)→ VanW (pfam04294)G5 (pfam07501)PG binding 4 (pfam12229)→
Pfe-1-5 NZ AKVN01000063.1 + 236699 236812 RNA→ HAMP (cd06225)MA (smart00283)Cache 1 (pfam02743)→
Pfe-1-6 NZ AKVN01000044.1 + 55225 55341 RNA→ ←EAL (cd01948)GGDEF (cd01949)
Pfe-1-7 NZ AKVN01000044.1 + 415858 415976 RNA→ MA (smart00283)HAMP (pfam00672)→
Pfe-1-8 NZ AKVN01000055.1 + 75581 75700 RNA→ HAMP (cd06225)MA (smart00283)Cache 1 (pfam02743)→
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Pfe-1-9 NZ AKVN01000009.1 + 221852 221967 RNA→ pilus cpaB (TIGR03177)→ CpaC (COG4964)→ ParA (cd02042)→ REC (cd00156)CpaE like (cd03111)→
TadB (COG4965)→ hypo→ TadE (pfam07811)→ VirB11-like ATPase (cd01130)→ TadB (COG4965)→
DUF192 (pfam02643)→

Pfe-1-10 NZ AKVN01000004.1 + 60108 60218 RNA→ EAL (cd01948)NarQ (COG3850)GGDEF (cd01949)→

Bacteria Fusobacteria Fusobacteriales

Ipo-1-1 NC 014634.1 + 122876 122996 RNA→ TPR (cd00189)→
Ipo-1-2 NC 014633.1 + 410230 410338 RNA→ pseudogene→ HATPase c (cd00075)PAS (cd00130)HisKA (cd00082)→ REC (cd00156)→

HATPase c (cd00075)REC (cd00156)→ HDc (cd00077)PAS (cd00130)REC (cd00156)GGDEF (cd01949)→
Ipo-1-3 NC 014634.1 - 7224 7121 RNA→ hypo→
Ipo-1-4 NC 014634.1 - 47085 46983 RNA→ GGDEF (cd01949)→ pseudogene→
Ipo-1-5 NC 014633.1 - 419287 419189 RNA→ TauA (COG0715)→ HDc (cd00077)HAMP (cd06225)→
Fsp-1-1 NZ AGWJ01000011.1 + 419996 420104 RNA→ hypo→ HDc (cd00077)PBPb (cd00134)→ PBP2 NikA DppA OppA like (cd00995)→ hypo→ hypo→

COG2849 (COG2849)→ FimC (COG3121)→
Ful-1-1 NZ ACDH02000036.1 - 22024 21916 RNA→ hypo→ HDc (cd00077)PBPb (cd00134)→ PBP2 NikA DppA OppA like (cd00995)→ hypo→ hypo→

COG2849 (COG2849)→ FimC (COG3121)→
Fsp-1-2 NZ AGWJ01000011.1 + 431509 431614 RNA→ hypo→ hypo→
Fva-1-1 NZ ACIE02000001.1 - 80458 80351 RNA→ hypo→ hypo→
Fva-1-2 NZ ACIE02000001.1 - 78749 78645 RNA→ hypo→ hypo→
Fva-1-3 NZ ACIE02000001.1 - 90212 90106 RNA→ hypo→ HDc (cd00077)PBPb (cd00134)PBPb (smart00062)→ PBP2 NikA DppA OppA like (cd00995)→

hypo→ FimD (COG3188)→ COG2849 (COG2849)→ FimC (COG3121)→
Ful-1-2 NZ ACDH02000036.1 - 10514 10410 RNA→ hypo→ hypo→
Fsp-1-3 NZ AGWJ01000011.1 + 429736 429844 RNA→ hypo→ FimC (COG3121)→
Ful-1-3 NZ ACDH02000036.1 - 12269 12161 RNA→ hypo→ FimC (COG3121)→
Ipo-1-6 NC 014634.1 + 7960 8068 RNA→ HDc (cd00077)HAMP (cd06225)→

Bacteria Haloplasmatales Haloplasmataceae

Hco-1-1 NZ AFNU01000022.1 + 53486 53593 RNA→ hypo→
Hco-1-2 NZ AFNU01000022.1 + 54215 54325 RNA→ hypo→ hypo→ CBM 5 12 (pfam02839)→ S26 SPase I (cd06530)→ hypo→ putative signal peptidase I→

Bacteria Planctomycetes Planctomycetia
pKS-1-1 NZ BAFH01000004.1 + 1187328 1187485 RNA→ Glyco tranf GTA type (cd00761)→
pKS-1-2 NZ BAFH01000004.1 + 144271 144402 RNA→ pilus subunit→
pKS-1-3 NZ BAFH01000004.1 - 87262 87110 RNA→ PilM (COG4972)PilN (pfam05137)→
pKS-1-4 NZ BAFH01000004.1 - 221861 221709 RNA→ KBL like (cd06454)→
pKS-1-5 NZ BAFH01000003.1 + 1505081 1505240 RNA→ SBP bac 10 (pfam07596)→
pKS-1-6 NZ BAFH01000003.1 + 725367 725501 RNA→ hypo (cons)→ hypo (cons)→ DUF883 (pfam05957)→ DUF883 (pfam05957)→
pKS-1-7 NZ BAFH01000004.1 - 576286 576105 RNA→ putative multicopper oxidase→
pKS-1-8 NZ BAFH01000004.1 + 582189 582370 RNA→ COG3204 (COG3204)→
pKS-1-9 NZ BAFH01000003.1 - 203952 203771 RNA→ ZnMc MMP (cd04278)→ hypo→
pKS-1-10 NZ BAFH01000003.1 + 1486302 1486484 RNA→ ←hypo

pKS-1-11 NZ BAFH01000004.1 - 531404 531220 RNA→ hypo→ Peptidases S8 Subtilisin like (cd07473)→
pKS-1-12 NZ BAFH01000004.1 - 1031810 1031630 RNA→ ←hypo

pKS-1-13 NZ BAFH01000004.1 + 656856 657038 RNA→ FabG (COG1028)→
pKS-1-14 NZ BAFH01000003.1 - 1025959 1025790 RNA→ ←hypo
pKS-1-15 NZ BAFH01000003.1 + 411067 411236 RNA→ hypo→ SBBP (pfam06739)LamGL (smart00560)→
pKS-1-16 NZ BAFH01000003.1 + 801314 801448 RNA→ hypo→
pKS-1-17 NZ BAFH01000003.1 - 877381 877241 RNA→ hypo→
pKS-1-18 NZ BAFH01000002.1 - 349104 348922 RNA→ COG3666 (COG3666)Transposase 11 (pfam01609)→
pKS-1-19 NZ BAFH01000004.1 + 469763 469883 RNA→ REC (cd00156)AdoMet MTases (cd02440)GGDEF (cd01949)→ COG1896 (COG1896)→
pKS-1-20 NZ BAFH01000003.1 - 1470089 1469969 RNA→ HATPase c (cd00075)PAS (cd00130)HisKA (cd00082)→
pKS-1-21 NZ BAFH01000003.1 - 543058 542940 RNA→ hypo→
pKS-1-22 NZ BAFH01000003.1 - 538046 537928 RNA→ hypo→
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Bacteria Proteobacteria Alphaproteobacteria

Ssp-2-1 NZ AFMP01000005.1 - 19744 19638 RNA→ PL2 Passenger AT (cd01344)autotrns rpt (TIGR02601)→
Sch-1-1 NC 015594.1 - 74290 74184 RNA→ PL2 Passenger AT (cd01344)→
Ssp-1-1 NC 015976.1 + 431477 431583 RNA→ COG4625 (COG4625)→
Sin-1-1 NZ AJXQ01000093.1 - 24938 24826 RNA→ hypo→ FhaC (COG2831)→

Bacteria Proteobacteria Betaproteobacteria

Msp-1-1 NC 014207.1 + 2547122 2547259 RNA→ hypo→
Lch-1-1 NC 010524.1 + 4180392 4180513 RNA→ TolC (COG1538)→ RND mfp (TIGR01730)→
Nsp-1-1 NC 015222.1 - 1184449 1184335 RNA→ hypo→
Sli-1-1 NC 013959.1 - 1575875 1575759 RNA→ hemeryth dom (TIGR02481)→
Nsp-2-1 NC 015731.1 + 1763082 1763193 RNA→ VPEP (pfam07589)→
Hgr-1-1 NZ AEGR01000054.1 - 7568 7453 RNA→ FhaC (COG2831)→ Haemagg act (pfam05860)→
Nmu-1-1 NC 007614.1 + 3131005 3131128 RNA→ DUF839 (pfam05787)VPEP (pfam07589)→
Mfl-1-1 NC 007947.1 - 503085 502962 RNA→ FhaC (COG2831)→ FhaB (COG3210)Haemagg act (pfam05860)→ transmembrane protein→ hypo→

transmembrane protein→
Rfe-1-1 NC 007908.1 + 4400331 4400448 RNA→ MA (smart00283)→
Oba-1-1 NZ AEPR01000974.1 + 211 328 RNA→
Msp-2-1 NC 014733.1 - 419896 419781 RNA→ hypo→ EAL (cd01948)→
Msp-3-1 NC 012969.1 - 417533 417418 RNA→ EAL (cd01948)→
Sli-1-2 NC 013959.1 + 1143949 1144066 RNA→ ANK (cd00204)→
Msp-3-2 NC 012969.1 + 110999 111116 RNA→ hypo→
Msp-2-2 NC 014733.1 + 110938 111055 RNA→ hypo→
Dac-1-1 NC 010002.1 - 4023676 4023551 RNA→ Peptidases S53 (cd04056)→
Bba-1-1 NZ CM001438.1 - 355300 355180 RNA→ Peptidases S8 S53 (cd00306)→
Neu-1-1 NC 004757.1 + 1707531 1707644 RNA→ Peptidases S8 15 (cd07498)→
Neu-2-1 NC 008344.1 - 861395 861284 RNA→ Peptidases S8 15 (cd07498)→
Hgr-1-2 NZ AEGR01000102.1 - 86240 86109 RNA→ HAMP (cd06225)MA (smart00283)→
Hgr-1-3 NZ AEGR01000064.1 - 1722 1592 RNA→ Haemagg act (pfam05860)→
Asp-3-1 NZ AKJX01000287.1 - 10864 10731 RNA→ hypo→ Ras like GTPase (cd00882)→ COG2018 (COG2018)→ hypo→
Bba-1-2 NZ CM001438.1 - 2537644 2537525 RNA→ Peptidases S8 S53 (cd00306)→
Nmu-1-2 NC 007614.1 - 2175564 2175442 RNA→ Peptidases S8 15 (cd07498)→
Nsp-1-2 NC 015222.1 - 2586186 2586068 RNA→ hypo→
Nsp-2-2 NC 015731.1 + 1942485 1942606 RNA→ hypo→
Nsp-1-3 NC 015222.1 - 2587973 2587855 RNA→ hypo→
Tde-1-1 NC 007404.1 + 532889 532999 RNA→ DUF3607 (pfam12245)Peptidases S8 15 (cd07498)→
Asp-3-2 NZ AKJX01000151.1 + 2602 2719 RNA→ HAMP (cd06225)MA (smart00283)→ CheW like (cd00588)→
Aar-1-1 NC 006513.1 + 718854 718974 RNA→ Peptidases S8 15 (cd07498)→
Dsu-2-1 NC 016616.1 + 2490527 2490657 RNA→ HDOD (pfam08668)→
Mun-1-1 NZ AFHG01000053.1 - 92859 92737 RNA→ ZnMc salivary gland MPs (cd04272)→ ProC (COG0345)→ YGGT (pfam02325)→
Sli-1-3 NC 013959.1 + 2226790 2226899 RNA→ ANK (cd00204)CHD (cd07302)→
Sde-1-1 NZ BAFJ01000008.1 - 105247 105128 RNA→ DUF1631 (pfam07793)→ COG3434 (COG3434)→
Jsp-1-1 NZ AHHB01000036.1 + 87714 87828 RNA→ Peptidases S53 (cd04056)→
Mun-1-2 NZ AFHG01000030.1 + 202532 202655 RNA→ DUF1631 (pfam07793)→
Rge-1-1 NC 017075.1 + 2338463 2338581 RNA→ CA (cd00031)Peptidases S8 S53 (cd00306)→
Rbe-1-1 NZ AEWG01000067.1 - 15427 15309 RNA→ CA (cd00031)Peptidases S8 S53 (cd00306)→
Rge-1-2 NC 017075.1 + 2047309 2047436 RNA→ FliE (pfam02049)→ fliF (COG1766)→ FliG (COG1536)→ FliH (pfam02108)→

RecA-like NTPases (cd01120)→ putative flagellar export protein→ FliD C (pfam07195)→ FliS (COG1516)→
hypo→ Flg hook (pfam02120)→ flagellar basal body-associated protein LafF→ Sigma70 r4 (cd06171)→

Bsp-1-1 NZ JH603161.1 + 4016857 4016969 RNA→ Spherulin4 (pfam12138)→
Bph-1-1 NC 010681.1 - 1667946 1667836 RNA→ Spherulin4 (pfam12138)→
Rso-1-1 NC 014310.1 + 25738 25850 RNA→ Spherulin4 (pfam12138)→
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Rsp-1-1 NZ ACTT02000009.1 - 7881 7769 RNA→ Spherulin4 (pfam12138)→
Rsp-2-1 NZ ACUF01000011.1 + 80790 80902 RNA→ Spherulin4 (pfam12138)→
Rpi-1-1 NC 012857.1 - 592527 592415 RNA→ Spherulin4 (pfam12138)→
Rpi-2-1 NC 010678.1 - 148733 148621 RNA→ Spherulin4 (pfam12138)→
Sde-1-2 NZ BAFJ01000008.1 + 425682 425792 RNA→ hypo→ hypo→
Sli-1-4 NC 013959.1 + 1136900 1137034 RNA→ HU IHF (cd00591)→
Nmu-1-3 NC 007614.1 - 2965179 2965066 RNA→ hypo→ hypo→ FhaC (COG2831)→

Bacteria Proteobacteria Epsilonproteobacteria
Ssp-3-1 NZ AJLE01000001.1 + 57826 57933 RNA→ Trp-synth-beta II (cd00640)→
Ssp-4-1 NC 009663.1 + 1968258 1968370 RNA→ CUB (cd00041)DUF11 (pfam01345)→ hypo→ hypo→ hypo→ hypo→
Ssp-3-2 NZ AJLE01000004.1 + 21750 21856 RNA→ Glyco transf WecG TagA (cd06533)→ COG3919 (COG3919)→ LbH MAT like (cd04647)→

pepcterm polyde (TIGR03006)→ hypo→
Cba-2-1 NZ DS995288.1 + 15472 15594 RNA→ MA (smart00283)NIT (pfam08376)→
Sgo-1-1 NZ AFRZ01000001.1 + 447914 448036 RNA→ MA (smart00283)NIT (pfam08376)→
Nsa-1-1 NC 014935.1 - 1496888 1496770 RNA→ hypo→ hypo→ hypo→ HATPase c (cd00075)REC (cd00156)HisKA (cd00082)NIT (pfam08376)→
Nsa-1-2 NC 014935.1 + 740492 740623 RNA→ COG4935 (COG4935)→ hypo→
Ssp-3-3 NZ AJLE01000006.1 - 407548 407416 RNA→ ABCC MRP Like (cd03228)→ hypo→ HprK C (cd01918)→

Asn Synthase B C (cd01991)AsnB (cd00712)→
Ssp-4-2 NC 009663.1 - 1900462 1900353 RNA→ hypo→ hypo→ hypo→ hypo→ HATPase c (cd00075)REC (cd00156)HisKA (cd00082)NIT (pfam08376)→
Sau-1-1 NC 014506.1 - 2068875 2068761 RNA→ MA (smart00283)NIT (pfam08376)→ GGDEF (cd01949)NIT (pfam08376)hemeryth dom (TIGR02481)→
Ssp-3-4 NZ AJLE01000007.1 - 83723 83594 RNA→ EAL (cd01948)GGDEF (cd01949)→
Ssp-3-5 NZ AJLE01000006.1 + 318404 318510 RNA→ hypo→
Ssp-3-6 NZ AJLE01000006.1 + 257082 257192 RNA→ hypo→ hypo→ PulG (COG2165)→ hypo→ hypo→ RaiA (cd00552)hnRNP-R-Q (TIGR01648)→
Ssp-3-7 NZ AJLE01000006.1 + 167285 167393 RNA→ PAS (cd00130)→
Ssp-3-8 NZ AJLE01000006.1 + 248062 248168 RNA→ PAS (cd00130)→ PRK06347 (PRK06347)→

HATPase c (cd00075)REC (cd00156)HisKA (cd00082)NIT (pfam08376)→ REC (cd00156)→
Ssp-3-9 NZ AJLE01000001.1 + 1835 1946 RNA→ COG3034 (COG3034)→
Ssp-3-10 NZ AJLE01000001.1 + 265014 265124 RNA→ PAS (cd00130)→ hypo→
Ssp-3-11 NZ AJLE01000001.1 - 140252 140145 RNA→ HATPase c (cd00075)REC (cd00156)HisKA (cd00082)→
Ssp-3-12 NZ AJLE01000003.1 - 127874 127767 RNA→ hypo→
Ssp-3-13 NZ AJLE01000004.1 + 26898 27012 RNA→ hypo→
Ssp-3-14 NZ AJLE01000004.1 - 21421 21303 RNA→ hypo→
Ssp-3-15 NZ AJLE01000003.1 - 91041 90929 RNA→ hypo→
Ssp-3-16 NZ AJLE01000003.1 - 83517 83407 RNA→ hypo→
Ssp-3-17 NZ AJLE01000006.1 + 400682 400794 RNA→ Peptidases S8 Subtilisin subset (cd07477)→
Ssp-4-3 NC 009663.1 - 1220423 1220318 RNA→ hypo→ hypo→ uvrD (TIGR01075)UvrD-helicase (pfam00580)→
Ssp-3-18 NZ AJLE01000004.1 + 28436 28548 RNA→ FN3 (smart00060)→
Sku-1-1 NC 014762.1 - 1608931 1608823 RNA→ HDc (cd00077)PAS (cd00130)→
Ssp-4-4 NC 009663.1 - 2164696 2164565 RNA→ hypo→ hypo→
Ssp-4-5 NC 009663.1 - 2168474 2168345 RNA→ COG4935 (COG4935)→ hypo→ hypo→

Bacteria Synergistetes Synergistia
Ssp-5-1 NZ ACUH01000065.1 + 69406 69523 RNA→ hypo→
Ssp-5-2 NZ ACUH01000065.1 + 64232 64349 RNA→ Big 2 (pfam02368)→
Ssp-5-3 NZ ACUH01000065.1 + 72050 72167 RNA→ hypo→
Tli-1-1 NC 016148.1 - 134122 134000 RNA→ hypo→
Tli-1-2 NC 016148.1 + 1716897 1717017 RNA→ AAT (pfam03417)→
Ssp-5-4 NZ ACUH01000007.1 + 18010 18125 RNA→ hypo→

Bacteria Tenericutes Mollicutes

Ala-1-1 NC 010163.1 - 1029418 1029310 RNA→ hypo→ hypo→
Ala-1-2 NC 010163.1 - 1183298 1183191 RNA→ hypo→
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Ala-1-3 NC 010163.1 - 1037138 1037033 RNA→ ←hypo

Bacteria
Mba-1-1 NZ EQ999901.1 + 11429 11544 RNA→ FN3 (cd00063)→ predicted protein→

environmental
env-1 MC6.MG1.AS1.C39286 - 140 25 RNA→
env-2 DLF012 scaffold19157 2 - 10666 10551 RNA→ FN3 (cd00063)→ metaprodigal→
env-3 UnmappedStool Broad scaffold 861475 - 135 20 RNA→
env-4 UnmappedStool Broad scaffold 1060358 + 291 399 RNA→ metaprodigal→
env-5 NOM014 scaffold10225 3 + 359 466 RNA→ metaprodigal→
env-6 4491479.3 NODE 114 + 29299 29406 RNA→ metaprodigal→ metaprodigal→
env-7 DLM015 scaffold7614 2 + 476 583 RNA→
env-8 NLM023 scaffold14279 5 - 172 65 RNA→
env-9 4491479.3 NODE 114 + 31008 31112 RNA→ metaprodigal→ metaprodigal→
env-10 4491479.3 NODE 114 + 19545 19651 RNA→ metaprodigal→ HDc (cd00077)PBPb (cd00134)PBPb (smart00062)→

PBP2 NikA DppA OppA like (cd00995)→ metaprodigal→ FimD (COG3188)→ COG2849 (COG2849)→
FimC (COG3121)→

env-11 DLM015 scaffold43249 4 + 237 343 RNA→ metaprodigal→

16.3 Conserved domains

Conserved domains found in protein-coding genes listed in Section 16.2 are
shown below, with the first sentence in their description from the Conserved Do-
main Database (if any). Conserved domains associated with more than one Oth-
erBacteria are assigned a color, while others are shown in gray. The symbols ‘d’
and ‘u’ (if any) to the left of the colored domain name indicate whether the do-
main occurs upstream or downstream of the RNA motif. Domains marked with
lower-case ‘d’ occur (at least once) present downstream of some OtherBacteria in

the opposite orientation. Domains marked with capital ‘D’ occur downstream and
in the same orientation (i.e., a potential cis-regulatory arrangement). Domains
marked with a ‘u’ occur upstream of the RNA in either orientation. If the ‘d’/‘u’
symbols are missing, then the domain is downstream and in the same strand. (This
mode is used for motifs predicted as cis-regulatory. The number in parentheses
after the colored domain name is the number of occurrences in Section 16.2.

cd00031 (2) Cadherin repeat domain; Cadherins are glycoproteins involved in Ca2+-mediated

cell-cell adhesion; these domains occur as repeats in the extracellular regions which are thought

to mediate cell-cell contact when bound to calcium; plays a role in cell fate, signalling, prolif-

eration, differentiation, and migration; members include E-, N-, P-, T-, VE-,CNR-,proto-,and

FAT-family cadherin, desmocollin, and desmoglein, exists as monomers or dimers (hetero- and

homo-); two copies of the repeat are present here
cd00041 (1) CUB domain; extracellular domain; present in proteins mostly known to be involved

in development; not found in prokaryotes, plants and yeast.
cd00063 (5) Fibronectin type 3 domain; One of three types of internal repeats found in the

plasma protein fibronectin.
cd00075 (11) Histidine kinase-like ATPases; This family includes several ATP-binding pro-

teins for example: histidine kinase, DNA gyrase B, topoisomerases, heat shock protein HSP90,

phytochrome-like ATPases and DNA mismatch repair proteins

cd00077 (11) Metal dependent phosphohydrolases with conserved ’HD’ motif

cd00082 (7) Histidine Kinase A (dimerization/phosphoacceptor) domain; Histidine Kinase A

dimers are formed through parallel association of 2 domains creating 4-helix bundles; usually

these domains contain a conserved His residue and are activated via trans-autophosphorylation

by the catalytic domain of the histidine kinase.

cd00088 (1) Histidine Phosphotransfer domain, involved in signalling through a two part com-

ponent systems in which an autophosphorylating histidine protein kinase serves as a phosphoryl

donor to a response regulator protein; the response regulator protein is modulated by phospho-

rylation and dephosphorylation of a conserved aspartic acid residue; two-component proteins are

abundant in most eubacteria; In E.
cd00093 (2) Helix-turn-helix XRE-family like proteins.
cd00130 (8) PAS domain; PAS motifs appear in archaea, eubacteria and eukarya.
cd00134 (4) Bacterial periplasmic transport systems use membrane-bound complexes and

substrate-bound, membrane-associated, periplasmic binding proteins (PBPs) to transport a

wide variety of substrates, such as, amino acids, peptides, sugars, vitamins and inorganic ions.
cd00156 (13) Signal receiver domain; originally thought to be unique to bacteria (CheY, OmpR,

NtrC, and PhoB), now recently identified in eukaroytes ETR1 Arabidopsis thaliana; this domain

receives the signal from the sensor partner in a two-component systems; contains a phosphoac-

ceptor site that is phosphorylated by histidine kinase homologs; usually found N-terminal to a

DNA binding effector domain; forms homodimers
cd00189 (1) Tetratricopeptide repeat domain; typically contains 34 amino acids [WLF]-X(2)-
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[LIM]-[GAS]-X(2)-[YLF]-X(8)-[ASE]-X(3)-[FYL]-X(2)-[ASL]-X(4)-[PKE]

cd00204 (2) ankyrin repeats; ankyrin repeats mediate protein-protein interactions in very diverse

families of proteins.
cd00222 (2) Collagen-binding protein B domain, mediates bacterial adherence to collagen; the

primary sequence has a non-repetitive, collagen-binding A region, followed by the repetitive B

region; the B region has one to four 23 kDa repeat units (B1-B4).

cd00306 (4) Peptidase domain in the S8 and S53 families.
cd00383 (1) Effector domain of response regulator.
cd00413 (3) The O-Glycosyl hydrolases are a widespread group of enzymes that hydrolyse the

glycosidic bond between two or more carbohydrates, or between a carbohydrate and a non-

carbohydrate moiety.

cd00552 (1) RaiA (”ribosome-associated inhibitor A”, also known as Protein Y (PY), YfiA,

and SpotY, is a stress-response protein that binds the ribosomal subunit interface and arrests

translation by interfering with aminoacyl-tRNA binding to the ribosomal A site.

cd00588 (1) CheW-like domain.

cd00591 (1) Integration host factor (IHF) and HU are small heterodimeric members of the

DNABII protein family that bind and bend DNA, functioning as architectural factors in many

cellular processes including transcription, site-specific recombination, and higher-order nucleo-

protein complex assembly.

cd00640 (1) Tryptophan synthase beta superfamily (fold type II); this family of pyridoxal phos-

phate (PLP)-dependent enzymes catalyzes beta-replacement and beta-elimination reactions.

cd00712 (1) Glutamine amidotransferases class-II (GATase) asparagine synthase B type.
cd00731 (1) CheA regulatory domain; CheA is a histidine protein kinase present in bacteria and

archea.

cd00732 (1) CheW, a small regulator protein, unique to the chemotaxis signalling in prokaryotes

and archea.

cd00761 (1) Glycosyltransferase family A (GT-A) includes diverse families of glycosyl trans-

ferases with a common GT-A type structural fold.
cd00782 (1) MutL Trans: transducer domain, having a ribosomal S5 domain 2-like fold, con-

served in the C-terminal domain of DNA mismatch repair (MutL/MLH1/PMS2) family.

cd00882 (1) Ras-like GTPase superfamily.
cd00995 (4) The substrate-binding domain of an ABC-type nickel/oligopeptide-like import

system contains the type 2 periplasmic binding fold.

cd01120 (1) RecA-like NTPases.

cd01130 (1) Type IV secretory pathway component VirB11, and related ATPases.
cd01344 (2) Pertactin-like passenger domains (virulence factors), C-terminal, subgroup 2, of

autotransporter proteins of the type V secretion system of Gram-negative bacteria.
cd01918 (1) HprK/P, the bifunctional histidine-containing protein kinase/phosphatase, controls

the phosphorylation state of the phosphocarrier protein HPr and regulates the utilization of

carbon sources by gram-positive bacteria.

cd01948 (5) EAL domain.
cd01949 (12) Diguanylate-cyclase (DGC) or GGDEF domain.
cd01991 (1) The C-terminal domain of Asparagine Synthase B.

cd02042 (1) ParA and ParB of Caulobacter crescentus belong to a conserved family of bacterial

proteins implicated in chromosome segregation.

cd02440 (2) S-adenosylmethionine-dependent methyltransferases (SAM or AdoMet-MTase),

class I; AdoMet-MTases are enzymes that use S-adenosyl-L-methionine (SAM or AdoMet) as a

substrate for methyltransfer, creating the product S-adenosyl-L-homocysteine (AdoHcy).

cd03111 (1) This protein family consists of proteins similar to the cpaE protein of the Caulobac-

ter pilus assembly and the orf4 protein of Actinobacillus pilus formation gene cluster.
cd03228 (1) The MRP (Mutidrug Resistance Protein)-like transporters are involved in drug,

peptide, and lipid export.
cd03255 (1) This family is comprised of MJ0796 ATP-binding cassette, macrolide-specific

ABC-type efflux carrier (MacAB), and proteins involved in cell division (FtsE), and release of

liporoteins from the cytoplasmic membrane (LolCDE).

cd04056 (2) Peptidase domain in the S53 family.
cd04272 (1) Zinc-dependent metalloprotease, salivary gland MPs.
cd04278 (1) Zinc-dependent metalloprotease, matrix metalloproteinase (MMP) sub-family.

cd04647 (1) Maltose O-acyltransferase (MAT)-like: This family is composed of maltose O-

acetyltransferase, galactoside O-acetyltransferase (GAT), xenobiotic acyltransferase (XAT) and

similar proteins. [STAV]-X-[LIV]-[GAED]

cd04762 (3) Helix-Turn-Helix DNA binding domain of truncated MerR-like proteins.

cd06171 (1) Sigma70, region (SR) 4 refers to the most C-terminal of four conserved domains

found in Escherichia coli (Ec) sigma70, the main housekeeping sigma, and related sigma-factors

(SFs).

cd06225 (8) Histidine kinase, Adenylyl cyclase, Methyl-accepting protein, and Phosphatase

(HAMP) domain.
cd06454 (1) KBL like; this family belongs to the pyridoxal phosphate (PLP)-dependent aspar-

tate aminotransferase superfamily (fold I).

cd06462 (1) The S24, S26 LexA/signal peptidase superfamily contains LexA-related and type I

signal peptidase families.

cd06530 (1) The S26 Type I signal peptidase (SPase; LepB; leader peptidase B; leader peptidase

I; EC 3.

cd06533 (1) The glycosyltransferase WecG/TagA superfamily contains Escherichia coli WecG,

Bacillus subtilis TagA and related proteins.

cd07302 (1) cyclase homology domain.
cd07473 (1) Peptidase S8 family domain in Subtilisin-like proteins.

cd07477 (1) Peptidase S8 family domain in Subtilisin proteins.
cd07498 (5) Peptidase S8 family domain, uncharacterized subfamily 15.

COG0262 (1) Dihydrofolate reductase [Coenzyme metabolism]

COG0323 (1) DNA mismatch repair enzyme (predicted ATPase) [DNA replication, recombina-

tion, and repair]
COG0345 (1) Pyrroline-5-carboxylate reductase [Amino acid transport and metabolism]
COG0715 (1) ABC-type nitrate/sulfonate/bicarbonate transport systems, periplasmic compo-

nents [Inorganic ion transport and metabolism]
COG1028 (1) Dehydrogenases with different specificities (related to short-chain alcohol dehy-

drogenases) [Secondary metabolites biosynthesis, transport, and catabolism / General function

prediction only]
COG1406 (1) Predicted inhibitor of MCP methylation, homolog of CheC [Cell motility and

secretion]

COG1516 (1) Flagellin-specific chaperone FliS [Cell motility and secretion / Intracellular traf-

ficking and secretion / Posttranslational modification, protein turnover, chaperones]

COG1536 (1) Flagellar motor switch protein [Cell motility and secretion]
COG1538 (1) Outer membrane protein [Cell envelope biogenesis, outer membrane / Intracellular

trafficking and secretion]

COG1766 (1) Flagellar basal body M-ring protein [Cell motility and secretion]
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COG1896 (1) Predicted hydrolases of HD superfamily [General function prediction only]

COG2018 (1) Uncharacterized distant relative of homeotic protein bithoraxoid [General function

prediction only]
COG2133 (1) Glucose/sorbosone dehydrogenases [Carbohydrate transport and metabolism]

COG2165 (1) Type II secretory pathway, pseudopilin PulG [Cell motility and secretion / Intra-

cellular trafficking and secretion]
COG2831 (4) Hemolysin activation/secretion protein [Intracellular trafficking and secretion]

COG2849 (4) Uncharacterized protein conserved in bacteria [Function unknown]

COG2887 (1) RecB family exonuclease [DNA replication, recombination, and repair]
COG3034 (1) Uncharacterized protein conserved in bacteria [Function unknown]

COG3121 (6) P pilus assembly protein, chaperone PapD [Cell motility and secretion / Intracel-

lular trafficking and secretion]

COG3188 (2) P pilus assembly protein, porin PapC [Cell motility and secretion / Intracellular

trafficking and secretion]
COG3204 (1) Uncharacterized protein conserved in bacteria [Function unknown]

COG3210 (1) Large exoproteins involved in heme utilization or adhesion [Intracellular trafficking

and secretion]

COG3420 (1) Nitrous oxidase accessory protein [Inorganic ion transport and metabolism]

COG3434 (1) Predicted signal transduction protein containing EAL and modified HD-GYP

domains [Signal transduction mechanisms]
COG3458 (1) Acetyl esterase (deacetylase) [Secondary metabolites biosynthesis, transport, and

catabolism]
COG3655 (1) Predicted transcriptional regulator [Transcription]
COG3666 (1) Transposase and inactivated derivatives [DNA replication, recombination, and

repair]

COG3847 (1) Flp pilus assembly protein, pilin Flp [Intracellular trafficking and secretion]
COG3850 (1) Signal transduction histidine kinase, nitrate/nitrite-specific [Signal transduction

mechanisms]

COG3881 (1) PRC-barrel domain containing protein [General function prediction only]

COG3919 (1) Predicted ATP-grasp enzyme [General function prediction only]
COG3934 (1) Endo-beta-mannanase [Carbohydrate transport and metabolism]
COG4124 (1) Beta-mannanase [Carbohydrate transport and metabolism]

COG4625 (1) Uncharacterized protein with a C-terminal OMP (outer membrane protein) do-

main [Function unknown]
COG4932 (2) Predicted outer membrane protein [Cell envelope biogenesis, outer membrane]
COG4935 (2) Regulatory P domain of the subtilisin-like proprotein convertases and other pro-

teases [Posttranslational modification, protein turnover, chaperones]

COG4960 (1) Flp pilus assembly protein, protease CpaA [Posttranslational modification, protein

turnover, chaperones / Intracellular trafficking and secretion]
COG4964 (1) Flp pilus assembly protein, secretin CpaC [Intracellular trafficking and secretion]
COG4965 (2) Flp pilus assembly protein TadB [Intracellular trafficking and secretion]
COG4972 (1) Tfp pilus assembly protein, ATPase PilM [Cell motility and secretion / Intracel-

lular trafficking and secretion]

pfam00561 (1) alpha/beta hydrolase fold.
pfam00580 (1) UvrD/REP helicase.

pfam00672 (2) HAMP domain.

pfam00754 (1) F5/8 type C domain.
pfam01345 (1) Domain of unknown function DUF11.

pfam01551 (1) Peptidase family M23.

pfam01609 (1) Transposase DDE domain.

pfam02049 (1) Flagellar hook-basal body complex protein FliE.

pfam02108 (1) Flagellar assembly protein FliH.

pfam02120 (1) Flagellar hook-length control protein FliK.
pfam02325 (1) YGGT family.

pfam02368 (1) Bacterial Ig-like domain (group 2).
pfam02643 (1) Uncharacterized ACR, COG1430.
pfam02687 (1) Predicted permease.

pfam02743 (3) Cache domain.
pfam02839 (1) Carbohydrate binding domain.
pfam03160 (1) Calx-beta domain.

pfam03417 (1) Acyl-coenzyme A:6-aminopenicillanic acid acyl-transferase.
pfam04294 (1) VanW like protein.

pfam04964 (1) Flp/Fap pilin component.

pfam05137 (1) Fimbrial assembly protein (PilN).
pfam05738 (1) Cna protein B-type domain.

pfam05787 (1) Bacterial protein of unknown function (DUF839).

pfam05860 (3) haemagglutination activity domain.
pfam05957 (2) Bacterial protein of unknown function (DUF883).

pfam06739 (1) Beta-propeller repeat.

pfam07195 (1) Flagellar hook-associated protein 2 C-terminus.
pfam07501 (1) G5 domain.

pfam07589 (2) PEP-CTERM motif.
pfam07596 (1) Protein of unknown function (DUF1559).
pfam07705 (1) CARDB.

pfam07793 (2) Protein of unknown function (DUF1631).
pfam07811 (1) TadE-like protein.
pfam08305 (1) NPCBM/NEW2 domain.

pfam08376 (7) Nitrate and nitrite sensing.
pfam08668 (1) HDOD domain.
pfam08846 (1) Domain of unknown function (DUF1816).

pfam09479 (3) Listeria-Bacteroides repeat domain (List Bact rpt).
pfam11790 (2) Glycosyl hydrolase catalytic core.

pfam12138 (7) Spherulation-specific family 4.

pfam12229 (1) Putative peptidoglycan binding domain.
pfam12245 (1) Protein of unknown function (DUF3607).

PRK06347 (1) autolysin; Reviewed
smart00060 (1) Fibronectin type 3 domain.
smart00062 (2) Bacterial periplasmic substrate-binding proteins.

smart00065 (1) Domain present in phytochromes and cGMP-specific phosphodiesterases.
smart00237 (1) Domains in Na-Ca exchangers and integrin-beta4.
smart00283 (12) Methyl-accepting chemotaxis-like domains (chemotaxis sensory transducer).

smart00419 (1) helix turn helix, cAMP Regulatory protein.
smart00560 (1) LamG-like jellyroll fold domain.
smart00849 (1) Metallo-beta-lactamase superfamily.

TIGR00845 (1) sodium/calcium exchanger 1.
TIGR01075 (1) DNA helicase II.
TIGR01648 (1) heterogeneous nuclear ribonucleoprotein R, Q family.

TIGR01730 (1) RND family efflux transporter, MFP subunit.
TIGR02481 (2) hemerythrin-like metal-binding domain.

TIGR02543 (1) Listeria/Bacterioides repeat.
TIGR02601 (1) autotransporter-associated beta strand repeat.

TIGR02764 (2) polysaccharide deacetylase family sporulation protein PdaB.
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TIGR03006 (1) polysaccharide deactylase family protein, PEP-CTERM locus subfamily.

TIGR03025 (2) exopolysaccharide biosynthesis polyprenyl glycosylphosphotransferase.

TIGR03026 (1) nucleotide sugar dehydrogenase.

TIGR03177 (1) Flp pilus assembly protein CpaB.

16.4 Multiple-sequence alignment

Each OtherBacteria is denoted by an abbreviation (like “Eco-1-1”) that refers
to a taxonomy given in Section 16.1. Nucleotides proposed to basepair as part
of the consensus structure are shaded in color when they comprise Watson-Crick or
G-U pairs. Otherwise they are shaded gray. Conserved stems are also indicated at
the bottom of the alignment by angle brackets, where matching < and > denote
base-paired columns. Below these angle brackets, the symbol “2” denotes base
pairs exhibiting covariation, “1” denotes base pairs exhibiting compatible muta-
tions, “0” denotes base pairs that are not observed to mutate and “?” denotes base

pairs that have a significant frequency of non-canonical nucleotides for Watson-
Crick or G-U pairs (> 5%). Below these base pair annotation is the consensus
sequence: “R” = “A” or “G”, “Y” = “C” or “U”, red nucleotides: nucleotide
identity conserved more than 97% of the time, black nucleotides: 90%, gray nu-
cleotides: 75%, red circle (qa): nucleotide is present 97% of the time, black circle (qa):
90%, gray circle (qa): 75%, white circle (qa): 50%. All percentages of sequences just
described (e.g. 97% conserved) assume that sequences have been weighted by the
GSC algorithm implemented by the Infernal software package.

Duplicate sequences: the following putative homologs are not shown in the alignment because their sequences are identical to a homolog already shown: Csp-4-1,
Rpi-2-1, Rsp-2-1, Sgo-1-1, Tsp-1-1, env-10, env-2, env-4, env-6, env-8, env-9

alignment positions 1 · · · 79

Ama-1-1 AAUUUAAUGGCUUUUUGUAGUCAUGGAGAAUAAAUCGGUUUAUACUCGUAUAUAGAUGGGCUAUCGAUCCCCCCGUAUA
Ama-1-2 UCAGUAGUUCUGCGGUUUAGCCUAUCGGGUGUUUCCAGCUAUGUUAGGUUCAUUGGGCUGUCAUACCCCCCGCAUAAGC
Rba-1-1 AAGUGAAUUGCCCAAAUGCGGCGGUUCACUGCCACGUCGAGCAUUCGAAGGUGUGUUGCCUUGGACUGCUCGACUGGGU
Pst-1-1 GUGCCUGGGGAGGCGUGUUCGCUGCGGUAUUUCCGCUGUGAAAUGCGUCUCACUUGGUGCUUCUGAUUUCGGGCGGCCU
Bma-1-1 GUCACCGUCAUUUCCUGUCUUUUCCGGAAUUCUCCGAGCAAUCAUAAAACUCGUUGGUUCGGUGAGGCAGGCAAUGGCC
CMe-1-1 AUUGCUGGGCACACAAAUGAGUGCGCUAAAUGGAUCUUCAGACACGUGCUGGCACGAAUCUCGCACUGUUUUAGUGGCG
Ami-1-1 GAAAAGGACGCCGGAAAAGUGGCUGCUAACGCUUAGCCCGGGGAGCCCACGACCGAACAACCUGGCGUAAGCGAGAUCG
Asp-1-1 AUAGAUCGGACCGAGAGAAUUCCCAGCUAUCUCUUAGGCGGAACCCGGCCACGACCGAACAACCCCAUGCCAGGGGAUA
Cfi-1-1 GGUCGCCGCCGGGUGAAACCGCGGGUGACACGUCCCCUCGGCGGCCCCUCGACCCUUGUCGGCGCGGCAGCGGCGUUCG
[gi-1-1 GGUCCGUCCCGGUUCGGUCCGUCCGAAUUUCACCCGAAUGCCCGUGAUCGGUUGUUGCACAUCUGUCCAGUUUCGGGCA
Cfl-1-1 CGGCAGGCUGUGACUUUUCACCCGCUCCGGACAGAUCUGGCACGGCGGAGCUUCUUGCACAGUUGUCCAGAUUCAGGCA
[gi-1-2 GGGCCGAACGGGUGAAAACGCUGUCCUGGAGUAUUUGGGGGGUUUCGCGCCCUUGGCCCAGGAAAGUGCGGUGGUCUAC
Cfi-1-2 UGGGCCGAUCGGGUGAAAUGGACGUCCGUCCGUAUCUCGUGGCUCCAGCGGCUUCCUAAAACGUCUCACGGUGCUCUAA
Cfl-1-2 GGUACCGGCCGUCCGGGUGAAUUGGGCCGGUGUCCAGGACAAGUGACCCGGACACCUUCCGUUCCUCGUGAGAGCCGUC
Cfi-1-3 CUUCGGCAGGCUCUGACAUUCACCCGUUCGCCGCGUCCGGGAGGUGCGGAGUUUCUUGACUAACCGCUCGGAAACGGUC
Asp-1-2 GAUGGCGUCGCCUCACGUGGAUCUUCAGUCCCCGUGUUCGCGCUGCUGAGGGCCGGGUUCCCCGGUGCCCCGACCGCCC
Ami-1-2 UCGAUUCGGGCUUGUCGAUGGUCCAGCAUUGCGCUGCUCGAACCGGUUCCCCGGUGCCUGAGCGGCCCCUUCGACGGCC
Gob-1-1 UAUUCUAUCGUCCUUUAGCAACGGCCGAGGGCGAUUUUGGUUCUCGGCCGGGGGCGUGUGCCGGCGCGUUCUGUCGCGU
Esp-1-1 GGCAAUCUAUAAGCUUUCUUGUAAAAAAUGAAGCAUCUCGUAGAAAAACUGGGCCUUCAACCUUGCGUUCAAGAUACGG
Esp-1-2 CGAAGCUUCAUCGGAGCGCGCAGCAAAAGGACGCUAUUCGCAAAAAUAGAUUGUCCUUCAAUCUUGAUUUGAAUGUAAC
Esp-1-3 AUGUUCUAUAGGGUGUCGAAAAAGCUCAUGACUUUUUGUUGGGGAAAAUGGCAUGAUUCAACCUUGAGUUUAGGCUGGG
Oul-1-1 GGCCACCUGCCCGGGCGGCCCCAUCGGGGCCGCCCGGCCCUUUGUGUCUCGUCCUUUAAGCCAUCUUGUGGUCAGCUUG
Oul-1-2 GUUCGAGGAGCUUGACAAAGCUCUCCACUCUUGAUGCUGAAACCAUCCCAAGGGCCCAUCAGUUCUUGAUCGGAGACUA
Osp-1-1 CGGGUCAACAGGUCGCACCUUCUGAUCCUCUCUAUUUUGAUAUUCAGCUUGAAGUUAUCCCUACUCUUCCUUUAAAAUC
Sex-1-1 CGGCGGCCGAUACCGAUCCGCUUCGGCGCGCAUUUCUGUGCAUUUUUCCGGAGGACAUUGUACGUCAUUCAACAAUGGC
Esp-1-4 GGUUGUUCAACAAAAAGAGCAAAAGACGAUGGCAAAACAAGAGUGUGAGAAGAGGGUUGUUUUCUCGUGUGAUAUGAGU
Sex-1-2 GUAUCGACCGCUUGCCGAGUCCAAUGUACGUUCAAGCAUACUUUUAAUGAAAACGUUGUACGUACAGCAUGAAUAGCGU
Cba-1-1 UCUGCCUUUUGGGGAGUUGAUGCAACCCGUGGUAGGGGGCCUGCCAUGGGGAGGGGCGGACACCCCUUGACAAUUGGUU
Cwo-1-1 GACGACGUCGCGGCAGACGUUCCUGACGAUGAUUGACGUCACCCUGCGUGAUCUUCGCGCGUCCGCUGCGUCCUACCUC
Psp-1-1 CUCCGCGGAUCCGCAGGUAGUACAGACGUCUAGUCGCUCUCCAGCCCCGGGAGGCCUGGCCCGAUGAGUGCUGUGCAAG
Sth-1-1 CAAAAGCACCGCGGAGCCUAGCCAGAUCGGAAGUCCGCGUUGGCCCCAUUGGGUCCUGCCCUCGAUUCUACCUACCGCC
Nho-1-1 GUGGGAGACCGUUCUGAUAAACCUGAUCGUGCAUUACUAUAAACAACCUGUCACUUGUACUGUGAAGAAGGGUAUGUUA
Nho-1-2 GAGAGGCACGGCUAGGUAACGGUCAGUCCGCGACGGGCUGACGGUUCAACGGCGCCUGAGGCGCCGCUUACAAUCGAAA
Nho-1-3 AAUUGGGGGACAGAUCAUGCGCAUCCAUGCGCUCCGUUCCGAGCGGGGUGUCAAGAGCAUCCCAUCAUGACAAACGAUA
Asp-2-1 AAUUUAAUGGCUUUUUGUAGUCAUGGAGAAUAAAUCGGUUUAUACUCGUAUACAGAUGGGCUAUCGAUCCCCCCGUAUA
Csp-1-1 AGUGAAUUCUACCCCUUGCCAUAUUUAAAAGGCUGAGUUAGAUUAAAUUCUUAGAUGGGCUAUCAUUCCCCCCGCAUAG
Csp-1-2 CGCGAUCAUGUUGACCUGCGUUACUGCCUGGAGAGAGAACCGCUUUUACACUGAGUCUUACAUACGCUGCACCCCCCGC
Csp-1-3 AAAUUUCCGUGAAAUUACGCUGUUCCUGGAGAACGGGUGCAUCCUAGAGUAAUAUGACCGGGCAAAGUUCCCCCUUUAC
Csp-1-4 AGAUAGCGUUGACGAUCGUUACUGCCUGGCUAGAAAAAUAGUCCUACGCUACCUCUAUUACGCUGCAACCCCCCGCUAG
Csp-1-5 GGAUAGCGUUGACGAUCGUUACUGCCUGGCCAGAAACAUAGUCUUACAGUACCUCUAUUACGCUGCAACCCCCCGCUAG
Csp-1-6 AUUUUCCCGUAAAUUUACGGUUCCCCCUGCCUGAAGCUAGAGAUUACAGUAGGGUUAUCUACGCUACAUCCCCCGCUAG
Csp-1-7 ACUCCAUUUAGUUGAUCCGCGUUACUGGCUGGAGUGUGAUCUGGAUUUAGAUUAUGAGUGUUGGGCUGCUUCCCCCACU
Csp-1-8 AAGAUCCGUGAAAAUACGCUGUUCCUGGUCUAAAGGGGGGAACUACAGUAGUUUUGUUGGGCUAACUUCCCCCGCUUAG
Csp-1-9 AAGAUCCGUGAAACUACUGUUGUCCUUAGUGAAAGGUGAACUUAGAGUAAUGGUGUUGGGCUAGCUUCCCCCCGCUUAG
Csp-1-10 UAAUAGCGUUGACGAUCGUUACUGUCUGGGCAGAAACAUAGUCCUACAGUACCUCUAUUACGCUGCAACCCCCCGCUAG
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Csp-1-11 CAAAUUCCGUGAAUUUACGGUUCUCCCUGCUUGAGGCUGGAGAUUACAGUAGUGCCAUCUACGCUGCACCCCCCGCUAG
Csp-1-12 AAAUUUCCGUGAAUUUACGGUUUUAUCUGUGUGAAACUGGAGAUUAAAGUAGUGUCAUCUACGCUGCACCCCCCGCUAG
Asp-2-2 UUCAGUGAUUCUUCGGUUUAAUUUGUAUUACAUCGGUAGCUACAGUAGAUGUAUUGAGCUGUCAUACCCCCCACGCCAG
Asp-2-3 UCAGUAGUUCUGCGGUUUAGCCUAUCGGGUGUUUCCAGCUAUGUUAGGUUCAUUGGGCUGUCAUACCCCCCGCAUAAGC
Dpr-1-1 CUGACCAGUUUCUGACGAACAGGCCGAUAUCAGGCCCCUCAGUUCACCCACUUUUCUAUCGUUUUUACUGUUCGCUGCU
Dgo-1-1 CAUAACAGGCUCCCCGGCUUCUGUAAGCCGCCUGUGAGACUCUUUAGGCUACCUUCAUCCCAGCACGCGAUACCGUGCG
Dde-1-1 GAACCUAAAUAAAACCAGAGCUCUGUAAGAUCAGUGUCAUUUACCAGAACUUAAUGUGCAUGAGGCGAUGAACCCGAUC
Dma-1-1 GAAGGGUUCCUUGGCGUGCGUGUGAGUUUUCCCCUUGGAGAGCCUGAAGUUUUCCUUUAUGUUGAGGGUAGUUUUCGGA
Dde-1-2 AUUCUGAGGCAAGUCGUAGUGUAAGGACUUUGUUAUUUGUUUGGGCUUAAUCUGCAGGCGGUGAUGAACCCAGGUGUGG
Dde-1-3 UGAGAUACUCGUUAUUGUAGAGCAUCUGCAAGUUAAGGAGACUUGAGUUGCAGGCGGUGAUGAACCCAGGUGUGGGUUC
Tca-1-1 UUAUUGCCCAAAAAAGGACUUGUCAAGGCCUGGAAGCUAUAGUAUGAUAAAACAAAAGAGGUAGGUUUUCGACAUAUUU
Tca-1-2 UAUAUUUUUACAUAAUUAAUAUUAUGAACUUUACUGGACUUGACCGACGGUGCAGCUAUGUUAUAACAUGAAAGACGGC
Tca-1-3 AAAAAUUGACAAAUUGUGUUAUAAUAUAAAUUAAUUAACAAUUAUUUUAUUAUUAUAGCUAAAUUUACAAUUUAACAGU
Tsp-2-1 CAAAUACGGUGACAAAGUUGACACCCUAUUUAGGGUAUACAAUGGAAUUUGUCUUCGUUAUAAUUAAACAUGAAGAAAU
Tsp-1-2 GAUUCUACUUUACAUUCACUGGGAAUUUCUUGUAUGAUGGGAAUGCGUAAAAGUUGUAGAAAUCGCAUGAAAAAAUGUA
Csp-2-1 UUCUCAAAACCUACCAAUUGCUUGUUUCAUUUAUUGAAACUUUAUAAUUCAGACUAUACAAAUUUAUUGAAAAAUGUUA
Csp-3-1 UAGUUGAAAAUAAAAUUGUUUUUUUUAUAAUACAUUUUUUAAGCAAACUUUUUGACAUUAUCACAUAGUCAUUGUAUAA
Cra-1-1 UUAGUGAAAAUAAAAUUGUUUUUUUUAUAAUACAUUUUUUAAGCAAACUUUUUGACAUUAUCACAUAGUCAUUGUAUAA
Csp-2-2 AAUUUAAAAAGUAUGAUUUAGUCAUACUUUUUCCUUAUUUGUCGAAUUCAUUUUCUUGAAUAUAUUAUAGUUUAUGAUA
Pfe-1-1 AGCCAAUAGUAGUGUAAUUCUAAUUUUUCGUCAAAUAUUUCCAUCAGAAAAACUUGCAUACAUCGCAAAAUGACAUGAA
Dsu-1-1 UUAUUCUUGUUCAUACAUUCGAUUUUUCUUGGAAAUAUCUGCUGAAAUCUGUUAUAACAAAUUGGUGAUAAUUUUAUAA
Mel-1-1 UGGCUUGAUGCCAUAGUAUAUUUAUGCUUUUGUAUGCUGUUUAUUGACACAAAUUUAGGCUGGGUAUAUAAUGCUUGAU
Afe-1-1 GAAGGGGACGCGGCCCGGUAAGGAAAAGUAUGGCUGGACAAAUCACAACAUAACGUUUAUAAUAAUGAUAAUCAAAAAA
Alo-1-1 AAAAAUUAAUGCAUUUGAUAAAAAAAUAUGUCAUAAUAGUCACCAUAAUACCAUCUACAUAAUAAAGUGCAUGAUCUCU
Pfe-1-2 UUUUUAUUUUUCUUCAAAAUAUGACAUAAUUCGCCCUUUUUAUAUGGUAUCAUUUUGUUUUAAUACUACAAUUAUUUUU
Pfe-1-3 GUCGAAAGUCGUGAUAUAUACCCUUAAUGCUAACAAUCAUGGGAGAUGUUGACAGUUUAUGUAAUAUAAUGUAAUAUUG
Pfe-1-4 UGAAAUUUCUAAAUAGCACAAUUAGGAUGGAUAAAAAUAAAUGAUGAAUUUCCGUUAAUGUUAUAUUUCAUACUUACAU
Pfe-1-5 ACACGGAACCUGUCCCUGUGUCCCAACGCUGUAUUUCUGCGUUCAUUGACGAAACAGGUUAUUGGGUGUAGAAUAAACA
Pfe-1-6 GCAAUAGGACUUAUAUCUCGAAUCAUGGGGUUUAAGUCCUAAAAAAUGCUUGACUUAUGUAGUUUUUAGUAUUAUUAUG
Pfe-1-7 GUGUUGAGCUUAAUAAUAAGAUGAAAAAUUUGUCUUAAUUUAGAGGAUUUUGGAGGUUUGAGGAGAAUUAUUAAUACAU
Pfe-1-8 CAUAGCAGACCGCUUCAAUUGGGAGGUUCUAUUAUUUUUUUGGUAAAGCGAAAGGAAAUUGAAGAAAAAUGUCGAAAAA
Pfe-1-9 UUUUUAUUAUUUUUAUCUGAAGGGUCUUGUAUAUUUUGCUGUAAUGAACUAUUAUUAGCAUAAAUAUUUACAAUUGUUU
Pfe-1-10 UUGGAGGACUUUAGUCCUUAAGUUUUACUUGACUUAAUAAUAAUAAGGCAAUACAAUUAUAUGUAUAAUUUGACAAAAA
Ipo-1-1 AGAUAGUAAAGACAAGUAGUAAUAUACCUCAGAUUGAGCAUUUCAUUAUAUUUUAUUAUUACUCGAUUAUAUAAAGAAU
Ipo-1-2 CAGAACGCAUAUGUUUAGGAAACUAGGGUAAAAUAAAAGUAAAUUGACAAAUCAGAAAAUUAAGUGUAAUAUAUUCUUU
Ipo-1-3 AGUAAAAACCCUUUGUGCAAUUAAAUUACUAAAAUAUGUAGUUAUAAAAAAGGAAAAGAUAUAAAACAAAGAAGAUAUC
Ipo-1-4 UCUCAUCUUUUAUGAAGUUAUCGUAGAACCUUUCUGUUAAGUAUAUUAAAAACUUGACCUAUAUGGUCGAAAAGUGGUA
Ipo-1-5 UAAAAAAAACCAAAAUGAUAGCAAAAAUACUGUGUCUAACAUGGUUUUUUUCAUCAUUAUAUGCUAUAAUUAUUUGAAA
Fsp-1-1 UAAUCUGUUUUCAUGCUCUAAAAAACAUUGACUUUUUUAAUGAAGUAUAGUAUUCUUUAAUUAAACAUAGUCGCUAAAA
Ful-1-1 UAAUCUGUUUUCAUGUUCUAAAAAACAUUGACUUUUUUAAUGAAGUAUAGUAUUCUUUAAUUGAACAUAGUCGCUAAAA
Fsp-1-2 CAACUCAUAUCUUUGAAUCGUAAAUAUAAGCAUUUUUUUAUUGACAUACAUUAAAUAUUGGAUUAUAAUAUAUUAAAGA
Fva-1-1 AUCGUUGUUUUUUUGAAUAUUUUCGAAAAUUAUUUCAUUGACAUACGAAAAUUAAUAGUGUAUAAUUAUAUUACAUAAG
Fva-1-2 UAUAUAAUAUCUUUAAUUCUUGCUUUUACACAUUUUUUUAUAUUGACAUAUGUUAAUUACUAAUAUAUAAUAUAUUAAA
Fva-1-3 UUAAUUAUUUUUCCUUUCAAAAAAUAUUGACUUUUUUACUGAAGUAUAGUAUUCUUAAGUAUAAAAUACGUAUAAAAAA
Ful-1-2 UCAAAUAAUAUCUUUGAAUCGUAAAUUUAAGCUUUUUUAUAUUGACAUACAUUAUUUGCUGGAGUAUAAUGUAUUAAAG
Fsp-1-3 CUAUUCGUAUUUUUUAACAUAUUAAAAUAGAAAUAUUUUAUUGACACACAUUAAUUAAUAAUGUAUAAUUAUAUUACAU
Ful-1-3 UCUAUUCGUAUUUUUUUCUUGAUAAAAUAAAAAUAUUUCAUUGACACACAUUAAUUAAUGAUGUAUAAUUAUAUUACAU
Ipo-1-6 AGAGUAGCUAUUGAAUGUUAGAUUGAAUGGUUAAAUAUUAUGUAUAGGGUAUACUUUUUAAUAAAAAAAUGUUAUACUC
Hco-1-1 GAAUCAUAAAUGUCAUUUUCUUGUAUUAUUUGCUCAAUAUGAUAUAAUGAAAGUGUCAAAUCAAAACCAUAGACACACU
Hco-1-2 UUAGAUUAAAAACUGUAAAAUUAUACAUAAACAUAUUAAUUGAAUACUAAACGGAAUAUGAUAUAAUUAUAAUAUAAAA
pKS-1-1 AAUAAGUAUGUAUAAUCUGUUAUUCCACACAAACAAGUUGCACUUAAAGUUUUGCGAGAAGACGUGGGAUAAGAUAUAC
pKS-1-2 CCCUCUCGGGAGAGGAUUGAGGGGUGAGUAAAAAGCCGUUGGGUUUUGUCUUUUAAAACCCAACCUAAUGUAAUAAGUU
pKS-1-3 AGGAGAUUUCAUAGUCUAAAGUAUUUCCAGUUUUUGUUUGACUUAGAACAUCACGGAUGUUAUAUAAGCAAACAUCUGG
pKS-1-4 CACUUCUUUUAUAGCUUUUAAAUAAAAAUAUUAUUUUAUUUGACAUAAGACAACAUACUUGUUAUAUAGGUAGCGUUUA
pKS-1-5 CGAUAUUGUUGUAAAGAUAUUAUUUUAAUGAAUAUAUUUAUUAGAUAAAAAAACAUACAUGAUCAAAUAAGUAAGCAUU
pKS-1-6 UGCAGCAUCUUCAAAAGAUUACUCGCUUGCAAUGUAUUCGGAGAAGGGUUAAGCAAUAUGCAAUAAGGAUUCUUACCAA
pKS-1-7 UACCCUUUUGUUCAACGUUAAAAUACUUAGGUAACCGGAAUCGGCAUGUAAAUUGAUAUGCUUUUAAGGUCAAAAUAAU
pKS-1-8 UACCCUUUUGUUCAACGUUAAAAUACUUAGGUAACCGGAAUCGGCAUGUAAAUUGAUAUGCUUUUAAGGUCAAAAUAAU
pKS-1-9 GGAAAAUUUUUGUAGUUCAAAAGAAUAAUAAUUUCCUUGAUUUUUGGUUUAUAAAUUGACAUAUUAAGGUCAAAAUAGU
pKS-1-10 UAUAGUAAUGCUUUAAAAUCAUAUGGGUAAUUAUAGAUAAGGUAAACUAAAAAUAUAAAAUUUAUUUAGAUUCAUUAUG
pKS-1-11 UCGUUGUAAAGGUUUAACAUCAGAAUUAAAAAUUUUAAUUGACAUAAAAUAUUGUACAUGUUAUAAAGCAGCUGCUUAA
pKS-1-12 UCGUAAAACGGAUGAUUUCGGCUAUACUAUACCUUAGGCUGUAUAGGUAAAAUGAAAAUUUCUCUGUAACAGAGAACUA
pKS-1-13 GGGCGAGCAUGCUCUUAUUUUAUUUUUUGACUUGACUUAAAAUACUAAAGCAUGUUAUGUAAAUAUGAGUAAUAUCAAC
pKS-1-14 UUAUUACCUGCAGAUUAUCUCUUAUGCCUUUAAGAUUUUAUAUUUUUCUUGAAAUACCGAGAUAUGCAUGUUAUUUAAG
pKS-1-15 UAUUCUCCUUGAAAAACAAUUCCCUUCUGAGUAUAGUGUUAAAACAUUAUACGUUUCACAAAGUAUCGUUUUUGUUGCU
pKS-1-16 UGCUAUGGAAUUUCUAAAAAUGUCAUUGCGGGGUAGUCUUUCCUCUGUUGAGGAUAUGUUCAGUUUCAUCCUUGAAAUA
pKS-1-17 AAAGAGAACUAUUCAAAUAAACAAUUAGUUUUUCCCUUGACAUAUAAUUCUACAAAUGGUUUAGUGGUAAAAAUAAUUU
pKS-1-18 UAGUUUUAUAAUCUACCAUCUCAAAUUAUUUGAACCAUUAAUAUUUUAAAUUAUUCAUUGACAUAAAAUACCGUUCAGG
pKS-1-19 CUAAAUACUUUUAUUUAAAACGUUUAUAAAGAUCAUAGUAAGUACUGUUGAUAUCAAAUCGGUUCUUUUGAAAUAAAGG
pKS-1-20 GAGCACUAUUAACGAUUUGUAGUUGCUAUAUCGUUUAUUGGUAUGUAAAAUGCUAAACGUAACGUUUGUAUCUAUAAAG
pKS-1-21 UUUGCCCUGAACUCUUUAAGAAAGGAGGCAGCAAAUCCCUCAUAUAAAGUAAUUUUAAGCAUUCUUCUGUAGUAAAGUU
pKS-1-22 UCUGCUUUGAACUCUUUAAGAAAGGAGGCAGCAAAUCCCUCAUAUAAAGUAAUUUUAAGCAUUCUUCUGUAGUAAAGUU
Ssp-2-1 GUUCGCGCCAAAGAUUGAUGCAAAUCCAAACCAAGCCUCGCGAUGUGGGCUUUGGCUACGGAGCUCGCAGCCGAUCAGU
Sch-1-1 UUGCUCUGGCCUGCCGGAACGGGAUGUCCAUUGCGGACGCGGGCGUUUCCUCUUCUGAAAAAAGAGGUGGCGCGCCGGC
Ssp-1-1 UCUGGCCGACGCUUUUAUAGUUGACCGACGAUCAAAUAUCAUUAGCGGAAACUCAAGAAGUCGGCGGCUCCAAUUUUCU
Sin-1-1 GUUCGGAUCUACCGGUAUUAUUCUAUCGCUCCCAAGCUAUUUCAUUGAACGUUUUCCCUGGUCAUCCGUUACGGGCGAA
Msp-1-1 AAGGGCGUUUUAAGGUUUAAGGCAUUUAAUCCCAAUUUACUAUAAAAAUAUUUUAUAUUCUUCACUGUUAAUUGAUAAG
Lch-1-1 AGGCGUCGCGGGGAACGCCGGGUCACGAUCAGAAAACAGCUGGAAACACCGCUGUUUCCGAUCGAUUCACUCCCGAACU
Nsp-1-1 UGGCAAUUCCCUGUGAAUUCAUAGAUGUGGCAAUUUGCCGCAGCGACAAUUUGUCACAUUGCUAUUUCUUCGAUUCAAA
Sli-1-1 CAGCCUGCACGCAUAUCCGAAUCCCUGCCGAUCGAUCCAAUGCCCUACAGUUCAAUUGCAAUUGACCCUGUAUGGGUAU
Nsp-2-1 CUUUGAAAUCAGCCUAUCAAUGCUGUGACAAAAUGCCGCGCGACAAUUUGUCGCAUUGUUUAUAUUGCAUAUUUCAGGA
Hgr-1-1 AGGGCGUUCUAACGUUGGAAACGGCUCGUUACCUUUCAAAAUCUGCACUCCCGCGUUUGCUGAUCAGAGCUAGUUAAGA
Nmu-1-1 GAUCGCGUUACGCCGGAUGGAGCCGAAGGGACUACAAGGACGCGCCCGAACACUGAGGGUUCUGUCAUAAGGGAAAGCU
Mfl-1-1 AUCCCCAGCAAUCCACCGACAAAAUAAAAGGAUAAAAUCCCGACCCGAGCCAAUUGACAUUAAUUCUCAAAUGGCCGGA
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Rfe-1-1 UUCAGCCGAAACCCGCAGGGGCAAAUGGUCUCAUCAUUUCUGGGUAUGGCCGCAUCUGUUACGCCAAUACUGGCAAACA
Oba-1-1 AACCGGCAGUUGGCUGCGCAGGAUGACUUAUCCACAAGCACAACAAAUUCACCAAAUUUAACUUGACUUGCUUUGCAGC
Msp-2-1 CAUCUCAAGCGUUAUUUCCAGAGUGAUACUGGGUGAAAUUGCAGGAUGCAGAGUUGACAUACCCGGCAAAGUUUGAUGA
Msp-3-1 UAAAUUGUACUGCUGCCGUCCAGCCAGGUGUACCGCAUGUAAGGCUUCCGCAGUUGACAUCCCCAGCAAAGUUUGAUGA
Sli-1-2 AAAACCGAGCCUGUACGAAGGGGCCUUCUUGCAAUAACCGGGAUUUUAUGUAAAUGUGGCCGCCCGAUUUGCAAUGCUU
Msp-3-2 UGCGGUUGUCGUUUACUGACCAAAAAUGUCAGUCCUUUAGAAACAAGCAGAUAGUAAAUUGACUUUGCUGGAGCACGGC
Msp-2-2 CGCGGUUGUCGUUUACUGACCAAAAAUGUCAGUCCUUUAGAAACAAGCAGAUAGUAAAUUGACUUUGCUGGAGCGCGGC
Dac-1-1 CGCUUGCUGGAUCCGCGUGCAGGUUACGACAUCGAAAAUUGGCAUAUUUGAUAAAACAUAAUUUGAUAAAAAUAUUAAA
Bba-1-1 GCCAGAACUUGUGCCGACAAAUGCGCACAAGCCCCGGGCUGGCGGAUGAGCGGCAGGCCGCGCGCCCACCGCCACCCCU
Neu-1-1 UCUGAGAUCUCGAAUCACGUGAGUUACUCGAAACCAGUGCCGUAAAGAUUCAGAACAAUCCUGCCGUAUCCAUACCAGC
Neu-2-1 AGCAAUCCAGCACAGUGCAACACUGGCCAAGCACAAUGUGUAUAAAGAGUAGCGCUGAAACUGUCGUUAUCCAGUCUUG
Hgr-1-2 UGAAGUAGCGCUUGUGGCGCCCGCGUCACGGCGGGCGGCUUUCUCGCAUGCGGUCGGUCUCAGUCAAGGCCGUGCACAG
Hgr-1-3 CCAAUUGCGGCCCGCCAUGUGCUCAGUGUUCAAUUUGUUACCUUGUGAUGUCUGCACGAACGCCUGUCCGCUGCACCGA
Asp-3-1 AGAACAACACCCUGGGAAUGCGCGUCGGGUGCGGGCGUUGCUGUGCGCCAUUCAAUGGUUGCCAGCGCAACCCAUUCCC
Bba-1-2 CAUCACAGCCGGGUAACGAAAUGCACUCGCACACAAUGGCUUGUCUGCGCUGAAAGGUUGCCAACGCAACCAAUGUUCA
Nmu-1-2 CUUUAAAUAAAGCAACGAACAGAAUGAUUUUUGUGCAGUUGCUUCACCCAUACCCCCUGGGGAGUUCAGAUACGAUAAC
Nsp-1-2 UAUCCACGCAGUUCCUGCCUUUUAAUUAAACUAAAAGGAGGAAUCAAAUGAACAUAAUCCCACGGUAGCGAUAACCACA
Nsp-2-2 AACCAUCAAUUACUCUUUUCAAGAUCAAUUGUCGAACCAACUUAUCGCAACAAUUCAGAGUUGGCACAACUCGUGCUUU
Nsp-1-3 CAAUAUUUGUACGGCAUUCAUAGCUCUUAAGAGUGUAAUGCGCAUCGUAAAAAUUAAAUUGUGGCACAGUUUGUGCUUA
Tde-1-1 UUCGUAAGUAGUUGAAAAGUCGCAAUGUAAAAGACAACGUGUGUGUGAGUACUCACCUAAAGUCUGUCGGGAUGUCGAC
Asp-3-2 CCGACCCAGGCCUGAGGAGGAGGGGUGCAGCCCCCUUCGCCUAUACCCGACCAACUUCCUGACAUAUUUGCUUACAGGU
Aar-1-1 CAACCGAACUAUAUUGUUUCCAAAUGUAAUUCAAAAAAACUUUGCCCAACUUGUGCCGUAAGUUCCCUAUGCUGACAGU
Dsu-2-1 GCCCCUGGCGGACCCUGCCUGAGACCUUUGCCGCGGCGCUGGCGGGCCGCUCCCGAUUGCCCCCCCGCCGGCCCCGGUG
Mun-1-1 CAGGGCAUUUCCCCGCCCAGAACGUGAAUUUUUCACACAUCACCUUCUGCGCUCCUCAAGGCCGGAGCGGCCGAGGCCG
Sli-1-3 CGGCGGGCAAUUAUUGCAGAACUGUAAUAUCCCUUUAACUUGCUUGCCUUUUCGGAAGAAACCGGAUGAUAAUGACCUC
Sde-1-1 UCUGUGCUGCCAAAAUUAAAGUUUGUUAAUUCUGUUGAAAUUCCCUCGAUUAUUUAUUGCAAAACGCUGUUCUGUCUGA
Jsp-1-1 AAUAAAACUAUUGAUUGAAAAUAGUUAACACUUAUUUGGCGAAUUCGCUAGAAUUAAUAAGGCAUCAGGGAGUGUAGCG
Mun-1-2 CGCUGCAGGUCUGACCGGCAGCGCCGGUGCCGGCCGAGCCGGCCUCAAGUUAUCUGCACGGACAACUGUUACAGACGGU
Rge-1-1 UGUUACCGACUGCUUCCGUUCACGACGCGGCUGCGACACACUGAGCGCAUCGGUCAGGGUUCGCCCAGGCCGUCAGCCG
Rbe-1-1 GUGCCGACGGCUUCCGCGCAGGACGCGGCCGCGAGACACUCGCGCCGCCGGCUCGGGCAGUCGCCCGGGCCGUGAGCCG
Rge-1-2 GUCAUGCCGUUAAAGAAGAGAACUAGUUCACGUGUCCGAAGCUAUCCGCCGGUUACGGCCUGCAACAGCCCGGACGCCG
Bsp-1-1 UUCCGGGAAGGCCCGUAAGCGCACCCGCCUCAAAACGCGACAAAAAAAAUUAAACUGGCUCCCUAAAGAAAAUGCGAGA
Bph-1-1 UAAUUUUCCGAUAUCCUUCACGGGCAUUCGAUUCAAACGCUGCGAAUAAAUAAAUCGGCACCCUAAAGAAAAUUCAGGA
Rso-1-1 CGCGACAACGUUUUUCCGGUCCGGAUGCAUCCUGCCCAGUCUUCGUUUGCCAGAAGGAUGGCGACCCGUUAGAGUGACG
Rsp-1-1 GCUUCGCAUGGCUGCCAGCCCCUUUUGCGCAAUCUCCGUUUGCCGGGCCGGCGCGGCCCCGGUAGAGUCUCUUUCCAAU
Rpi-1-1 CGCUUCAUGCGACAGCCGACUCGUUUGCGCAUUCUCCGUUUGCCGGGCUGGCGCCGCCCCGGUAGAGUCCUUCUUCAAU
Sde-1-2 ACUACAAAAUUGCAUGAUCAGUCCGUAAGGCCCGUAACAAUCGACAAGUAAUGUGCCUGUGUCUGAAUCAGCAACCAGG
Sli-1-4 AUUGACAUUAUUGGCGGAUCGAAUGGCGGGUUUGACAGUUCCCGCCCGAUAACCAUAGAAUCCAGGCGCAAUCGUUGAU
Nmu-1-3 CACGAAAAUACCGAUUGUGUUUCACAGACGGUUCACGGCUGUCACAUAUAGUGACCCACGUCCGGUAACAGGUACAGUC
Ssp-3-1 AAUAAAAAAUUAUAAAUUUUUAAAUUUUUUUUAGAAUUUAAGUUCUUUCUCUUAGGUAAGUGUGUUAUAAUUCUUUCAU
Ssp-4-1 ACUUUGACACCGAAUAUCAAAUACUAUAAAAAUUGCUUAUUUUAUAUUUAUUUUAUCUUAGACAUGUUAUCCUUAAAUA
Ssp-3-2 CAAUAACUAAUAUUUUUAAUUUUGCUUUCUUGAUCAUUACUAUUUUAAAUUCAGUUUGUUUUUAAAUAUUCUGACAUAU
Cba-2-1 UUUUAUAAUAAUAGCAAUUUCUUAUAUUAAAUUUAUAUAAAAUAUUAUCUUUUAAUAAAAUAUUAAUUUUACUUUAAUU
Nsa-1-1 UUACGGAUAUUGAAUUUGGCCGUUCUGGAUGAGUUGUGGUGUACCCCCAUCACUCAAUUAGAUUUAAAAUAAAAUAUGU
Nsa-1-2 UAUAUGAAAAAUAUCCAUUCUGAAAGCGUAAAAUCUAAAAAUAUUAGUAGGUUUGGCAAUCUUUUGAUAUUUUUGGUUA
Ssp-3-3 UAUCUUCAAGUGAAAAAAGACCAGAUGGGACAUCUGCUUUAACGUCAUUGUAAAAAAAUAUCAUAUUUAUGAUAUACUC
Ssp-4-2 UGAUGAAAAAUCAAUUUUGAUAAAAAAAUAACUUUUGUUUAAUAUUAUGCCAAGUAUAAUCAAUAAAGACAAAAUGUAA
Sau-1-1 AAUAUGUUAAUUUUAAAAUGACGUAAAAAUAACAAAUUUUUUCAUAAAUGUUUAAGGCUAUUUUUUAUAGACUGCUAGC
Ssp-3-4 ACUGAAAAAAGUAACAUAAGUAAAUAUAAUGUAUUAUGUUUAGAAUUAUCAUAUUAGUUUAAUGUAAAUGAUUUAUAAU
Ssp-3-5 AUAAUAAAAUAUAUUAUAUUUAUUUAAGAAAAAAAUAUUAUUAUUGGAAAAUAAGUAUUAUUAUAAUUUAUACUAAUAC
Ssp-3-6 AAGGUAACGCUUGUACAACGAGAAUAUGAUAUAAUUAAUUAUUAUUUAAUAUCAAUUUUAUAUUAACUAUGAUAUUCUU
Ssp-3-7 AGCAAAGUAUGAAGAAAAUAUGAUUAAAUCUUGGUCGUAAGGUAGUGUAUUAUGUCCAUAUAAGCUAUAGAUAGAUACU
Ssp-3-8 AGUUUAGUUGUUAUAGAGUUUUAGCAGUGCUAUUAUGUUUGCAGUAUUUCCAGACAACAAUGUUCUAGUGCAUCUUAUG
Ssp-3-9 CAGGUUGAGAGUAUGAAGGGUUGGUUAAGUAAACAAAAUUAAUAUCUUAUUUUUUUUAAAACUUUUCAUAGUACAAUGU
Ssp-3-10 UUAUAAUAAAAUCACUCAAUUUAUCAUAAAUACUGCAAUUAUUAAGUAUUUGAAAAGAUAGGUAGCUAUAUACUUCGCG
Ssp-3-11 CUCUAUUGUAUAACUUUAAAUCAAAAAUUAAAAUGAUCACUUAUAACUCUUUUUAAAUCUUAUCUUAGUAUAAUCCAUG
Ssp-3-12 UCUGUAGUAUUCUAUCAAUGUUAUCAUUUUGUUACCAAUUGGUGAAAAACUUUUAUAUUUCUUUCGUAUAAUAUAUCUG
Ssp-3-13 UAUUCAUACUAGUGAAUUUAUUCUUAAGAUAUUCAUACAGUUCUAUGAGUAAUGUUUAAGUAAUGCUCUUACAAUAUAA
Ssp-3-14 CUGAUACAAUAGAUAAGAUUGAGUCUAAGUAUGCACCUAAAUAUCUUAAAUAUAUAGGUAAUGCAGUGGUAAUAGUUUG
Ssp-3-15 UUACAAAUGUUACUUGUUAUUAGAUGGUUGCGUAAGAUUUAUUUAAUUAAAUAUCCAAUAUAAUGAACCACGAAAAAUU
Ssp-3-16 AGGUUGCCAAAUACCAAUACAGAAGUGUAUGAUGUAUUGUUCUGUUUUUAUCUACUUGUGCUGCCUGCAAAUUCUAUUU
Ssp-3-17 CAUAAAUAUAAUUUAAGAUUUUAAGAGUCAUUUAAUCGGAAAUAUACAAUAAUUUGUAAUGUUUAUAUAAAACUAGCUC
Ssp-4-3 UUUCAGCUUUUCACAUUAAAAAAUAGAAAAAUUUUGAUAUUAUUCACUAUGAUUUAAAGUUAAUAUUAUAAAAUGUGCA
Ssp-3-18 AUUUUAAUUUUAUAUUAUUUUCAGUUUAAUUAUGUAUUAUUCCGAUACGACUAUGAUUUAAGGUAUUACUUAAUCAUAA
Sku-1-1 GGAUUUUGUCGGCGGGGGAUGAUGUAAAUAAUCGAUUUUUGUAACCGUUCCAAUACUAUUAAGAAUUAUAAUAGUAGAA
Ssp-4-4 CUUUGUAAAAGUUGUAGGUUUGGCACGGCCAAACCUACAUUUUAUAUUAAAUUCAACCUAAAUUAGAUAAAAUAGUAGG
Ssp-4-5 CAUCUGCUUUAAGCAUACGAGACAGUCAAUUUACGCUCCCCACGUUUAAUAAUUGAUUAAUAACCAAAGAGAUAUAAUU
Ssp-5-1 UUUUCAUUUACUAGUUAAUUGACCAUAAAUUAAAAUGAUACUAGUAUGUAUAAAAGAUUUUAGCAGGCAGUAUUUGAUU
Ssp-5-2 CCUUCAUUUAUCGUUUAAUUGACCAUAUAUUAAAACCAUGCUAGAAUGAACGGAAGAUUUAAGCUAAUAAUGUUUGAUU
Ssp-5-3 AUUUUUCAUUUACUAGUUAAUUGACCAUAAAUUAAAAUGAUACUAGUAUGUAUAAAAGAUUUUAACAGGCAGUAUUUGA
Tli-1-1 UCAUCUACACACAAAUUACCUCGCUCUAUUGACUGCCACUUGUAAUCCGAAUAUACUAUUUCACACAUUUACACAUUGU
Tli-1-2 GUUUUGACUAUAAAAAUCAAUGACAAUACUUGACAAAAACAAAACAAGUGCCAUAAUUGAACAUAGGAUUAGUGUUUGU
Ssp-5-4 UAUUUUUAGUGGACCUUAAUAUAAUGAACAUAAAAAAUAAACAAAUAUUGACAUGGGGGGGGGUAGUUGUAAAAUCAGU
Ala-1-1 UUAUCAAAUUACUGAGCGUCAAAAAUAUAAAUAUAAAACAGACUUAGAAAAAUAUAAACAAGAAUUAAAACAAAAAAAC
Ala-1-2 AAAUAAUAAACAAUGGUUAAUAAGGUCGUCAAAUUAUAGUUUUACUUGUUUAAGAUUGAUAGCUUUGUUAUAAUUAACU
Ala-1-3 AUUUUUAAAAGCUAGAAAAGAAUUAGAAAAAUAAAUAUAAUGAUGUAAAGUUAUUGACAAGCAAUAAAUUACUUGAUAG
Mba-1-1 UAGUGAAAAUAAAAUUGUUUUUUUUAUUAAUACAUUUUUUAAGCAAACUUUUUGACAUUAUCACAUAGUCAUUGUAUAA
env-1 UUUAGUGAAAAUAAAAUUGUUUUUUUAUAAUACAUUUUUUAAGCAAACUUUUUGACAUUAUCACAUAGUCAUUGUAUAA
env-3 NNNNNNNNNNNNNNNNNNNNNUUUUUAUAAUACAUUUUUUAAGCAAACUUUUUGACAUUAUCACAUAGUCAUUGUAUAA
env-5 AUCGUUGUUUUUUUGAAUAUUUUCGAAAAUCAUUUCAUUGACAUACGAAAAUUAAUAGUGUAUAAUUAUAUUACAUAAG
env-7 AUCGUUGUUUUUUUGAAUAUUUUCGAAAAUUAUUUCAUUGACAUACGAAAAUUAAUAGUGUAUAAUUAUAUUACAUAAG
env-11 UUAAUUAUUUUUCCUUUCAAAAAAUAUUGACUUUUUUACUGAAGUAUAGUAUUCUUAAGUAUAAAAUACGUAUAAAAAA

...............................................................................
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alignment positions 80 · · · 209

Ama-1-1 GCUCAGUUAAG......U.CCU.C..G.......AAACGGCAAC.UU.GUCUCGAAA.GA.GCA..AGAC.GCAAAUUAA.C.GAGUCUAA...CCCUUUAUA...........................
Ama-1-2 C.CAGUUCAAG......U.CCC.C..G.......AAAUGGCAAC.UU.GCACCGAAA.GG.GUA..AGGC.GCAAAUUAG.C.AGGCCUAAAA.UCCAAGCAUUACGG......................
Rba-1-1 C..AGCCGAAG......U.UC..CCUG......ACAAAGGCAAA.CC.GU.UCGAGA.GG.ACG..GCAC.GCAAAACCA.C.GGGUCCGUG..AGUCGGUCGAUCGCAUUGUUUGCGUUCGGCUUGGC.
Pst-1-1 GCCGCCUCACA....U.C.CU..C..G......AUAAGGGCAAA.CC.GG.UAGAGA.UG.CCG..GGGC.GCAAAGCAA.A.GGGCCUUU...GGCCCGCUGGGAUCACGCAAGUGAACUGGUGGG...
Bma-1-1 UGCUGCCAGAC...GU.C.CU..C..G......AAAAAGGCAAA.CC.GA.UCGUGA.GG.UCG..GGAC.GCAAAGCCA.A.GGGCC........ACGUAAGU..........................
CMe-1-1 UAGAAGGUUCC....U.U.U.C.C..G......AUAAAGGCAAA.CC.AG.UCGCGA.GG.CUG..GGAC.GCAAAGCCA.C.CGGUC......AGCAAACGGG..........................
Ami-1-1 AGCAACCCGCU......C.GGC.C..G......ACAAGAGCAAA.CC.CG.GCGCAA.GC.CGG..GGAC.GCAAAGCCA.C.AGAGC........CCAUGAG...........................
Asp-1-1 ACGAAGUCCGC....U.C.GG..C..G......AGAAGGGCAAA.CC.CG.GCGCGA.GC.CGG..GGAC.GCAAAGCCA.C.AGGAC........CCAAGAG...........................
Cfi-1-1 UAGCCUCGAGA....G.G.UC..A..G......ACAAGGGCACA.CC.CG.UCGCGA.GG.CGG..GGCC.GCAAAGCCA.C.GGGACCCA.....CGCG..............................
[gi-1-1 UAGUUCUCACU....U.G.UCAGC..G......ACAACGGCAAA.CC.CU.CCGCAA.GG.AGG..GGAC.GCAAAGCCAAC.GGGAC......CCACGC..............................
Cfl-1-1 UAGUCGGAGAC......G.UCAGC..G.....ACAAACGGCAAA.CC.CG.CCGCAA.GG.UGG..GGAC.GCAAAGCCA.C.GGGGC........CCACGAG...........................
[gi-1-2 UGUCAGACCUG......U.C.AGC..G.......AAACGGCAAA.CC.CU.CCGCGA.GG.AGG..GGAC.GCAAAGCCA.C.GGGAC........CCACGACG..........................
Cfi-1-2 UGUCGGACUUG........UCAGC..G.......AAACGGCAAA.CC.CU.CCGCAA.GG.GGG..GGAC.GCAAAGCCA.C.GGGAC........CCACGAG...........................
Cfl-1-2 UAAUGUCUGAC...UU.G.UCAGC..G.......AAACGGCAAA.CC.CU.CCGCAA.GG.AGG..GGAC.GCAAAGCCA.C.GGGACCCA.....CGCG..............................
Cfi-1-3 AUAGUUCUGGA....U.G.UCAGC..G......ACAACGGCAAA.CC.CG.CCGCAA.GG.UGG..GGAC.GCAAAGCCA.C.GGGAC........CCACGAG...........................
Asp-1-2 C.AAGGUGCGG......UACC..C..G.......AACAGGCAAC.CU.CG.UUCCGAUGA.CGA..GGAC.GCAAAGCCA.G.GGACC......UCCCUGCUG...........................
Ami-1-2 GGCAGGCGCGG....U.A.CC..C..G.......AACAGGCAAA.CC.CG.UCGCGA.GG.CGG..GGAC.GCAAAGCUA.G.GGGCC......UCCCCGAACG..........................
Gob-1-1 CACACCUUUCA....U.C.CU..C..G.......AAAGGGCUAA.CC.CG.CUGCGA.AG.CGG..GGGC.GCAAAGCCA.C.GGGCC......UGCGGUCUCCCCACCACACCGACCG...........
Esp-1-1 GGGGGGGUACU.......AUA..UUUU.......CACGAGCAAA.CC.UG.CCGGAA.AG.CAG..GGAC.GCAAAGCUA.UAGGGGCCGAA..CCCCUUGGGG..........................
Esp-1-2 GACGGGAGUAC....U.A.UG..U..C......UUCAAGGCAAA.CC.UG.CCGGAA.GG.CAG..CGGC.GCAAAGCUA.AAGGGGCC.....CAUUCUAAGA..........................
Esp-1-3 GGGGGGGCUAU........CAU.AUUC.......UCAAGGCAAA.CC.CG.CCGUAA.GG.CGG..CGAC.GCAAAGCUA.CAGGGGCCAUA..UCGGUUC.............................
Oul-1-1 CCUCUCCUCUA.AAAU.AUGU..C..C..........UGGCAAA.CC.CA.UCGAAA.GG.UGG..GGAC.GCAAAGCUA.UAGGGCC......UUGUGCGC............................
Oul-1-2 C.AUUUCGCGU......A.UA..UUU......CAGCUAAGUAAA.AC.UG.UCGAAA.GG.CAG..UGAC.GUAAAGCUA.UAGGGCCU.......GGAAU.............................
Osp-1-1 GCCUUAAGCAA.......AAA..AUUA......AACUUGGCAAA.CC.UG.CCGAAA.GG.CAG..CGAC.GCAAAGCUA.UAGGGCCUUAA..CUGGUAACCAGCUGCAUUCUCCGCAAG.........
Sex-1-1 GUAUAGUACCC................ACAAAUAUAAUGGCAAA.CC.CG.UCGAAA.GA.CGG..CGAC.GCAAAGCUA.UAGGGCCUUU.....CGCAU.............................
Esp-1-4 AUGAUAUCGGC.......................UACGGGCAAA.CC.CG.UCGAAA.GA.CGG..UGAC.GCAAAGCUA.AAGGGCCUUCG..CCGCGUGC............................
Sex-1-2 AUAGUAUCCGC........A....AUU.......ACUCGGCAAA.CC.CG.UCGAAA.GG.CGG..CGAC.GCAAAGCUA.CAGGGCCUUUC....A.................................
Cba-1-1 UGCCGCGUGCU...A..U.UU..UUCG.......AAUCGGCAAA.AU.CA.UCGAAA.GG.UGA..UGAC.GCAAAGCUA.UAGGGCCUGA.....AAU...............................
Cwo-1-1 GUGACAGCACA........CU..C..G.......AACGGGCAAC.CC.GGAUCGCGA.GAUCCG..GGGC.GCAAAGACC.G.GGGCCU.......CACGCA............................
Psp-1-1 ACGCCAGCACC.....GA.GG..U..G......CCAAGGGCAAA.CC.AC.UCGUGA.GG.GUG..GGAC.GCAAAGCCA.C.GGGCC......UCUCCCACGUGGA.......................
Sth-1-1 UAACCUGAGCA......C.AGC.U..G......AAAAGGGCAAA.CC.CG.UCGCGA.GG.CGG..GGGC.GCAAAGCCA.U.GGACC......UCCACCCG............................
Nho-1-1 G.UAUCCUGAA....A.U.CA.....G......AAAAGGGCAAAACC.CG.CCGUGA.AG.CGG..GGAC.GCAAAGCCA.C.ACGUC......UCCAGGUG............................
Nho-1-2 CGGGUUCCGGA......U.CGACC..G......AAAAAGGCAAA.CC.CG.CCGCGA.GG.CGG..GGAC.GCAAAGCUG.G.GGGAC........UCUUCCGA..........................
Nho-1-3 UGGGUUCCAGA......U.CGACC..G......AAAAAGGCAAA.CC.CG.UUGUGA.GG.CGG..GGAC.GCAAAGCUG.G.GGGAC........UCUGCCGA..........................
Asp-2-1 GCUCAGUUAAG......U.CCU.C..G.......AAACGGCAAC.UU.GUCUCGAAA.GA.GCA..AGAC.GCAAAUUAA.C.GAGUCUAA...CCCUUUAUA...........................
Csp-1-1 C..CCGAUGUA......U.CCC.C..G......AAAAUGGCAAG.UU.AUUCCGAAA.GG.GUA..AUAC.GCAAAUCCG.A.GAUCCUGAAG.CCACUCUUUCCAGG......................
Csp-1-2 UAGCGUAUUAA....G.U.CC..C..G.......AAAAGGCAAC.UU.GCUCCGAAA.GG.GUA..AGGC.GCAAAUUA..G.UGG..........UCCUGUAGCCAGAGUUAGGUGUCGG.........
Csp-1-3 C..CUAUUAAA....G.U.CC..C..G.......AAAAGGCAAC.UU.GUUCCGAAA.GG.ACA..AGAC.GCAAAUUA..G.GAGUC......CUGUAGCCAACCUUUGAUUGC...............
Csp-1-4 C.GUAUUAAAA....G.U.CC..C..G.......AAAAGGCAAC.UU.GCUCCGAAA.GG.GUA..AGAC.GCAAAUU..................GGUAAUCCUGCAGCCAGGGUGUCGGUAU......
Csp-1-5 C.GUAUUAAAA....G.U.CC..C..G.......AAAAGGCAAC.UU.GCUCCGAAA.GG.GUA..AGAC.GCAAA....................UUGGUAAUCCUGUAGCCAGGGUGUCGGUAU....
Csp-1-6 C..GUAUUAAA....G.U.CC..C..G.......AAAAAGCAAC.UU.ACUCCGAAA.GG.GUA..GGGC.GCAAAUUGG.U.AAGCCUGCAG.CCAGGGUAUC..........................
Csp-1-7 UAGCCCAUUAA....G.U.CC..C..G.......AAAAGGCAAC.UU.ACUCCGAAA.GG.AUA..AGGC.GCAAAUUA..G.CAGUU......CUGUAGCCAGAUUUAGGUGCC...............
Csp-1-8 C..CCGUUCAA....G.U.C...CACG.......AAAGGGCAAC.UU.GCUCCGAAA.GG.GUA..AGGC.GCAAAAUA..G.UAGUC......CUGUAGCCAGAUUUAGGUGCC...............
Csp-1-9 C..CCGUUAAA....G.U..C..CACG.......AAAGGGUAAC.UU.GCUCCGAAA.GG.GUA..AGGC.GCAAAUUA..G.UAGUC......CUGCAGCCAGAGCCAGGUGCC...............
Csp-1-10 C.GUAUUAAAA....G.U.C...C..C......CAAAAGGCAAC.UU.GCUCCGAAA.GG.GUA..AGAC.GCAAAUUG..G.UAAUC......CUGUAGCCAAAGUGUC....................
Csp-1-11 C..GUAUUAAA....G.U.CC..C..G.......AAAAGGCAAC.UU.ACUCCGAAA.GG.GUA..AGGC.GCAAAUUG..G.UAAUC......CUGUAGCCAAGGUGCC....................
Csp-1-12 C..GUAUUGAA....G.U.CC..C..G.......AAAAGGCAAC.UU.ACUCCGAAA.GG.GUA..AGGC.GCAAAUUG..G.UAAUC......CUGUAGCCAAGGUGCC....................
Asp-2-2 CUCAGUUUAAG......U.CCC.C..G.......AAAUGGCAAC.UU.GCACCGAAA.GG.GUA..AGAC.GCAGAUUAG.C.AGACCUAAAG.UCCAAGCAUUACGG......................
Asp-2-3 C.CAGUUCAAG......U.CCC.C..G.......AAAUGGCAAC.UU.GCACCGAAA.GG.GUA..AGGC.GCAGAUUAG.C.AGGCCUAAAA.UCCAAGCAUUACGG......................
Dpr-1-1 UGACUAUUUGC....U.U.CU..C..G......ACAAAGGCAAA.CC.CU.CCGCGA.GG.GGG..GGAC.GCAAAGCCCAC.GGAAC......UCCGCUGCUCCGCUCUUCUCUCAGGGCAGCA.....
Dgo-1-1 CCGCCAACUUC.......CUAAAC..G.....ACCAAAGGCAAA.CC.CC.UCGCAA.GG.GGG..GGAC.GCAAAGCCA.C.GGGGC........CCACAGG...........................
Dde-1-1 AGGGUCCUUCC....U.ACAC..C..G......AAAAAGGCAAA.CC.CG.UCGCGA.GG.CGG..GGAC.GCAAAGCUCCC.GGGAC........CCCUGAG...........................
Dma-1-1 CCACAGGCAUC.......CACA.C..G.......AACAGGCAAC.CC.CG.UCGCAA.GG.CGG..UGAC.GCAAAGCCAAC.GGGACCCA.....CGCG..............................
Dde-1-2 GUUCCUCCCUG.......AAAC.C..G......AAAAAGGCAAA.UC.CG.CCGCGA.GA.CGG..AGAC.GCAAAGCUACC.GGGAC........CCACGAG...........................
Dde-1-3 CUCCCUGAAAC............C..G......AAAAAGGCAAA.UC.CG.CCGCGA.GA.CGG..AGAC.GCAAAGCUACC.GGGAC........CCACGAG...........................
Tca-1-1 CGAUAUACAUA......A.GU..U..G...........GGCAAA.CC.CG.GCGAAA.GC.CGG..GGAC.GCAAAGCCA.U.GGGUCUAAG..GACAUUGGGUG.........................
Tca-1-2 AUAACUUUUCA......U.GC..U..G....AAUAUUGGGCAAA.CC.CG.UCGAAA.GG.CGG..GGAC.GCAAAGCUA.AAGGGUCUAAG..GACUUCGUG...........................
Tca-1-3 UAAUCGCAAUA....G.C.AA..UUAU......CCAAGGGCAAA.CC.UG.UCGAAA.GG.CAG..GGAC.GCAAAGCCA.A.GGGCCUAAG..GAAUAGAAAUUAU.......................
Tsp-2-1 C...............GU.AGGACAUG.CAAUCAAAUAGACAAA.CU.UA.AGGAAA.UU.UAA..GGAC.GCCAAGCUA.C.AGGGCUUAA..CUCAAGAUG...........................
Tsp-1-2 UAAAUCCUAAA....................UUUUAUAGGCAAA.UU.UG.GAGAAA.UC.CAA..AGAC.GCAAAGCUA.AAGGGGCUAAG..GUCAAUUGAG..........................
Csp-2-1 CAAUGUGCCCA........GA..UAUG......UAAAUAGCAAA.AC.UA.UUGAAA.AA.UAG..UGAC.GCAAAGCUA.UAGGGUCUAA...UCUCAUAUGA..........................
Csp-3-1 UCAUGGCGUUC...................AUAAAUAUGGCAAA.CU.CU.UUGAAA.AA.AGAA.GUAC.GCAAAGCUA.UAGGGCCU.....UCAUCAAUUAU.........................
Cra-1-1 UCAUGGCGUUC...................AUAAAUAUGGCAAA.CU.CU.UUGAAA.AA.AGAA.GUAC.GCAAAGCUA.UAGGGCCU.....UCAUCAAUUAU.........................
Csp-2-2 UAAUAACGAUG................UUAUAAAAAUAGGCAAA.AC.UA.UUGAAA.GA.UAG..UGAC.GCAAAGCUA.UAGGGCCUCU.....UUAACGU...........................
Pfe-1-1 CAGCUAUACAU.................UAGAAUUAUAAGCAAA.CC.UG.CCGAAA.GU.CAG..GGAC.GCAAAGCCU.U.GGGUC......UAACGAUACAAUUGU.....................
Dsu-1-1 GCAUAAUCUUU................AUAGGUAUAAAGGCAAA.GC.AG.GUGAAA.AU.CUG..UGAC.GCAAAACUA.UAGGGCCUGU.....UACAU.............................
Mel-1-1 GUAAAAAGUAA.......ACA..U..U.....AAAUUCGGCAAA.CC.CG.GGGAAA.CC.CGG..CGAC.GCAAAGCUA.UAGGGCCUCU.....GCU...............................
Afe-1-1 AAAAAAACACA....A.A.AC..CUUU..........UGGCAAA.CC.UG.GAGAAA.UC.CAG..CGAC.GCAAAGCUAACAGGGCCUGU.....AAAAU.............................
Alo-1-1 UAUGAGAGAAC......U.UAA.U..A......AACACGGCAAA.CU.UA.UUGAAA.AA.UAA..GGAC.GCAAAGCUA.U.GGGUCUACG..UACUUUAAG...........................
Pfe-1-2 AUUUUCUUAAA............UUAU......AUAUUGGCAAA.CU.UA.CUGAAA.GG.UAA..GGAC.GCAAAGCUA.UAGGGUCUAAG..GAUUUAUAA...........................
Pfe-1-3 AGUAGAAAAAU....................AUAUUGUGGCAAA.CU.UA.UCAAAA.GA.UAA..GGAC.GCAAAGCCG.U.GGGUCUAAG..GGAAGAUAU...........................
Pfe-1-4 AGAAUUAAACA................AAUAAAUAUUUAGCAAA.CU.CA.UCCAAA.GG.UGG..GGAC.GCAAAGCUA.U.GGGUCUAAG..GGACUUUAUAU.........................
Pfe-1-5 AUAUUGAAAAG...................AAUAUUUUGGCAAA.CC.AA.UUGAAA.GG.UUG..GGAC.GCAAAGCUA.U.GGGUCUAAA..GACGAGUUG...........................
Pfe-1-6 AUGAAAGUAAG..................UAAAUAUUUGGCAAA.CC.UG.UCGAAA.GA.UGG..GGAC.GCAAAGCUA.U.GGGUCUAAG..GACAGAGG............................
Pfe-1-7 AAAUUCAAUAC...CA...UUG.A..A......CGAUCGGCAAA.CU.UA.GCGAAA.GU.UAA..GGAC.GCAAAGCUA.U.GGGACUAAC..GAUUUUUA............................
Pfe-1-8 CAUAGAAGAAA......A..........UACCAUAAUGAGCAAA.CC.AA.CCUAAA.GG.UGG..GGAC.GCAAAGCCA.U.GGGUCUAAG..GAUGUUACA...........................
Pfe-1-9 UAGAACAAAAA........AA..UU.A......UAAUUGGCAAA.CU.UG.UCGAAA.GA.UAA..GGAC.GCAAAGCCG.U.GGGUCUAAA..GAGCUAU.............................
Pfe-1-10 UUUCAAAGUUA.....................AUAUUGGGCAAA.CU.UA.CUGAAA.GG.UAA..GGAC.GCAAAGCCG.U.GGGUCUAAG..GAAUUG..............................
Ipo-1-1 AAAAAAUAAAU....A.ACUC..C..G......AAAAAGGUAAA.AC.AG.GAGAAA.UC.CUG..UGAC.ACAAAACUA.UAGGGUCUAAU..UCUUUCUUAA..........................
Ipo-1-2 AAUUAUAUUAU........AU..AUAG......AAAAAAGCAAA.CC.UU.UGGAAA.CA.AAG..GGAC.GCAAAGCUA.UAGGGCCUGU.....AAGAU.............................

...........<<<<<.<.<<..<..<............<<....<<.<<.<<.....>>.>>>..>....>>..<<<<..<.<<<<<......<<..................................
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Ipo-1-3 UUUCAAGUGAA...............U......UAUUUGGCAAA.CU.AA.UGGAAA.CG.UUA..GGAC.GCAAAGCUA.UAGGGCC........UUUAAAAU..........................
Ipo-1-4 CUAUCAAAAAA...............U.......AUUCGGCAAA.CU.AA.UGGAAA.UG.UUA..GGAC.GCAAAACUA.UAGGGCC........UUUAAAAU..........................
Ipo-1-5 UAUAUUAAAAA....................AAAUAUCGGCAAA.CC.AU.UGGAAA.CA.AUG..GGAC.GCAAAACUA.UAGGGCC........UUUAAAAU..........................
Fsp-1-1 AAACGAUUCAA.......ACA..GUUU.......UUAUGGCAAA.GU.AA.UGGAAA.CA.UUA..CGAC.GCAAAGCUA.UAGGGCCUGU.....AAAAU.............................
Ful-1-1 AAACGAUUCAA.......ACA..UU.U......UUUAUGGCAAA.GU.AA.UGGAAA.CA.UUA..CGAC.GCAAAGCUA.UAGGGCCUGU.....AAAGU.............................
Fsp-1-2 AGUAUAUAUUA.........A..A..U.......AUUUGGCAAA.AU.AA.CAGAAA.UG.UUA..UGAC.GCAAAGCUA.UAGGGCCUGU.....AAAAU.............................
Fva-1-1 AAAAGUAUAUU....U.U.AA..U.........UUCUUGGCAAA.GU.AA.UGGAAA.CA.UUA..UGAC.GCAAAGCUA.UAGGGCC........UUUUAAAU..........................
Fva-1-2 GAAGUUAUGUU....................AAAAUUCGGCAAA.GU.AA.UGGAAA.CA.UUA..UGAC.GCAAAGCUA.UAGGGCCUGU.....AAAAU.............................
Fva-1-3 AUGAUUCAAAG......A.UA..U..U.......UUACGGCAAA.GU.AA.UGGAAA.CA.UUA..UGAC.GCAAAGCUA.UAGGGCCUGU.....UAAAU.............................
Ful-1-2 AAGUAUAUAUU............A..U......AAUUUAGCAAA.AU.AA.CAGAAA.UG.CUA..UGAC.GCAAAGCUA.UAGGGCCUGU.....AAGAU.............................
Fsp-1-3 AAAAUUAGUAU....A.U.AA..U..A......ACCUUGGCAAA.AU.AA.CAGAAA.UG.UUA..UGAC.GCAAAGCUA.UAGGGCCUGU.....AAAAU.............................
Ful-1-3 AAAACUAGUAU..AUU.A.UA..U..........CCUUGGCAAA.AU.AA.CAGAAA.UG.UUA..UGAC.GCAAAGCUA.UAGGGCCUGU.....AAAAU.............................
Ipo-1-6 GUAUUUAUAAA................ACUAUAUUAAUAGCAAA.CC.AU.UGGAAA.CG.AUG..GGAC.GCAAAGCUA.UAGGGCCUUUA....AUGU..............................
Hco-1-1 UAUGGAUGAGA........UG..UAUG......ACAAAGCUAAA.CC.CG.GAGCGA.UC.CGG..CGGC.AGAAAACUA.UAGGGUCUCA.....CGUA..............................
Hco-1-2 GCUCUAAAUAA....A.U.AA..U..G......UAAAAGGCAGC.GU.UA.GAGAAA.UC.UAAGCGUAC.GCAAAGCUA.UAGGGCCUGU.....AAAAU.............................
pKS-1-1 AUAGUCAAAAU....C.A.AAA.C..G......ACAAAGGCAAA.CC.CU.GAGUGA.UC.AGG..GGAC.GCAAAGUAA.A.GGAUCUUUA..AUCAUACUGGUAGAGGCGUAUCAUGAUACGCCUCUA
pKS-1-2 CUUUUUUAACA....C.A.GAA.C..G......AUAAAGGCAAA.CU.CU.GAGCGA.UC.AGA..GGAC.GCAAAGUAA.A.GGAUCUUUAAG..GCCCCAAAAUUAUCGCUGAA..............
pKS-1-3 AUCAUAGAUAC.......AGAA.C..G......AUAAAGGCAAA.CC.CU.GAGUGA.UC.AGG..GGAC.GCAAAGUAA.A.GGAUC......UUUAAUUAUACCGGUAGAAACGCAUCAUGAUGCGUU
pKS-1-4 AAAAUUAAGAC.......AGAG.C..G......AUAAAGGCAAA.CC.CU.GAGUGA.UC.AGG..GGAC.GCAAAGUAA.A.GGAUC......UUUAAUUACACUGGCAGAGGCGCAUCAUGAUGCGUC
pKS-1-5 AUAAAACAUCA......C.AUAAC..G......AUAAAGGCAAA.CC.CU.GAGUGA.UC.AGG..GGAC.GCAAAGUAA.A.GGAUC......UUUAAUCAUAGCCUGGCAGAGACGCAUCAUGAUGCG
pKS-1-6 AGAUAAAAUGU..AGU....A..C..G.....GAUAAGGGCAAA.CU.CU.GAGUAA.UC.AGA..GGAC.GCAAAGGAA.A.GGGUC......UUGGGAAGAGUGAAAAGAAGUAUAG...........
pKS-1-7 AAUGCGGUAAA....U.A.UU..C..G......ACAAAGGUAAA.CC.CU.GAGCGA.UC.AGG..GGGC.GCAAAGGAA.A.GGGUC......UUGUAGCCGUGAACAGUAUUUGUGAAUAGUGUUAGU
pKS-1-8 AAUGCGGUAAA....U.A.UU..C..G......ACAAAGGUAAA.CC.CU.GAGCGA.UC.AGG..GGGC.GCAAAGGAA.A.GGGUC......UUGUAGCCGUGAACAGUAUUUGUGAAUAGUGUUAGU
pKS-1-9 AGUGCGGUAAA....U.A.UU..C..G......ACAAAGGUAAA.CU.CC.GAGUGA.UC.GGA..GGAC.GCAAAGUAA.A.GGGUC......UUGUAACCGUGGAUAGUGUUCGUAAACAGUGUCAGU
pKS-1-10 AAUGCGUAAAG....U.C.UUC.C..G......AUAAAGGCAAA.CU.CU.GAGUAA.UC.AGG..GGGC.GCAAAGGAA.A.GGGUC......UUGUAACCGUGGACAGUGUUCGUGAACAGUGUCAGU
pKS-1-11 AGUAGAGAAAA......C.AU..UGUG......ACAAAGGCAAA.CC.CU.GAGUGA.UC.AGG..GGAC.GCAAAGUAA.A.GGAUC......UUGUAACAGUGGACAGUGUUCGUGAACAGUGUCAGU
pKS-1-12 AAGCGGUAAAA....U.A.UU..C..G......AUAAAGGUAAA.CC.UC.GAGUGA.UC.GGG..GGGC.GCAAAGGAA.A.GGGUCUUGUAACAGUGGACAGUGCUGGUGGGCAGUGUCAGUUUAAAU
pKS-1-13 GAGUAAAAACU.........AG.CAUG......AAAAAGGCAAA.CU.UU.GAGUAA.UC.AGA..GGAC.GCAAAGGAA.A.GGGUCUUGUAACCGUGGACAGUGUUCGUGAACAGUAUCAGCAUAAAU
pKS-1-14 AUAUAUAAUAC........AUUAC..G......AUAAAGGCAAA.CC.UU.GAGUAA.UC.AGG..GGAC.GCAAAGGAA.A.GGGUC......UUGUAAUAGUGGACAGUGUCAGUAUAAGUAAUAGAC
pKS-1-15 AUAUUAUAGGC........AUUGC..G......AUAAAGGUAAA.CC.UU.CAGCGA.UG.AGG..GGGC.GCAAAGGAA.A.GGGUC......UUGUAAUAGUGAACAGUGUCAGUAUAAGUAACAGAC
pKS-1-16 CUAUAGCAAGC........AUUAC..G......AUAAAGGUAAA.CC.CU.GAGUGA.UC.AGG..GGGC.GCAAAGUUA.A.GGAUCU.....CUGAUAAACCCACAAAGAGCAGAUAGC.........
pKS-1-17 UGCGGUACAAA....U.ACCA..C..G......AUAAAGGUAAA.CC.CU.GAGUGA.UC.AGG..GGGC.GCAAAGUGU.A.GGAUCUCAG..CUCAAGUCAUCUCCAGAUAAGAAAUAUC........
pKS-1-18 AAUAGAAUGCC......U.UUA.C..G......AUAAAGGCAAA.CC.CU.GAGUGA.UC.AGG..GGGC.GCAAAGUAA.A.GGAUCUUG...UAACAGUGAAAAGUAUUCGUGAACAGUGUCAGUUAU
pKS-1-19 CUUUUGAUAAA.......AGCC.C..G......AAAAUGGCAAA.AC.AU.UCGAAA.GG.AUG..UGGC.GCAAAGCUA.C.UGGCCUAAG..UCCUCUUACAG.........................
pKS-1-20 UUAAUUUUUGA......AACC..U..G......AUAAAGGCAAA.CC.AU.UCGAAA.GG.AUG..GGAC.GCAAAGCCA.C.UGGCCUAA...AUCUUCAUUAAG........................
pKS-1-21 GUUUAGUACGA.......ACC..U..G......AUAAGGGCAAA.CC.AU.UCGAAA.GG.AUG..GGAC.GCAAAGCCA.C.UGGCCUAAA..UCCUUCAUAAG.........................
pKS-1-22 GUUUAGUACGA.......ACC..U..G......AUAAGGGCAAA.CC.AU.UCGAAA.GG.AUG..GGAC.GCAAAGCCA.C.UGGCCUAAA..UCCUUCAUAAG.........................
Ssp-2-1 GAGGCGGCGAU......U.CGU.U..G........AAGGGCAAA.CU.GU.CGGCGA.CG.GCA..GGGC.GCAAAGCCU.C.CGGGC......UCCAAG..............................
Sch-1-1 AGCAGGGCGAU........CC..C..G......ACAGGGGCAAA.CU.GC.CGGUGA.CG.GCA..GGAC.GCAAAGCUU.C.CGGGC......UGUCAA..............................
Ssp-1-1 GGCGCUUGUUG....C.C.UU..C..G......CCAAGGGCAAA.CC.GU.CGGUAA.CG.GCG..GGAC.GCAAAGCCU.C.CGGCC......CCAU................................
Sin-1-1 GGAUCAGGAAG.......AUCC.C..G......AUAAUGGCAAA.CC.GG.CGGUGA.CG.CCG..GGAC.GCAAAGCCU.C.CGGCC......UUGGUGGC............................
Msp-1-1 AAAAGAGCAUA...UU.A.UU..A..A......AUAAAGGCAAA.UC.CAAAUGAAA.AU.UGG..AGAC.GCAAAGUUA.C.CGGUCUAAAG.AAAGCAUAUUCAAUAUGAAAUGCU............
Lch-1-1 G......AAAC......C.UAC....GAUCAAUCACAAGGCAAA.CG.GC.GUGAAA.GC.GCC..GGAC.GCAAAGCCA.C.GGGCCCUCAG.GCGAUUCAUCCGAUC.....................
Nsp-1-1 A.UAAAAUAAAUCAGG.....A.UUUG......AUAUUGCCACU.CU.UG.UCGCGA.GG.CAA..GUUC.GGAAAGCCUAC.GGAUC......UCCGCAAAC...........................
Sli-1-1 GGCUGUAAUAU......U.UCU.U..C......AACUUGGCAAA.CA.UG.CUGAAA.AG.UAU..GGAC.GCAAAGUCU.C.CGGCCUAAGG...GAA...............................
Nsp-2-1 UAAUUCCCUUC......A...C.AAAG......UUAAUGCCACC.CU.UA.CUGCAA.AG.UAA..GUCC.GGAAAGCCAAC.GGAUC........UCUUCAUUGA........................
Hgr-1-1 UCAGUUCUCAU......U.CA..UGAG.......GCAAGGCACA.CC.UGCGCGAAA.GC.CAG..GGUC.GCAAAGCUA.C.CGGUCUAC...GUCCAGAC............................
Nmu-1-1 AUAUUUCUGCC....G.U.A.C.C..G......UAAAAGCCACA.CC.CG.UCGCGA.GG.CGG..GGCC.GGAAAGUCC.C.GGAUU......UGCGCAAUUGAAGGGAACUCGCG.............
Mfl-1-1 G..AAUAGUCA....A.A.AA..U..G......UUAAGGGCAAC.CUUGG.UUGAAA.AA.CCAA.GGAC.GCAAAGUCA.C.CGGUCUAAG..GUAAGCAGCUUGCU......................
Rfe-1-1 U..AUAAUGCG......U.CCAA...G.....UUCAAAAGCACA.CC.CGAUCGAAA.GA.CGG..GGUC.GCAAAGCUU.C.CGGCCUGA...CGCAUUCGUG..........................
Oba-1-1 AAGAUAGAAUA......U.UG..C..G.......GCUGGGCAAA.CU.UA.CUGAAA.AG.UAA..GGAC.GCAAAGCCU.C.CGGCCUACG..GUCUUCACGG..........................
Msp-2-1 ACUGACCGCCG........UU..AUUG........AAAGGCAAA.CC.UG.CUGAAA.GG.CAG..GGAC.GCAAAGUUU.C.CGACCUAAG..GGCAUAUG............................
Msp-3-1 ACUUAGCGCCG........UU..AUUG........AAAGGCAAA.CC.UG.CUGAAA.GG.CAG..GGAC.GCAAAGUUU.C.CGACCUAAG..GGCGCAUG............................
Sli-1-2 CUGGCAUGUCG........GU..AUUG......AUAAAGGCAAA.CC.UG.UUGAAA.AG.CAG..CGAC.GCAAAGUUU.C.CGGUCUAAGG...CAAAAAA...........................
Msp-3-2 GCGUUAAUAGA....U.G.CA..U..G.......AAAAGGCAAA.CCCGU.UUGAAA.GA.ACG..GAGACGCAAAGCUA.C.CGGUCUAAG..GAGCAA..............................
Msp-2-2 GCGUUAAUAGA....U.G.CA..U..G.......AAAAGGCAAA.CCCGU.UUGAAA.GA.ACG..GAGACGCAAAGCUA.C.CGGUCUAAG..GAGCAA..............................
Dac-1-1 UUUACCUACAA........UU..UGCG.......CACCAGCACA.CC.CGUACGAAA.GG.CGG..GGUC.GCAAAGCCU.C.CGGUCUACC..CCCGCCCUUUGACGGGCG..................
Bba-1-1 AUCAUUACAUC.CAGU.U..U..C..........AUUUCGCAAA.CC.AC.GUGAAA.GC.GUG..GGAC.GCAAAGCCU.C.CGGCCUACA..GCGCGCGCAGC.........................
Neu-1-1 A.UCAUGCUGU......A.AC..C..G......ACAAAGGCUAA.UC.UG.UCGUAA.GG.CAG..GGGC.GCAAAGUUU.C.CGGUC......CUGAUCCAUGAUC.......................
Neu-2-1 C..AUCAUGUA....G.A.AC..C..G......ACAAAGGCCAA.CC.UG.UCGUGA.GG.CAG..GGGC.GCAAAGUUU.C.CGAUC......CUGAUUGCAUC.........................
Hgr-1-2 ACUAGAAUGCG........GAU.C..A.....CACAAAGGCACA.CC.CGAGCGAAA.GC.CGG..GGUC.GCAAAGCUU.C.CAGUCUAAA..GUAGCUCGCGGACCGCGAGCC...............
Hgr-1-3 GUUGCCUAUAC....U...UU..CUUC.......CCAAGGCACA.CC.UGUCCGAAA.GG.CGG..GGUC.GCAAAGCCA.C.CGGUCUAACG.CAGCGGCGCGAAGCGCAC..................
Asp-3-1 CUAUACUGAAA....A.GCAC..U..G.......AAACGGCACC.CC.CGUGCGAAA.GC.CGG..GCCC.GCAAAGUCA.C.CGGUCUACC..GGUACCGAGAGCAUGUCUCGGCA.............
Bba-1-2 GAGCUGUCAAA....G.G.UC..U..G......UCAAGGGCAUC.CC.GC.GCGAAA.GC.GCG..GUGC.GCAAAGUCA.U.CGGUCUAAA..GGGCUUCGGU..........................
Nmu-1-2 GCUGCAAUUUU...UA.A.UC..U..G......UAAAAGGCAAA.UC.UC.GCGAAA.GC.GGG..GGAC.GCAAAGUCA.U.CGGUCUACC..GGGCUCAAGGC.........................
Nsp-1-2 CCCAAAGUCGC......A.CUA.U..G......AAAAAGGCAAA.CU.CU.GCGAAA.GC.GGG..GGAC.GCAAAGUCA.C.UGAUCUAAA..GGGCAAAUGC..........................
Nsp-2-2 AUAAGUAUUGC..........AAUUUG......AAAAAGGCAAA.CU.CU.GCGAAA.GC.AGG..GGAC.GCAAAGUCA.C.UGAUCUAAA..GGGCAAAUAC..........................
Nsp-1-3 GUUAGUUCUGU......AACU..U..G.......AAAAGGCAAA.CU.UU.GCGAAA.GC.AGA..GGGC.GCAAAGUCA.C.UGAUCUAAA..GGGAAAGCUC..........................
Tde-1-1 GUUAUUGAUGG...AA.U.CC..C..G.......AAAGGGCAAA.CC.CG.CCGCGA.GG.CGG..GGGC.GCAAAGCGA.C.CGGUC........UCGAAAGA..........................
Asp-3-2 AGGAUCGGCCG............C..A.......CAAAGGCACA.CC.CGUACGAAA.GU.CGG..GGUC.GCAAAGCUU.C.CGGUCUGAGA.CCUCGUGCGCGAGGG.....................
Aar-1-1 GCGCUGUCGGC...AG.C.UC..U..G......AAAAAGGCAAA.CC.CG.UCGAAA.GG.CGG..GGAC.GCAAAAUCA.C.CGGUCUACAG.GGGUCGC.............................
Dsu-2-1 CUAAUGUUGGC........GCC.AUUG......AUAAAGGCAAA.CC.CGUACGAAA.GG.CGG..GGGC.GCAAAGUCA.C.CGGUCUACC..GGGCGUCGGCAAGGGCGC..................
Mun-1-1 UUAAGCGAUUC.....GA.AG..CU.G......AAAAAGGCAAA.CC.CG.UCGAAA.GG.CGG..GGAC.GCAAAGUCA.C.CGGUCUAAU..CCGCGCGUGCGC........................
Sli-1-3 CAGCAGUAAAC.......................UAAUAGCAAA.CC.UA.UUGAAA.GG.UAG..GGAC.GCAAAGUUU.C.CGGUCUAAG..GGGUCUGCAAAGC.......................
Sde-1-1 UAUUUUUAUAG....U.A.AC..C..A......AAAAAGGUAAA.CC.CA.UCGAAA.GG.UGG..GGGC.GCAAAGUUU.C.CGGUCUAAG..GGGCGAAAGC..........................
Jsp-1-1 AUGCAUGAUUA........AU..UCUG.........AGGGCAAA.CC.CG.UCGAAA.GA.CGG..GGAC.GCAAAGCCA.C.CGGCCUACC..GCGCGCAAGC..........................
Mun-1-2 GAAGUCCGAAC......ACAGC.U..G.....AACCAGGGCAAA.CC.CG.UCGAAA.GG.CGG..CGAC.GCAAAGUUU.C.CGGUCUAAC..GGGUGACAACAC........................
Rge-1-1 GCCGCCGCAAG......GCGGC.C..G........AUGGGCAAA.CC.CG.GCGAAA.GC.CGG..GGAC.GCAAAGCUU.C.CGGGCUACG..GGCGGCAACG..........................
Rbe-1-1 GCCGCCGCGAG.....GC.GGC.C..G........AUGGGCAAA.CC.CG.GCGAAA.GC.CGG..GGAC.GCAAAGCUU.C.CGGGCUACG..GGCGGCAACG..........................
Rge-1-2 CGCUUAGCAUG......C.GC..C..G.....CAUCAGGGCACA.CC.CGUGCGAAA.GC.CGG..GGUC.GCAAAGCUU.C.CGGUCUAAC..CGUCCCCCCGAGCGGGA...................
Bsp-1-1 GGAUGCCGUUA...GC...GC..A..G.......UUUGGGCAAA.CC.CG.GAGCGA.UC.CGG..CGAC.GCAAAACUA.UAGGGAC......UCCCUUGCGG..........................
Bph-1-1 GAUGCCGUAAG......C.GC..A..G.......UUUGGGCAAA.CC.CG.GAGCGA.UC.CGG..CGAC.GCAAAGCUA.CAGGGAC......UCCCUUGCGG..........................
Rso-1-1 UCGACUGCAUC........CU..GUUG.......CAUUUGCAAA.GC.UG.GAGUGA.UC.CGG..CGAC.GCAAAGCCA.GGGGGAC......UUCCGUAUCGG.........................
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Rsp-1-1 GGGUUCUCACC........CA..GAGG.......UCUGGGCAAA.AC.CG.GAGUGA.UC.CGG..CGAC.GCAAAGCUA.UAGGGAC......UUCGCUGGACG.........................
Rpi-1-1 GGGUUCACACC........CA..GAGG.......UCUGGGCAAA.AC.CG.GAGUGA.UC.CGG..CGAC.GCAAAGCUA.CAGGGAC......UUCUCCAGAAG.........................
Sde-1-2 UUCAGGACACU........U.U.CAGG......AUUAAGCCACA.CC.CG.UCGCGA.GG.CGG..GGUC.GGAAAGCCA.C.GGGUCUUAG....AACAA.............................
Sli-1-4 UUACACAUCAA....C.G.CC..U..G.......CAAGGGCAAA.CC.CG.UCGAAA.GG.CGG..GGAC.GCAAAGUUU.C.CGGGCUAAAG.GACAUGUUCCUAUUCGACAUCAGG............
Nmu-1-3 GUUAUAGCCGG........UCAGG..A......ACAAAGCCAAA.CC.CG.UUGCGA.AG.CGG..GGAC.GGAAAGCUG.C.GGGUC......UCCAAGCAAGCG........................
Ssp-3-1 ACGGUUAUACU.....GU.AU..U..G......AAAAAGCCAAG.UU.CA.UCGCGA.GG.UGG..GUAC.GGAAAGUUA.U.GGGUCUCA.....CGUA..............................
Ssp-4-1 UUAAAGUAUGA....U.A.CGA.U..G.......AAAAGCCAAA.CC.UG.CUGUGAAAG.CAG..GAGC.GGAAAGUUG.U.GGGUC......UUCAUUUUG...........................
Ssp-3-2 A...CUAAUUA........UUACUUUA......AUAAAGCCAAA.CU.AU.CUGUAG.AG.AUA..GGAC.GGAAAGCAA.U.GGGGCUCAA....GUA...............................
Cba-2-1 AUACUCUCUGU.........U..AUUG.....UAUUUAGCCAAA.CU.UA.UUGCGA.AA.UAA..GGAC.GGAAAGCUG.U.GAGUCUUA...AAUUUUGUGUAAAA......................
Nsa-1-1 AGAAUAGGCUG....U.U.UCGAU..G......UUAAGGCCAAA.CC.CG.CCGUGA.GA.CGG..GGAC.GGAAAGCCA.U.GGGUCUAAGG.AGAGUGUCU...........................
Nsa-1-2 AAAUAUAAAGC....U.A.CU..A..G......AAAAUGCCACC.CC.UG.UUGCGA.GG.CAG..GUUC.GGAAAGCCA.U.GGGUC......UUUGAUACUGUCACUUGGCAGUAAAU..........
Ssp-3-3 AUAAAAAUUGA........UA..A..G.....AUAAAUGCUACA.CC.UG.UUGUGA.GG.CAG..GGUC.AGAAAGCCA.U.GGGUC......UUUCAUACUAUCAUUUGAUAGUAACA..........
Ssp-4-2 AAUUGUCUAAA.........AAAU..G......AAAAAGCCAAA.CU.UG.UUGUGA.GA.CAG..GGAC.GGAAAGUUA.U.GGGAC......UUUAGAAU............................
Sau-1-1 ACGUGUUAUUA........AA..CUAU......AAUUUGCCAAA.CU.UA.UUGUGA.AA.UAA..GGAC.GGAAAGCUU.U.GAGUCUUAA..UUAGUAAAUU..........................
Ssp-3-4 AUAUGAUACUU........UU..G..U.....AAAAAAGCUACA.CC.UG.UCGUGA.GA.CGG..GGCC.AGAAAGCCA.U.GGGUCUUGCA.UACUCUAUUUAUAGAUGUGGA...............
Ssp-3-5 UUAUUUUCACA....U.U.U.A.A..G......AUAAAGCCAAA.CC.UU.UUGAAA.AG.AAG..GGAC.GGAAAGCCU.A.GAGUC........UUUUAGA...........................
Ssp-3-6 UAAUUUAGUAU...UA.C..AG.A..G......AAAAAGCCAAA.CU.UA.CUGUGA.AG.UAA..GGAC.GGAAAGCCA.U.GGGUCUCU.....AGCA..............................
Ssp-3-7 AUAUAAUGUAU................CAUAAUAUAAGGCUAAA.CU.CA.UUGUGA.AG.UGA..GGGC.AGAAAGUUA.U.GGGUCUCAA....UGCA..............................
Ssp-3-8 UAAUACAUAAC.....GU.UAAAU..U.......AAAAGCUAAA.CU.CA.UUGUGA.AG.UGA..GGAC.AGAAAGCCA.U.GGGUCUUA.....UAAA..............................
Ssp-3-9 AAAUCAAUUAU....U...AAU.G..U......UAAAAGCUAAA.CU.UG.UUGUGA.AG.CAA..GGAC.AGAAAGUCA.U.GGGUC......UUUAGUGCA...........................
Ssp-3-10 CCCAUAUACCU........UC..AUUG......AAAAAGCUAAA.CC.UA.UUGUGA.GA.UAG..GGGC.AGAAAGCCA.U.GGGUCUUA.....UUUUUGA...........................
Ssp-3-11 AAGGUAAAAAG............AUUG.......AAAAGCUAAA.CU.UG.UUGUGA.AG.CAA..GGAC.AGAAAGUCA.U.GGGUCUUGA....UG................................
Ssp-3-12 AUUUAUUAAAUAUUAU.......U..G.......UUGUGCCAAA.CU.UG.UUGCGA.AG.CAA..GGAC.GGAAAGCCU.C.CGGUCUCA.....AGUA..............................
Ssp-3-13 UUUUCAUCAAG......U.U...AGUG.....AAAAAAGCCAAA.CC.UG.UUGUGA.AG.UAG..GGAC.GGAAAGCCA.A.GGGUC......UCAAUUUUAAU.........................
Ssp-3-14 AUGAUACAAUG.......AU.GCA..G.....UAAAAAGCCAAA.CU.UG.UUGUGA.AG.CAG..GGAC.GGAAAGCUA.C.GGAUC......UUAUUUUAUGUAGAU.....................
Ssp-3-15 ACUUUUAAAUA...G....UAU.U..G......AUUGAGCCAAA.CU.UG.UUGUGA.AG.CAG..GGAC.GGAAAGCUA.U.GGGUC......UUAUGAAAU...........................
Ssp-3-16 AAUUCAAACUU.A.......U..UUUG.......UUGUGCCAAA.CU.UG.CUGUGA.AG.CAA..GGAC.GGAAAGCUA.U.GGGUC......UUUAAG..............................
Ssp-3-17 UUUUUAAAUAUUAU.........UUUG.......UUGUGCCAAA.CU.UG.UUGUGA.AG.CAA..GGAC.GGAAAGCCA.U.GGGUC......UUACACUGUA..........................
Ssp-4-3 G.UACUAU............A..U..UAUCUAAUAUAUGCCAAA.CC.UG.UUGCGA.AA.CAG..GGAC.GGAAAGCCA.C.GGGUCUC......AUGAA.............................
Ssp-3-18 GUUUCAGAAAU......AAAA..G..U......AUUAGGCCAAA.CC.UG.UUGUGA.AG.CAG..GGAC.GGAAAGCUU.C.AGGUC......UUUUGAAAAG..........................
Sku-1-1 UAAAAAAAAUG.................AAAAUUCAAAGCCAAA.CC.UG.CUGUGA.AG.CAG..GGAC.GGAAAGCCG.C.GGGUCUC......AAAGCGA...........................
Ssp-4-4 AAUUUAAAGAA......U.GAA.A..G......AAAACGCCACC.CC.UG.UUGCGA.AG.CAG..GUUC.GGAAAGCUA.U.GGGUCUUUG....AUGCUGUCGCCUGGCAGCAGACGAGAA.......
Ssp-4-5 AAUAAUAUAUA....C...UA..AAAG......AGAAAGCCUC..CC.UG.UUGCGG.AG.CAG..GUCC.GGAAAGCUA.U.GGGUCUGUGA...GCUGUCAUGUGACAGCAGA...............
Ssp-5-1 AUGAACACACA........AA..AAAG......UAAAAGGCAAA.CC.CG.UCGAAA.GG.CGG..AAUACGCAAAACUA.UAGGGUCUUAC..CCCGUCA.............................
Ssp-5-2 AUUAACACACA........AA..AAAG......UAAAAGGCAAA.CC.CG.UCGAAA.GG.CGG..AAUACGCAAAGCUA.UAGGGUCUUAC..CCCGUCA.............................
Ssp-5-3 UUAUGAACACA.......CAAA.A..G......UAAAAGGCAAA.CC.CG.UCGAAA.GA.CGGA.GCGC.GCAAAGCUA.UAGGGUCUUAC..CCCGUCA.............................
Tli-1-1 UUACUAACUGA......A.AGC.U..G......ACAAGGGCAAA.GC.AG.GCGAAA.GC.CUG..CGGC.GCAAAGCCC.A.GGGUCUAAG..GCGCACAUUUCGC.......................
Tli-1-2 CGGAAUAAGAG....A.A.UC..C..G.......AAAGGGCAAA.AC.CG.CCGAAA.GG.CGG..UGGC.GCAAAGCCA.A.GGGUCUAAA..GCCUUUAAAG..........................
Ssp-5-4 UCAAUGUAAAU...UA.U.CA..C..G......AAAAAGCCACA.AC.UG.CCGAAA.GG.CAG..UGCC.GGAAAGCCA..AGGGUCUAAG..ACGAAA..............................
Ala-1-1 G.....ACAAA....C...GU..CAAG....AUUAAAAGGCAAA.CU.UA.AGGUAA.CU.UAA..GGAC.GCAAAACUA.AAGGGUCUAAU....UAGUAAUA..........................
Ala-1-2 C...AUACAUC........CA..A....AUUAAUAUUUGGCAAA.CU.AU.AUGAAA.AU.AUA..GGGC.GCAAAACUA.UAGGGCCU......UG.................................
Ala-1-3 AAUAUGAGCGU....A.U.CA..U..A......AAAAAGGCAAA.AU.UA.GGGUAA.CU.UAA..UGAC.GCAAAACUA.CAGGGUCCAAA....UUA...............................
Mba-1-1 UCAUGGCGUUC...................AUAAAUAUGGCAAA.CU.CU.UUGAAA.AA.AGAA.GUAC.GCAAAGCUA.UAGGGCCU.....UCAUCAAUUAU.........................
env-1 UCAUGGCGUUC...................AUAAAUAUGGCAAA.CU.CU.UUGAAA.AA.AGAA.GUAC.GCAAAGCUA.UAGGGCCU.....UCAUCAAUUAU.........................
env-3 UCAUGGCGUUC...................AUAAAUAUGGCAAA.CU.CU.UUGAAA.AA.AGAA.GUAC.GCAAAGCUA.UAGGGCCU.....UCAUCAAUUAU.........................
env-5 AAAAGUAUAUU....U.U.AA..U.........UUCUUGGCAAA.GU.AA.UGGAAA.CA.UUA..UGAC.GCAAAGCUA.UAGGGCC........UUUUAAAU..........................
env-7 AAAAGUAUAUU....U.U.AA..U.........UUCUUGGCAAA.GU.AA.UGGAAA.CA.UUA..UGAC.GCAAAGCUA.UAGGGCC........UUUUAAAU..........................
env-11 AUGAUUCAAAG......A.UA..U..U.......UUACGGCAAA.GU.AA.UGGAAA.CA.UUA..UGAC.GCAAAGCUA.UAGGGCCUGU.....UAAAU.............................
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Ama-1-1 ........................................GGCAU.GAUGGUC.GUUAAUAC..C...GAAG.G.G.......ACUUUAUUUUUAUGGUGGGUACAUUACCCUACGCUUUAGUACGCACCAUAGCCGAACAACACAAUUCUUGCAGUUUCUACCAAUAUCUCGAGAUCUA
Ama-1-2 ........................................GGUAU.GGAUGCU.GCUAGUGU..C...GAAG.G.G.AC......UUUCCUUAAUCUCAGUG.GAUGCCCUCUGCAAUAUCUUUUGCAGAGGGCAUUGCUGCUUUAAAGCGUUUUAAUCGAUUCGCUUAAGUUCAGAGAA
Rba-1-1 ........................................UUCAG.GAAAGCC.G.AGUUGC..CGUGGAAA.G.A.......ACUCUACGUCGUUUC.....GAUGUGAAACACGUUUGAGUUUGAACCGAGGCUUGUCAGUUUGAUUUCCAUUGACGAAGGCUGUUGUCACCUGGGUC
Pst-1-1 ........................................CCGAU.GGUAGCC.U.GGCUGC..C...GAAA...G.GG....UGUCGACGAGUUGGAACUACAUCGCACAGCGAUGUGCCUCCAGUUACGAGACGACCUGACAGGCGAGAUAACGAGAACGAGGCGAGCUUCGUCUGUU
Bma-1-1 ..............................................GGACGCC.A.GGCUGC..C...GA...A.G.GGU...GCGCUCGCGAAUGUUCGCGGCGGUAAGAACCACGGAGGCGAGAGUGAGGGACAUGGCGAAAUUCGUCGUAGGUUGAUUUUCAGUUGCAUUUUGCAGG
CMe-1-1 ........................................CU....GACAGCG.G.GGUUAC..C...GAAG.A.A..A....GGAAGGGCGGCACCACCCACCGCUCCUCUCGGAAAGCGACCUUCCGACAAGGAGCGGUGUUCAUGAAAACUACAGUUGCUGUCGCCUUGGCUCUCAC
Ami-1-1 ..............................................GCUGGCU.G.GGCUAC..C...GACC...U.......UGGGGAGAACCUUCUUAAUGCGCAACAUGAUGCAGCUUCUUGGUGGAAUCGCUGUCGCUGGUGUCGUCGCGGCCGGAAGCACCGCCUUCACCGCCUC
Asp-1-1 ..............................................GUCGGCU.G.GGCUAC..C...A....C.C.GA....ACGAACAGGGGAACAGAUAUGCGCAGCAUGCUUCAGCUCGUGGGCGGCGUCGCGGCGGCCGGCGUGGUUGCCGCCGGAGCCACCGCUUUCACCGCGC
Cfi-1-1 ..............................................GUCAGCC.G.GGCUGC..C........G.A.CC....AGGGGGCCUUCCACAUGCACGCCAUGCACUGGCGCGCGCCCGCGCGCACGCUCGUCCGCACCCGCACCCGCACCCACACCCGCACCCGAAUCCGCAC
[gi-1-1 ........................................AG....GUCAGCC.G.AGCUAC..C...GAAC.G.A.CA....GGAGAGAUCGAUCAUGGCGAUCACCACCUCGCACACCGAGUCCCAGCUGCAGCAGGGCGCCCUUCUGACCCCCGGUGAGGUCGCGGUGCUGUUCCGC
Cfl-1-1 ..............................................GUCAGCC.G.AGCUAC..C...GAAC.G.A.C.....AAGGAGUACAGCCCAUGGCUCUUCACACCACCGAGGCCCCCCUCACGCAGGGCGCCCUGCUCACCCCCGGCGAGGUCGCCGUCCUGUUCCGCGUCGA
[gi-1-2 ..............................................GUCAGCC.G.GGCUAC..C...GAAGA..........GACAGGAAGUUUCAUGGACCAGACCGGGUUCCCCCUCGAGCCGUCUCAGUCCCCCUCCCUCAGCCCCGCAUCGUCGCCGCUCGCCCGCGCUCAGGCG
Cfi-1-2 ..............................................GUCAGCC.G.GGCUAC..C...GAACAG.A.......CAGGACCCGUCAUGGACUCCCGUGGUUUCUCCGUCGACCCCUCCGACGCCACCCCCUUCAUCCUUCCGGCUUCGCGCCUGCAGGCCUGGGUGGCCCU
Cfl-1-2 ..............................................GUCAGCC.G.GGCUAC..C...GAAC.G.A.......AGGGGUUCGUCAUGGACCAGCGCAACUCGGCCGCAGAGCCGCACGAGGUCCGGCCGCAGGUCAUCCCGCUCGGCCGCUGGGCAGCCAUCGCCGCCCG
Cfi-1-3 ..............................................GUCAGCC.G.AGCUAC..C...GAAC.G.A.CA....GGAGAUCCAUCAUGGCCGUGACCACCCCCGCCACCGACGCCCCGCUCUCGCAGGGCGCCCUUCUGACGCCGGGUGAGGUCGCCGUCCUGUUCCGCGU
Asp-1-2 ........................................GA....GGUUGCC.C.AGCCGC..C...GAAG...G.A.....GACAGGAAGAGAAUGGGUCAUCGACCAAUCCAAGCGGCGUCGCACGAGCGAGUGCCGUUCACGUUCUGGGGACGACCUCGGAUCCGGACAGUUCUGG
Ami-1-2 ........................................GA....GGUAGCC.C.AGCCGC..C...GAAG.GAG.......AAAGAAACACAUGCGCUAUCCACAAGCCCAUGCGGCCAAGAGCGGCUCGAUUCCGUUCGCGCUGCGUGGUAAGAAAUCCAUGCGGACCGCCCUGUCC
Gob-1-1 ........................................CA....GGUCGCC.U.GGUUGC..C...GAAG.G...G.....CAUGGCGGUGAAAACCUGUCCAUCCCUGGGGGCGUGGGGUCACACCCGCUCCCCUCCGCGCGCCGGAACACGGGCUCACGCCCGGUGCCGCCAGCGC
Esp-1-1 ........................................CG....GCUAGCC...AGUUGC..GAUCA....U.........CAUUCCUGUCGUGAGCGACCCAAAACCUAUGGCAAAGGCGGGUCGCUUUUCUGCUGUGACUGCUUGAAUCGAAGUAGGGCGCGCGAACUAACGCGAC
Esp-1-2 ........................................AGAAG.GCCAGCC...AGUUGC..A........C.G.UG....AAUUUUCGCCUGUGAUUCGCCUAUCGGCCCUCUUUUCUUUUUGGGUUCAACACGUCUUAGAUUUCGGGUGAGACGCGCUACAUGCGCGCUCGUUCUU
Esp-1-3 ........................................GAUGG.GUCAGCC...AGCUGC..GGUCU....U.........UCUUUUCGCGCAGUAUCCUACCAAGUAGGGGCCAUUCCGUCGAAGCAUAGGUCCAGCGUGGAAGGCACCCAAAUGCACACUAAACGUUCGAGUAAAG
Oul-1-1 ........................................AU....GGCAGCC...AGCUGC..G...G....U.U.U.....CUCUGAGGGGAUCGUGGCUGGUUUUUCAUACGUCGUGGCCUGUCUGUCCACAGGAGGAGGAUUAUGUCCAUCACAAGCAAGCUAAGCAGGGUCCUGA
Oul-1-2 ..............................................GGCAGCC...AGCUGC..A...A....U...U.....UUCUCUGGUAGGGAGGACGGCGUGGCUGUUUUCUGCAUAAGGUCGAAGAUCGACGCGCAUUCACAGGGUGCGCCAUGCCGUGGGGAAGUCUGUCCCG
Osp-1-1 ..........................................GGG.GGCAGCC...GGCUGU..U...U....U.U.......GCGCGAAGUCGUCGGACGAGCACACAUAGCUGGGAGGACGGCACACCAAUUAUCCCAAAGCCGGCGUCAGCCGGAUGAAUAGGGAGCGAAGAUAGUA
Sex-1-1 ..............................................GGCAGCC...AGCUGC......GA...U.U..CU...CUCAAGGGUUGCGGCUGGCUGCCGCUUGUUUUACUGCGAAGGAGGGGGCAUGAAGGCGUUCGCCAUCGUGUUCGCGUCGAUCGUUCUGCUCGCGUGC
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Esp-1-4 ........................................GGCAU.GGCAGCC...AGUUGC.....................AAAGAACGAGUGAGGGACUGUACUCAGUUCCGGCUGUUUUGCGCGCUGGCCGGCAAGGGAGUACGGUAUGAACGCGAAACGAUCAUUCUUAGUCGGC
Sex-1-2 ..........................................UAU.GGCAGCC...AGCUGC..AACU...............CUCGUAAAGGUUGCGGCUGGCUGCCGUUUUGUAUAGCGAAGGAGGAGGCAUGGGGGGGGGUUCUCCGCUUUUAGAGCUCACUGCCUCGCUGCGUGCA
Cba-1-1 ..............................................GGCAGCC...AGUUGCA.CA..GUU............CCCCUUUCGGGGAGCCACUGCAGCUGGCUGCUUUUUUAUUCUCCGGUUCAGCUUGCAGGUUUUGCUCGCCUUGCGUUGUUGGCGAGCGGGGGUCAUA
Cwo-1-1 ..............................................GGCCGCC.G.GUCCGC..C...GAAA...G..G....ACGUCAGAUGUCACCAGCU.CACCAGUGCGCGCGCCCCAAGCGGCGUGCGCUCGCCGCCGCAGCGCUCGCCGCCGCAGCCACAGCCGUCGCCGGGCC
Psp-1-1 ........................................GA....GGAAGCC.G.GGUCGC..C...A....C.C.GG....GGUGCAGUGAUGGACCCCGCGGCAGGAGUCGCGGAGCUGGCAGCAGGAGAACCACAAGGUCCACCACACAGGAGCACAACGUGUCUUCAUUCAUCCA
Sth-1-1 ........................................GA....GGCCGCC.A.GGCUGC..C...AGCA.C.........UCAAGACAGCAGCGGGUCCGAGUGCGGUAUUCCGCCCCCUCCUCCCGGGACGCCAAAUCGGUGGCACAGGGAUUGGGAGUGGAGCGGAAAUAUGAAG
Nho-1-1 ........................................GA....GAUGGUC.A.GGCUGC..CAGU.......G.AU....GGCGGAUAGGCAUCUGUU..UGCCUGUCGCGUUCCGCGCACGCUGGGAAUGCCUCCGGCAUACCCGCCACCGGCGGUCGAGUGGAGCAGACAGGUGA
Nho-1-2 ..............................................GUUUGCC.C.CGCUAC..C...GAAG.C.G.A.....GACGAGCCGUACGCAGGCCCGCCUGUUCUGCCCGUUCCCGGUCGGAAUUCGCGGUUUUUUGUCUGCCGUGCGUCGUAGAAGGGCCCGAACCGAUGUC
Nho-1-3 ..............................................GUUUGCC.C.CGCUAC..C...GAAG.C.G.A.....GACGAGCCGCACGCAGGCCCGCCUGUUCUGCCCACUUCCGGCAGGGCCUUAUGGAUUUUCCGCCUGUCGUGCAUCGUAGAAGGGCCCGAACCGAUGU
Asp-2-1 ........................................GGCAU.GAUGGUC.GUUAAUAC..C...GAAG.G.G.......ACUUUAUUUUUAUGGUGGGUACAUUACCCUACGCCUUAGUACGCACCAUAGCCGAACAACACAAUUCUUGCUGUUUCCACCAAUAUCUCUAGAUCAA
Csp-1-1 ........................................GGUAU.GGACGUCUC.UGAUGC..C...GAAG.G.G.A.....UUUUAUAAUCAGACAAUUU.AAUACUUGCCGGGGUUCAAACGCCAUGGCUUUUGCCGAUCACCCAGUGGCGCCUAAAGUAGCGGGACAGUGUCGUUU
Csp-1-2 ..........................................UAU.GGAUGUG.C.UAAUGC..C...GAAG...G.AC....UUUUCUUUAAGAUCCCAU..CAGCUCUUCCGGCGUUGGGAACAGUUUUCCAUUGACAGUCUGGACAAACAACAACCUGGUCAUCGCAGCUAUAGCAA
Csp-1-3 ........................................GGUAUGGACAGCA.C.UAAUGC..C...GAAG...G.AC....UUUUCCUCUAAUUUUUAG..ACGUACGCCUGGACAUCAGGACUUAUCUUUAUCGUUCCAAAAGGGACAUAUUGACAAACAUCAUCUUUGUUGAGGGA
Csp-1-4 ..............................................GGAUGUG.U.CAAUGC..C...GAAG...G.AC....UUUCUCUCAACCUCCCAU..CAACUUUGCAGGGAUGGGAACGAGUUUGCAUCUUAUGGUCUACCGACCUCAACAGUCCCCGUAGGCUUGGUCUUUUG
Csp-1-5 ..............................................GGAUGUG.U.CAAUGC..C...GAAG...G.AC....UUUCUCUCAACCUCCCAU..CAACUUUGCAGGGAUGGGAAAGAGUUUGCAUCUAUGGUCUACCUCAACAGUCCCCUUGGGCUUGGUCUUUUGCUGAU
Csp-1-6 ........................................GGUAU.GGCUGUG.C.CAAUGC..C...GAAG...G.AC....UUUUCUCUUAGCUUUUCA..GGGGAUUUUUGUAGCAUUAGAGAAAGUUUUUUCUCCUUGAAAAAACUGUAAUCGGUAAAACCUCACAUUGAUGAUAU
Csp-1-7 ........................................GGUAU.GAACGUG.C.UAAUGC..C...GAAG...G.AC....UUUCCCUCAAUAUCCCAU..CAGCUUUUUUGGCGGUGGGAAAACUAUUUCACGCUCAGGACAAGAUUGUCCUCCACCAAGCUCCCAGACCUAAGGGC
Csp-1-8 ........................................GGUAU.GGACGUA.C.UACUGC..C...GAAG.G...A.....CUUUUCUUUAAAAUUGAUC.CAGGCUGAAACAAGGCAUUAUCCGAAGUGUAAGCGUCUUCUUUAAUUUGUUGAGGAUGUAAAUAAGUGCCUGGUUAA
Csp-1-9 ........................................GGUAUGGAUGAUA.C.UAAUGC..C...GAAG.G...AC....UUUUUAUGGUUUUUGUAA..AAUUUGCAUCAAUAUAGCGUGAAGCAUGAUCUACUGCUAACUUUAGCCACCAGUAGAUCAAUAGCCCGAUCGCGGUU
Csp-1-10 ........................................GGUAU.GGAUGUG.C.CAAUGC..C...GAAG.G...AC....UUUCUCUCAACCUCCCAU..CAGGUUUUACUGGUGUGAAUUAAUUUGUGCCAAUAGGCAGUAUAGACAGGAAGCCAUACCUUAGUCAUUUUGACCGG
Csp-1-11 ........................................GGUAU.GGAUGUG.C.CAAUGC..C...GAAG.G.G..C....UUUUCCCUAAGCCUCCCAU.CUGCUUUCUGUGGCAUUAGGGAAUGUUUUCUCUCCUUCGAAAACUUAGAAUCAGGAAAACCCCACAUCUUAAGAGCU
Csp-1-12 ........................................GGUAU.GGAUGUG.C.CAAUGC..C...GAAG...G.AC....UUUUCCCUCAGCCUCCCA..UCGUUGGUCUGAUUGCUAAUACCAUGCCCGUCCCAGGGCUAAGAGCCGGGGUUGUUGCCAAGACUGCCAACUGGGUC
Asp-2-2 ........................................GGUAU.GGAUGCU.GCUAGUGU..C...GAAG.G.G.A.....CUUUCUUUAUUUCUCAAC..AAUGCCCUCUACCACUGUGUAGAGGGCAUUGUUGUUGUGGUAAAUUUUUCGUGAGAGCUGCAUCAAAUCCCCAACAC
Asp-2-3 ........................................GGUAU.GGAUGCU.GCUAGUGU..C...GAAG.G.G.AC......UUUCCUUAAUCUCAGUG.GAUGCCCUCUGCAAUAUCUGUUGCAGAGGGCAUUGCUGCUUUAAAGCGUUUUACUCGAUUUGCUUAAGUUCAGAGAA
Dpr-1-1 ........................................CGGAA.GUUGGCC.G.GGCCAC..C...GAAA...G.AA....GGUCACAUGAAAAAACAAGGUCUCAUCUACGCCCUGCUAGGCUUGCUCAUGGCCGGUUGCUCCAAUGGUUCUUCCCUGCCCGCCACUCCCGCAGACA
Dgo-1-1 ..............................................GCCGGCC.G.GGUUAC..C...GAAAG..........AGGAGAACACACGUGCGCCGAACCGUACCGGCCCUGCUGGCCCUGUCUCUGGGCCUGAUGUCCUGCAUGCAGGCCCCCACGCCCCAGCCGAGCACUG
Dde-1-1 ..............................................GUCGGCC.G.AGCUAC..C...GAAA.G.CA......GGGAGACACUAUGCAUAUUUCAAUCAAAAAACCGCUUCAUCUGACCAUCCUGAACGCCACCCUGCUCCUCGCAGCCUGUGGAUCUACGACACCAACC
Dma-1-1 ..............................................GUCGGCC.G.GGCUAC..C...GAAAG..........GGAGACGCUCCGUGCGCCGAAUCAUCCUCGCUGUCCUGGCCCUGCUGCCGCUCGCCGGUACCUCACGCGCCAACCCCACGCAGGCGGCGGGCUGGAC
Dde-1-2 ..............................................GUCGGCC.G.AGUUAC..C...GAAGA..........CAAGGGAGUUCUCAUGCGCAAUGCAUUUCGUAAUCUGACCGCUGUAACCGUUCUGGGCCUGCUGCUCGCUUCGUGCUCGAGCGCCCCAGAGGCCCCC
Dde-1-3 ..............................................GUCGGCC.G.AGUUAC..C...G..............AAAACAAGGGAGUACCGUACCCAUGCUCUAUGCAUUCAACCCUUUGGUCGUUGCUGCUGUUUUGAGCCUGCUGCUCGCUUCCUGCUCGAGCGCUCCU
Tca-1-1 ........................................UCUAU.GAUCGCC.A.GGUUGC..C...A....A.U.U.....AGCAUUAGAGCUAAUUGUUUGUAUAUUAUGCAAUGAUGAAGCGAUUAUAAGCUGGUUGGCAGGCGGACAGCCUGCAUUUUUGCUGUUUUUCGCGGAC
Tca-1-2 ........................................UCUAU.GAUUGCC...AGCUGC..C...G....G.U.UA....ACAGGAGUUAACUGAUUGU.AUUUAGGCAGCAUUUGUCUGCCUUUUUUAUUUCGCCAUAAACAGGAAAGGAGACGGCAAAAUGACAAAACUGCUUUC
Tca-1-3 ........................................UCUAU.GGCAGCC...GGUUGC..AU..GA...U.U.GC....ACCGGAUCCUUCUAUGCCCUUAGACAUAGAAGGACUUUUUAUUUUGAAAAAGGAGGGGAUAAAGGUAUGAGGUAUAUGGAAAGAGGUGGAAUAUGGC
Tsp-2-1 ........................................AUGAU.GCUAGCU...AGUUGC..CAUAGAAGG..U.......AAGAUAGAUUCUUUU.....AUGUUUAAUGACACCUGUUUUUAGAUAAAAUGGCAAUCACCUGUUUGCGGUAGUGUGAGGUUGCAGUCAUUGAAUCU
Tsp-1-2 ........................................ACUAU.GCUAGCC...AGUUGC..C...GAAGA..........AAAUCUAUUCUUUGUUCGUCAUAAAUUGAUUAAAACUAACAUGAUGUGAUUAGUUAUGAACUUUUUGUGGUGCUUAAAUUAGAUGGUAACUACCCUU
Csp-2-1 ........................................GAAU..GACAGCC...AGUUGC..C...AA...U.C.......AACAUUUGUAUUGGAAAGGGUAUAUGAAAUUAUAUCUGGUUUGCAUAUUGUUUUCAUACAUGGAUAUGUUAUUAUUCAUUUCAAAGACGCUCAUCCC
Csp-3-1 ........................................GAUAU.GGCAGCC...AGUUGCA.U...U....C.A.U.....UCGUGUAUGUGUACGCUAUUUUUAUGUGUGCAUUUUUUUUGUGCGCAUAAAAUAGAAACAGCACAGUAAAAAUAAAUAACGUAACAUUGAUUUGCAA
Cra-1-1 ........................................GAUAU.GGCAGCC...AGUUGCA.U...U....C.A.U.....UCGUGUAUGUGUACGCUAUUUUUAUGUGUGCAUUUUUUUUGUGCGCAUAAAAUAGAAACAGCACAGUAAAAAUAAAUAACGUAACAUUGAUUUGCAA
Csp-2-2 ..............................................GGCAGCC...AGUUGCA.C....AA............ACGUACAAAAGCAGGCUGUUUUGUCUGUUUUUUUUAUUUCAUGAAAGGAGAGAAUAUGAGUAAAAAUAAAACUUUCAUUAAAAUAGUAGUUAUAUUU
Pfe-1-1 ........................................UCUAU.GACUGCC.A.GGUUGC..A...UCAU.....G.....UUUAUUUGAUGUACCUGUCAGUUUUUUUAUAUUGAGGGGGAUUUUUUAUGAAAGAAGAGGAGAAUUUGGAAAUUGGUGGUAUUGGAAAGGAAUUAGA
Dsu-1-1 ..............................................GGCAGCC...AGCUGCAA.C..GAA............GGAGCAAUUGCAAAAAGCACUGAUUCUGUUCAUCAGUGCUUUCUUUGGGCGCAGUGCAGGCUGCACUUUUUUAUGAUGCUUAGCUGAGAAAGAAAUG
Mel-1-1 ..............................................GGCAGCC...AGUUGC..AAUC.....U.........CUCUUUUUUGUGUGCAAAAAAGGAAUCAGGUUUCUGAUGACGGCCGCCGUACAGCCAGUAUGGGGCCGUUUUUUUUGUGUGUAUCAGACAGGGGGAU
Afe-1-1 ..............................................GGCAGCC...AGCUGC......ACAGUG.U.UU....UUCCUCCGCCCUGAAAAAUGCGGAAUGGUGAGAACCGUCAGCCGUCUGUCUAUGGGACAGGCGGCUUUUCGUUGUUUUGCCAUCCAAUAAGUAAGGA
Alo-1-1 ........................................UAUAU.GGCUGCC.A.GGUUGC......AAA............ACUGCAACCUGGCUUUUUUGUUAGCUUAAAUCAUACGGUCAGUCUGAUGCGACGGUAAAUUUACCACAGGCGAACUUUGUCAGGCAGGGAGGGUUCU
Pfe-1-2 ........................................UCUAU.GAUCGCC.A.CGCUGC..A...UA...U.G.A.....UGAAAAGCUUAACUGCCUCAUAUCUGCGGUUAAGUUUUUUUGUGUGAUUUCUCUUCAUCGUAUAUACUAACAGGCAUGUAUUGCUGAUUUUUUUGAA
Pfe-1-3 ........................................CCUAU.GAUUGCC.A.GGUUGC..C...GA...U.U..C....AAUGUAGAAUUGUAAUUAGCACCAGUGCGUCUUGGCCUGGUGUUAUAUUUUUACAUUUGUAUUAUUUUAGGAGGUUGGCGUGAAGCUAAAGGUUAAA
Pfe-1-4 ........................................CCUAU.GAUUGCC.A.AGUUGC..C...GAUU...........CAAUGAAGAAUUGUAAUUAGCACAGUGCAUUAUAGGUAGGUGCUAUUUUUUAUAUAGUUUUCUAAAUUAAUGACUAGAUUAGUAACUUAUAGUUAAU
Pfe-1-5 ........................................UCUAU.GAUUGCC.A.GGUUGC..UAGU...............GAAUCAUAAAUUAAGUGAAUCGUGAUGAGUUAAUUAGCACCUGCCUUGGGCGGGUGCUAUUUUUUUUGGCGGGAUAGGUCGGGUUUCAUAUAGUAAU
Pfe-1-6 ........................................UCUAU.GAUUGCC.A.GGUUGC..C...G....U.U.UUA...GUUUAAUUAAAAGUGAACGGUCAGGGUAUAUCUCUGAUCGUUCACUUUUAUAAGUAUAUGGAGCUGUAGAGAAUCAUGGAAAGAAGUAAAGCAGAGU
Pfe-1-7 ........................................UCUAU.GUCUGCC.A.GGUUGC..U...AU.....A..UG...AAUUACAGUUCAUGUAACAAUCUGGUUUUUUUUAUGGAAGGAGAUGCGAUAAAGAGUUUAUGCAGCCGUCUCAACAAUUAAAAUGUAAAGGAGUUAU
Pfe-1-8 ........................................UCUAU.GAUUGCC.A.GGUUGC..AUC.G....U....UU...GUUGAUUAUGAUGUAACUUGGCAAUCUUUUAUAUUGAGGCACUUAUUUCAGUAUUUUAUUUAUUGGAAUGUUAGGAGAGAGGAGAGGGCGUAUAUAU
Pfe-1-9 ........................................UCUAU.GACUGCC.U.GGUUGC..A...UAAA.U.........AAAUGAUAUACAAUUUUAGUUGUAUUCUUUUUAUGCAACCGGGUAUUUUUACGUUUUAGAGAAAAGGAAUAUUUUGGUAAAUAUAUUCCGUAUGAUU
Pfe-1-10 ........................................UCUAU.GACUGCC.A.GGUUGC......GAAU...A.U.....AAUUACAAUGUAAUUAUUAAAUUGGCACCCGCUUUCUGUAGCUGGUGCUUUAUUUCGUAUUCUUUAUUCUCUGUGUCCUUUGUGGUUCUCAUCGUAG
Ipo-1-1 ........................................GAUAU.GACAGCC...AGUUGU..C...GA...G.AU......UUUUGGGAGGAAGCAUAUGAUCAAAACUUUAUUCAGAAAAUUUGAUAAAAAUGAUUUUCCAGGAGAACAAAAGAAAUCAGAAAAAGAGAAAAAAUUA
Ipo-1-2 ..............................................GGUAGCC...AGUUGC..C...GAAAG..........UGUAUUACACUUUUGUAUUCCUGUGCUCAAUUUUAAUUAUGCCCUUCUAAGUGAAGGGUAUUUUUUUUUAUAAAUUUGUAAAAAGGAUUUUAUAUAA
Ipo-1-3 ..............................................GGUAGCC...AGUUGC..A...GAAAA..........AAGGGUUUUUCUAUUUUUUGCAUAGCUAGGUAAGCUAUGCUUUUUUAUUUCGACAUUUUUAGUUAAUUCUCAAAGCUAGAAAAAUCUAACUAUACUA
Ipo-1-4 ..............................................GGCAGCC...AGUUGC..A...AAAAA..........AAAGGUUUUUCUAUUUUUUGCGUGGCCAAAUAGGUCAGGCAUUUUUUAAUUAUGGAAUAUAUUUUGAAUAACCACGAAAAAAAUAAAAGGGGUAAAA
Ipo-1-5 ..............................................GGCAGCC...AGUUCC.....................CGAGGAAAAAUUCUUUGUCCCUUUUUUAAAGUAUGGAUUUCUUUCCAUACUUAUUUUAUUUUUGAGGAGAUUUUUAGCUAUGAAGAAAACUGUCUUA
Fsp-1-1 ..............................................GGCAGCC...AGUUGC..AAUUU....U.........AAAAAUACAGAGACUCUCUGUCUUUUUGUAAUUGCACUUUUUUUAUCUAAAUUAUUAAUUUAGUUAUUUAUAUAUUUUGGAGGAAAAUUUAUGAAAA
Ful-1-1 ..............................................GGCAGCC...AGUUGC..A...AUUC.U.........AAAAAUACAGAGCUACUCUGUCUUUUUGUGAUUGCACUUUUUUUAUCUAAAUUACUAAUUUAGUUAUUUAUAUAUUUUGGAGGAAAAUUUAUGAAAA
Fsp-1-2 ..............................................GGCAGCC...AGUUGC..A...A....U.U.AUU...AUUUGAAAGCAUGAUUAUUAAGAUCAUGUAUUUGAGUAAUAGUUGCAUUUUUAGUAUAUGGGGGUUAUAUAAAAAAUAUUAAGAUAUUUAGGAGGGA
Fva-1-1 ..............................................GGCAGCC...AGUUGC..A...A....U.U.A.U...UAUUAAAAAGUAUGAUUGUCUAAUCAUGAGUUUUAAUAAUAAUUGCAUUUUUAGUAUACAGGGGAAUAAAUAAAAUAUUAAAAAUUUUAGGAGGGAA
Fva-1-2 ..............................................GGUAGCC...AGUUGC......AA...UUA.U.....UAUUAAAAUAUAAGGAUAAGCCUAUAUUUUUAAUAGUAGUUGCUUUUUUUAUUUUACAGACUAUUAUUGUUAUUAAAUAUUUUAUAUUUUAGGAGGA
Fva-1-3 ..............................................GGUAGCC...AGUUGC..A...A....UUA.U.....AAAUAAGGUAGAGAAAUAAAUUAUCUACUUUUUUAUAGUUGCAUUUUUUUAUCUAAAUUUUAAUUUAAUCACUUAUAUAUUUUGGAGGAAAAUUUAU
Ful-1-2 ..............................................GGCAGCC...AGUUGC..AA..U....U.A.U.....UUUUAAAGAGAUCGCCUGUCCUUUCACUUUAAUAAUAGUUGCUUUUUUAUUAUAUAAGUUAUUGUUAUUAUAAAAUAUUUUAUAUUCUGGGAGGGAU
Fsp-1-3 ..............................................GGUAGCC...AGUUGC......AA...U.U.AU....UAUUUGAAAGCAUGAUUAUUAAGAUCAUGUAUUUGAGUAAUAGUUGCAUUUUUAGUAUACAGGGGUUAUAUAAAAAAUAUUAAGAUAUUUAGGAGGG
Ful-1-3 ..............................................GGCAGCC...AGUUGC..AAUU.......A.U.....UAUUUGAGAACAUGAUUAUCAGGAUCAUGUAUUUGAGUAAUAGUUGCAUUUUUAAUAUACAGGGGUUAUAUAAAAAAUAUUAAGAUAUUUUUAGGAG
Ipo-1-6 ..............................................GGCAGCC...AGUUAC..C...AAAGA..........AGAAAAUUCUUUGUCCACUAUUUAGAGUAUGGGUUUCUUGCCAUAUUUUUUUUAUUUUUUGUGAAGAAUUAUAAUUUAAAAAAAUAUUGAUAACAGG
Hco-1-1 ..............................................GAUAGCC...AGUUAC..C...UUAC.C.........AUCACAUUUAUAGGAGUGAUCUAUUAUGAAGAAACUAAUUAUAGUUUCGGGUUUAAUUUUCUUUCUAAUGUUUAAUACGACUCGUAUCUAUGCGUAC
Hco-1-2 ..............................................GGUAGCC...AGUUGU..C...A....U.U.AU....ACGUAAAGUAUGUGUUGACAAUGGCUUUUUUGUUUGCUUUUACAAAAUCCAAGUCAGCACCUUAUAGGUUGGCUUUUUCUGUUUUAGGGAGUGAUAC
pKS-1-1 CCAGUAUG................................AUUAAAGAUAGCC.C.UACCAC..C...GAACAU.G.......AUAAAUAUAUUUGAAAUAAAUCAGAGAACCUUACUCUGAGAAUAUUUGACUUAAUAUUCUCAGAGUAAGGUUUUUGUGUUUUAAGAGUGCGUGUAGG
pKS-1-2 ..........................................AA..GAUAGCC.C.UACUAC..C...GAAAAU.G.......GUUAUAAAUAAAUUCAGGGAAAAACAAAGAGAAAACCUUACUACGAAAAUACAUACAUAGGUAUUUUCGUAGUAAGGUUUUUUUGUUUUUACAGCCA
pKS-1-3 UCUCCUAUGAAUUA..........................AA....GAUAGCC.C.UACUAC..C...GAACA..........UGAUGAAUACAGAUAAAACAAACAAGAGCCUUACUGUCGAAACUGUUUGUAUACACGUUUUCGGAGUAAGGCUUUUUUGUUUUUAUAGAAUUUACCC
pKS-1-4 UCUCCUAUGAAUGA..........................AA....GAUAGCC.C.UACUAC..C...GAACA..........UGAUAAAUAUAUUCGAAAUAAAUCAGAGAACCUUACUCUGAGAAUAUUUGACUUAAUAUUCUCGAAGUAAGGUUUUUUUGUUUUAUCUGAACUUGAA
pKS-1-5 UCUCUCCUAUGAAUAGUA......................AA....GAUAGCC.C.UACUAC..C...GAAC.A.U.G.....AUAAAUAAAUUUAAGAUAAAUUUAGACAACCUUACUACGGGAAUAUUCCGCCGAUUAUUUCCGGGGUAAGGUUUUUUUGUUUUAAAGGCAUUUUCAA
pKS-1-6 ........................................GAAAA.GACAGCC.U.UGCUGC..C...GAGG.U....GUU..UUUAGUGAAUAUCUUUGUAGUAAGGCUUUUUUAUUGCUAAUUCAAGAAAUGGCGAUUUAUUACUUAUAAGAAUACCACCAAGGAGUUUUUAUUAUGC
pKS-1-7 AUACUUAACCAGACACUUACACUCAUAACUGACACGAAGAAAUAA.GAUAGCC.U.UACUGC..C...GAAG.A.........UAUUUUCCAUGAGUAUCUUUGCAGUAAGGCUUUUUUGUUUUCAUGAUGAGAAAGGAGGCUCAACAAUAUCAUAAAGAAAGUGCACAAUUCCUUUUAA
pKS-1-8 AUACUUAACCAGACACUUACACUCAUAACUGACACGAAGAAAUAA.GAUAGCC.U.UACUGC..U...GAAG.A.........UAUUUUCCAUGAGUAUCUUUGCAGUAAGGCUUUUUUGUUUUCAUGGUUAAAUAAGAAGGCUGAACGAUAUGAUAAGGAAAGUGCACAAUUCCUUUCG
pKS-1-9 AUAAAUAACAGACACUUACACUUAUAACUGACACGAUAGAAAUAA.GAUAGCC.U.UACUGC..C...GAAG.A.........UAUUUUCCAUGAAUAUCUUUGCAGUAAGGCUUUUUUGUUUUCAGGAAUAGUUUUAAAAAUUGUAGUUACUCGGUACUCCGUAAAAUGUUCCUGAGAU
pKS-1-10 AUAAGUAAAAGACACUUACACCCAUAACUGGAACGAUGAAAAUAA.GAUAGCC.U.UACUGC..C...GAAG.A.........UAUUUCUAUAAAUAUCUUUGCAGUAAGGCUUUUUUGUUUUAUGGCCAGCAGGAAGAGAUUUCUCAUAAUAACUACGUAUUAAUUUUAAAGUAUUUAU
pKS-1-11 AUACGUAACAGACACUCUCGUUCAUAACUGGCACGAUAGAAAUAA.GAUGGCC.U.UGCUAC..C...GAAA.A.U.G.....UCUUACAAAUUUAACAUGAGGAAAUAUAGCCUUACUUCAGAAAAUGUUUUCAGAAGUAAGGUUUUUUAUUUUCCUGAUAGUUGCAAAAAGAUCGCAU
pKS-1-12 AACAGACACUUACACUCAUAACCGACACGUUGA.......AAUAA.GAUAGCC.U.UACUGC..C...GAAG.A.........UAUUUUCCAUGAGUAUCUUUGCGGUAAGGCUUUUUUGUUUUUAGAAAUAUUGGUAAAGGAAUUUUGCGGAGCUGCAAUGUAUGUUGACACUGUAUCA
pKS-1-13 AGCAGAUACUUACACUCAUAACUGACACUAUAGA......AAUAA.GAUAGCC.U.UACUGC..C...GAAGAU.........UGUUAUGGUAAAUAUCUUUGCAGCAAGGUUUUUUUGUUUUUAAGGAGGUUGCUCUAUGACACAACAAUUCCAGGAAAAAAAGUAUCCGCCACAACAU
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pKS-1-14 GCUUACACUCACAACUGACACGAUUAA.............AAUAA.GAUAGCC.U.UACUGC..C...GAAGAU.........UUUCUUACUGAAUAUCUUGACAGUAAGGCUUUUUGUUUUAAAGAAUUUCCCAUAUCAUAGUAAAAAGCGAAUUCUGAUCUGAGAGAAUUUUUCUCUU
pKS-1-15 GCUUACAUUUAUAAUUGACACGAUAGA.............AACAA.GAUGGCC.U.UACUAC..C...GAAG.A.U.......AUUCUUCUUGAAUAUUUGGGCAGUAAGGCUUUUUUUGUUUCCAGAAGUUAUAUGAAUCAUAAUGAAAAAACGGAGUCAGUGUAGGGCAAGGCUUCAG
pKS-1-16 ........................................AGGAA.GAUAGCC.U.UACUGC..C...GAAGAU.........UUUUUUUCAAUAAAUAUCUUUGCAGUAAGGCUUUUUUGUUUUAUGGGUAUUCCUGAAUGUUUAUGGAGUAUAACGAUAGAGUACCGUGAUACUCUAU
pKS-1-17 ........................................AGAAA.GAUAGCC.U.UACUGC..C...GAAGAU.G.......UUUUUAACAAAUAUCUUUGCAGUAAGGCUUUUUUUGUUUCAUUAUCAUUUUACCGUAAAAUAAUUAUUACUUCUGAUAAAGCAGUUAGGAAAGAGAG
pKS-1-18 ACAUAACAGACACUUACACUUAUAAGUGACACGAUAGA..AAUAA.GACAGCC.U.UACUGC..C...GAAG.A.........UGCUUUUAAGAAAUAUCUUUACAGUAAGGCUUUUUUAUUUUUAACAAACAGGGAGAGAAAGUAGCUUGCCGGUAAUUUAAAGAGAAACGCUCCUACC
pKS-1-19 ........................................GAUAU.GGUUGCA.G.GGUUGC..C...GGAAA..........AGAUCAUCUCAUUAUAUGAUUGUUUUAGUACAAUCAUAUUUUUACAUAAACGGGAUACUGCGAUCAUAAUAUUUUCAUAUUUAUAACCUACCAGUAG
pKS-1-20 ........................................AAUAU.GGUAGCA.G.GGUUGC..C...G....G.GC.G....AAUACAGCACUCCAUAGGCCGCUGUGUUUGUUACGGCCAAAUUUUAUAAAGGGGUGCUGGCAUGUUAUUAUCUCACGUCUCGAAAUUCUUUGUAACA
pKS-1-21 ........................................GACAU.GGUAGCA.G.GGUUGC..C...G....G.G..C....AAAUACAACAGCACUUUGCAGGUCUUGUGUUUGUUACGGCCAAAUUUUAUAAGGAGGUGCUGGUAUGUUACUAUCCCAUAUUCAAAAAGUACUGAAU
pKS-1-22 ........................................GACAU.GGUAGCA.G.GGUUGC..C...G....G.G..C....AAAUACAACAGCACUUUGCAGGUCUUGUGUUUGUUACGGCCAAAUUUUAUAAGGAGGUGCUGGUAUGUUACUAUCCCAUAUUCAAAAAGUACUGAAU
Ssp-2-1 ........................................GA....GCUAGCG.G.GGCCGC..CA..GCAC...........AGGGGGCUGUAUGGACAAGUGUCGAGACUGUGAUUGCGCGCGCAUGGCGUGGCGAUCCCUACCGCUCAGCAGCUUCGUCGCAACAAGCCUUCCUAUC
Sch-1-1 ........................................CA....GCUAGCG.G.GGUUGC......GAAG.G.G.......GGAACGAAUGCUGUCGGGAUAAUCGACUCGCUUAUCGCCAUGCCGAAGCUGCGGGCGCCUUUUUUCACGAAAUCCAAAUUCGAUCGUCCGCGGACCG
Ssp-1-1 ........................................GG....GGUAGCG.G.GGUUGC..C...G....G.A.GG....ACAAGCUGAGCACUGCUGUAAUUACUGCAUCUGAAUGACGGUUCGAUCCGGCCAGCCUGAACAGUCCGGCUGAGCGCUAUCAUUCCGCGCAGGCAUG
Sin-1-1 ........................................AA....GGUAGCG.G.GGCUGC..C...GAAG.G.AC......CAUGGUUCGAUGGAAAAGCGCCCUAUCUACAAAAACAUUGCGCAACCUUCCGACCCUGCCGCCCCUGGGCAGCCCUCCUGCCGCGCGCCUGUACGCC
Msp-1-1 ........................................AUCAAUGGCAGCG.G.GGCCGC......AA.....A.UGA...AAAGUAUCGUUUACUCGAUUCCUUUGAUAUGGGUUUAAGACUUUGUAACUUUAAUUUUAGCGAUUUAAAAUACAAAGUGGAUGACUUUUACAGCGAU
Lch-1-1 ........................................GCACG.GGCAGCC.G.GGUUGC..U........U...G.....CGGCACGCAGUACAGGUGCGAGGCGACAAGGGGCUCGUGGACGAGGCGUCAGCCAGACAUUCCCUCGGAGCCUGCGGUCUGGCCACUGCAUGCGAUG
Nsp-1-1 ........................................GA....GACGGCU.G.GGUUGC..CUCU..........CUUGAAUGAUGGGGAGUCACU....GAAUCGAAAAGUAAGAAAUCAAUCGACUUCAGAUCAUUGUUCGCCAAUCAAAUGCUGGAAGCCAUCGUUCAUUUCAU
Sli-1-1 ........................................GCUAU.GGCAGCG.G.GACUGC..G...AUAUCG.G.A.....UCUCCAUCCGGCAUCCCUCUCCCUUUGCAUAUUUCCCUUUCAACCGCUGAAGCAUGGAUCUCCAUGCAUGCCGCCAGGAUGGCGUAUUGCUUGGAAG
Nsp-2-1 ..............................................GAUGGCC.G.GGUUGC..C...U......C.UCA...CGAAUGAUGGGGAGUAACUGGAGCCGGAACCGGAAUGUUACAAAAUCACCCAAUCGACUCCAGAUCAUCAUUCAUUAAUGAGACGCCAGAAGCUCUC
Hgr-1-1 ........................................GACAC.GACAGCG.G.GGUUGC..CAGA...............CAGUGAUGAAAGCGCCGGUGCUGGCGCCAUCCUCUGUCUGCAUGGGGUGCGCGACUUGCGCGCCCAAAACCUCCUUCCCUGUCUGCGGUGUUCCUUG
Nmu-1-1 ........................................CA....GGUAGCC.G.GACUGC..CA..G......U.AC....AUCAAAAAGCAGACUUUU..CCUCAAUUUUCCGGAGGUUUUCAAUGUUCAAGCAGAAAAAAAUAGGCGCUCUUGUUUCAGGUGCGCUCUUGAUGGCG
Mfl-1-1 ........................................ACUAU.GACAGCG.G.AACCGC..C...A....UAU..U....UGAGGAUCCCGCCUCGCCGAUCCGGCCUGGUGCGUCAAUACUAGAUAUAUCCCAGCGUCUCGCGUGAUAUACGCCCGGCACUUGCCCCUUAGCAAUA
Rfe-1-1 ........................................CGAAGUGGUAGCG.G.GGUUGC..C...CAAAAC.G.......GGUCCAGUCCAACUGG....CGCCCUCUAACUUCGCCGACCUGGCGAAGUCGGCAACCAUUGCCGCAUACGCUUUGGUCCGAAGCCCUGCCCCCCUU
Oba-1-1 ........................................AUCAC.GGUAGCG.G.GGUUGC..CA..G....C.A.A.....GACUAUUCCAGCAGGAGCUGGCUGUCUUGUUGACCGCGUAAGCCCUUUGUUCGACUCAUCGAUAUAACAAAGGGGUACUACCAUGACAUCACCAUUG
Msp-2-1 ........................................CCUAC.GGUAGCG.G.GACUGC..CGUUU....A.........CCGCAAGGGUGAAUGUAUUCGGCGUUUUACAAUUUCCAUGAUGUAUCACCCGCAUCAGACAUGUGAGCCCAGCGUGAGCUGAGGCUUGGCUGUCAGG
Msp-3-1 ........................................CCUAA.GGUAGCG.G.GACUGC..CGUUU....A.........CCGCAAGGGUGAAUGUAUUCGGCGCUUUGCAAUUUCCAUGAUGUAUCACCCGCAUCAGACAUGUGAGCCCAGCGUGAGCUGAGGCUUGGCUGUCAGG
Sli-1-2 ........................................CCUUU.GAUAGCG.G.GGCCGC..CAAAUC.............CUUUCUGAUUGCUCCAGCGAUGUUGCUUCAUGGAGCGUCAAUAUGAUGGAACAGCAGGUUCCAGUGCGCCUCCCCAAGCCAUCCCGGACGACCGAGC
Msp-3-2 ........................................UCUAU.GACAGCG.G.GGCCGC..C...AAUCCU.........CCAGUAAGCCAACCGGCUGGCUGCCUUUUCGGAUAAAUUCAAUUUUUUGUUCUUAACACCGUUAAAGAACACUAUGGAUGCAAGACGAGAGGACGAC
Msp-2-2 ........................................UCUAU.GACAGCG.G.GGCCGC..C...AAUCCU.........CCAGUAAGCCAACCGGCUGGCUGCCUUUUCGGAUAAAUUCAAUUUUUUGUUCUUAACACCGUUAAAGAACACUAUGGAUGCAAGACGAGAGGACAAC
Dac-1-1 ........................................GGCAU.GACAGCG.G.GGUUGC..CA..G......G.U.....GCCGUCAUUCCUGCCGGUC.CCUGCAUGCGACUUCGCCAAGGGCCGUGCAUGGCCACACUUGACGGAGAUCAGCAUGGCACCCUGCCGCACGAUUCG
Bba-1-1 ........................................GCCAC.GGUAGCG.G.GGUUGC..C...GGUG.G.........GCAUUCGCGCACUGGCCUCAUUCAACGAGGCAUUCCAUGCAGACCCUUUCCUUGCCGCUUCGCGCCGCCCUGGCCGCGUGCUUGCUGGUGCUGGGCG
Neu-1-1 ........................................AG....GAAAGCG.G.GACUGC..C...GAA..G.U.U.....CGCAUCCGAUUUUCCAUUC.GGGCAUGCGUGCUGAUGAGUCGGCUUUCUAUAACCCAUCUUCUCAAGGAGCCGUGCAUGGCAAAUGCAAAACCAGUU
Neu-2-1 ........................................AG....GAAAGCG.G.GACUGC..C...GAA..G.U.U.....CGCAUCCACUCCCUUUCUU.CAUACAGGUAUGCGUACUGCGGGUCGGCUUCGUUAUAACCUAUCUUUCCAAGGAGCCGCGCAUGUCAAAUGCAAGAU
Hgr-1-2 ........................................GCCAA.GAUCGUG.G.GGCCGC..U...G....U.C.UC....AGGGAACUUCCGCGAGAGAGCGGUGUUCUUCCCUAUUUCCCCAGGUGUCUACUUUGUGAAGCCCAUCGUUCCACGAUGGAGUGAGUUGAUGCGCCCA
Hgr-1-3 ........................................UGACACGAUAGCG.G.GGCUGC..CAG.GCA............UCCGUUUCUGACCGUCAGGUCCUGGGUGUCUGUCGCAGAGGUUGUUUCGGCCGUUGCAGCGCGAUUCCUUUCCCUUCCUCACGGACCGAGUGCCUUG
Asp-3-1 ........................................CCCAC.GACAGCG.G.GACUGC..C...AC...GUU.......GAAAUCCAGGGUUGCUCAGGGAAACCGCCGUCUCAGUGGUCAUCACACCCAACCGAGAGGCCGCCCCAGCGAUGCAACACCGCCCAGGUCCCGCACU
Bba-1-2 ........................................CCCAG.GACGGCU.G.GACUGC..C...A....G.A.UC....GAGCAGGCACCCUCACAUGCUUGGGGGUGCGUGACAUGCCGGGCACGCAGGCCGUGUCCCGUGAUCCGUCCCGCUCGUUGAUCGGCAGCCACGGCCC
Nmu-1-2 ........................................CCCAG.GACGGCA.G.GACUGC..C...A....G.A.UAA...UGCCAUUUUCUUUCUUGUCGAUUCUUUGGAUGACGAGAAGCUAUUAGAACGUGUUGAGUGGAUCUCGAUGCUCCGGCUCAGUACGUUUUUCGGCACC
Nsp-1-2 ........................................CCCAG.GAUGGCA.G.GACUGC..C...A....G.G.U.....AACGCCACUCGUUUUACUCAUGCGUGAGGAUGGACGAGUCUCGAGUAAUAAAACUUCAGAGCGUAUCCAUGCAGUUCCUACCUUAACUUUAAGGAGG
Nsp-2-2 ........................................CCCAC.GAUGGCA.G.GACUGC..CAUGAAAC...........ACAACUCGUCUCAGUCGCAUACAUGAAUUAACAUGCAUCGAACAAAACGGCUUUGUUGCGUAUCCAUGCAGUUCCGUCCUUUUAUCUUAAGGAGGAA
Nsp-1-3 ........................................CCAAU.GAUAGCA.G.GACUGC..C...A....G.G.UA....ACGCCACUUGUUUCACUCACGUACUUACUUAGAUAAGUCACGGGUAAUAAAACUUCAGAGCGUAUCCAUGCAGUUCCUUUCUUGAAACUCUAAGGAG
Tde-1-1 ..............................................GAUAGCG.G.CGCUGC..C...GU...G.G.AUG...ACCCGUGCUGGGUCCCCAGCGUGUGCAUGCCUGUCGGGAGUUCUUCGAACGCCAGGAGCCCCCAUGUCACGUCACAGCCCAUUCCCUGUCCACCUUU
Asp-3-2 ........................................GGUAU.GGCAGCG.G.GGCCGC..U...G..............AUUUCCGGAUGACUUGCGUCCUCGGGUGACUUGCCGCCAGGCAGGGCGCCCCUUCAGGGCGCGCCGCUGAUCGCGCGCCCGCUUCUGCUCCCCGUGU
Aar-1-1 ........................................CCCAU.GACAGCG.G.GAUUGC..C...A....G.GCGAU...GCAGUCGCUCUCCUCUCGGGUGGGGCUGUUUAUCUGCUGUCCGCAUUUCCUCGCGUGUUCCACGGAUCGGCCCGGAGAAACGCGAGGAAUCGAAGAU
Dsu-2-1 ........................................UCCAU.GACGGCG.G.GACUGC..CA..UAA..G.C.......AACGUGCCAUCCCGGGCCGGUUGCGAGGAGACUUCGGCGCAAGCCACGUGUAUUCCCUCUAACCAUUGAGUUUGGGAGGUUGGUCAUGUUUGCUGAA
Mun-1-1 ........................................GGGAU.GACGGCG.G.GACCGC..CACUGA.............CCCUCCCGAGGGCGCGGAUUCCGCCGGCCGGUGAACCACCGAACCGACCGGCCGGAGUUCCGAACGAUGAUCGCCCUGAAUCGCCUCUCUCCCCUCU
Sli-1-3 ........................................CCUAU.GACAGCG.G.GAUUGC.....................CGGUAGCCACCGCCCUUGGAGUGGUUCCCGUUAGUACCUUAGCUCAGUCCAGCCGAAAACCUUGUGUCUCUCCUGUCCGAUAGAGCGAGCGGAUACA
Sde-1-1 ........................................UCUAC.GAUAGCG.G.GAUUGC..U...G....G.G.UG....AGCCAGACUGGCGCUUUCUGUCAGCCAGUCGUCGUUCCUUUUCGCCUGCAUUCUCUAUUCCCUGGACCUGUUUUUCGGCACAACCGUUGCGCUCCGC
Jsp-1-1 ........................................GCUAU.GGCAGCG.G.GGCUAC..C...AAU............GCAGGGCUGACACCGCCAGUGCGCGGCACCAUGCCUCGAUGCGUUGUAGAAAUGUGGCCCUCGCCAACCCGGAGAGUUUCGCCAUGAAAAAAAUCAU
Mun-1-2 ........................................CCCAU.GACAGCG.G.GGCCGC..C...G....C.UAU.....ACUGCGCCGCACGUCGCGCCCAGAACACCACGCCCCGGUGUCGGCCUUGAACGGUCGCUUUCGCGCGACGUCAAAGGUAAACAAUGAGCGCAGCUUC
Rge-1-1 ........................................CCUAC.GCCAGCG.G.GGUUGC..C...G....C.CAC.....GGGCCGUCGCCCGGGUGUCAGGCCGCGCCUUUGUGUCCCGUACGUCACGAGCGGCCGAUGCAGCGACCUGUCUUUCCCCGAACGAUCUCCCUGCGCG
Rbe-1-1 ........................................CCUAC.GCCAGCG.G.GGUUGC..C...GUCA...C.......GGGCCGUCGCCCGGGUGUCAGGCCGCGCCUUUGUGUCCCGAACGUCACGAGCGGCCGAUGCAGCGACCCGUCUCUCCCCGAACGAUCAUCCUGCGCG
Rge-1-2 ........................................CGCAC.GACAGCG.G.GGCCGC..C...GG...G.C.G.....AAGCCGCCUCGAGCACCUCGGACGCACGAGGUGUGACGGCAUCGUCUGUCCAUGGCGCGGCGCGCCGUGGAGACCUUUGCGUUCACGCGGGUCGGGC
Bsp-1-1 ........................................GA....GUUUGCC...AGUUGC..CC.......GCC..GU...AUCCACGGCGGGCCAAUCGACAGCGGUUUCGAAGAACCGCGUCAGGAGGCUACAUGCGGAAAAAUCGGGGAAUGGGUGCGGUUUCGGCUGCUGCUUC
Bph-1-1 ........................................GA....GUUUGCC...AGUUGC..C...C....G.CCG.....UAUCCACGGCGGGCCAAUCGACAGCGGUGACCACACCGCGUCAGGAGGCUACAUGCAAGACAAUCGGGGAAUGGGUGCAGUUGCGUUUGUGGCUUCG
Rso-1-1 ........................................AA....GUCAGCC...AGUUGU..CCGCC....G.........AUUCGAUCAUCGACGGCGGGCCAAUUGACGGACGCGAGCCUUCGCGCCGCGUCAGGGGGCACACAUAAUGAAAAAUAGAUUUGUCGGGGGGCUCAUG
Rsp-1-1 ........................................AA....GUCAGCC...AGUUGC..CCGCCA.............ACCCGCAACGGGAGCGGGCCUGAUGACGCACGCACAGAAUGGCGUGGUCGGGGGGCACACAAUGAAAACGAUACAAACGGGGGGGCGUUCGCCUGCA
Rpi-1-1 ........................................AA....GUCAGCC...AGUUGC..CCGCCA.............ACCCGCAGGGGGGCGGGCCUGAGGACGCACGCAGCGAUUUGCGUGGUCAGGGGCACACAAUGAAAACGAUACAAACGGGGGGGCGUUCGCCCGCAUU
Sde-1-2 ..............................................GACAGCC.G.GGCCGC..CAUCGAA............AAGGUUCGCAGUCAUGUCCCCUAAUUCUGCAGGGAACUGGCAGUCGGGCCAGGUACUUGGGGGGCUGCAAUAGCCCUGGCUUGAUGCUCGAAGCCUG
Sli-1-4 ........................................UCGAGUGCCAGCG.G.GGCUGC..C...A....G.G.UA....AUCUGAUCCAUUUCUCUUUAUCGAUCGGCAUUCUGCUUGCGCGGAUUCUUUGCGUAUAACCUGAGGAGUUUUAUUAACGAGGUUUAUAUGGCAGUGG
Nmu-1-3 ........................................GA....GGUAGCC.G.GGUUGC..U...CCAG.G.........ACGGUUGAUCAGAUGAAGC.CAGGCUUCAAGGAUCAGUCAGCCGGAUUUUUUUGGUGCAACCAUUAAUUACCUACGGAGUAUCUCGCAUGAAAAUAA
Ssp-3-1 ..............................................GAUCGCC.A.GACUAC..C...AAUA.G.........AGAUAUAAACUCAUUCUAUCUAUUAGAAAGUUUCAUUUCUUCUAUUACCUGAGUAUUUUAGUGUUUGUUUGUCUCUAUGAUUUUAUUAGUUGACAUU
Ssp-4-1 ........................................AA....GACAGCC.A.GACUGC..C...AAG..C.G.UA....AGCCAUAACAUUUAUGUC..AUCUUUUGAUAUACAUACGAAUUUCACUCAGUGACGACUGAGUAUAGAAGGUGUUACUUAUGAAAAAUUUGAAUUUU
Ssp-3-2 ..............................................GAUCGCC.A.AGCCAC..UCAGAAAU...........UAUUAGUUGAAAUGUAUA..UGAUGAGAGGGGUAUAAAUGUCAAAUUUUUUAGGUAUUAACUUUUUGUUUGAAAAAGAAGAGAUCGAAAGAAAAAUA
Cba-2-1 ........................................UUGAA.GAUUGUC.U.AGUUGCA.CUUCU..............UUCAUCUGCGCUCCUUUUUUUUAAUCAGAAUAUGGCUCUAAACUAAAGGAUGUAAAAUGUUAAACAACAUGACAAUAAGAGGAAAACUAAUUUUCCU
Nsa-1-1 ........................................UA....GAUCGCC.A.GGUUGC..CA...GAAA..........GAAUUUUCCACUUUUGCCCUCUGCCUUAUAUAUCUAAGGUAAGAGAAAUUGUGGGAUAUCCUCUGUAUCGUUCUCUGUUCCUGUCCCCAUUUUACUG
Nsa-1-2 ........................................GAGAA.GAUCGCC.A.GGUUGC..C...UAAU.A.........GAAGAGUACGGAUGAGUAAGCGGAUAUUCUCUUCCAUAGCAAAGAGGCAAUAAUGGAAAAAAUACAUAAGCAAUUGUUGAAGCGGUUUUUUGUUUUG
Ssp-3-3 ........................................GAGAA.GAUUGCC.A.GGUUAC..C...UAAC.U.U.A.....AUGUACGGAACAAAACAAUAGGUUAAGAUGACAGGCAAGUAUACAUUUAAGACACUCCAUGAUCAGAUAAAGGCACAAGAGAGAGAUUUUUGGCGUA
Ssp-4-2 ........................................AUCAA.GUUUACC.A.GACUGC..C...AUAGA..U.......AAAGUAGUAUCUAUUA....CUUCAUAUUACUUUAAUUGUGGUUCCUUUUUCAAUAUUAAAAAGGAGUUACAAUGCAUAAACCUCUCCAACACUGGA
Sau-1-1 ........................................AA....GAUUGUC.G.GGUUGC......GA...U.U.......CCCUUUCCCCUUUUUAUAAUUUUUUAGCAAAUUAGAUUAAAGGGGAUAGAAUGAUAAAUAACCUGACCAUCAGGGGUAAACUUAUUUUUUUAAGUGU
Ssp-3-4 ........................................UGAAAAGAUCGCC.A.GGUCAC..A...CAA............UCAGUAUAAAAACUCAUACAGAACGAUUUCAAGGUAUGCUAUGCUCGACAAUAUGCACUUUUAUGAUUUUAUGCACAAACAGAUACUUGUGGUGAUC
Ssp-3-5 ..............................................GAUAGUC.G.GGCUGC..C...UAAA...........CGAGAUAAGGGUUUGGCCUCUUCCAUUAUUUUAUCAUUAAAGCCGAACCCAGAUGCGGUAAUGGCUAUCUAAGUCAUUUAUAUUCAUUCUAUAAAGA
Ssp-3-6 ..............................................GAUAGCC.A.GGUUAC..CAA......UC..GUA...AGCCAUCAUGCUUAUAUCAUCAUUUCUCAAAUGUACAUACACAAAUUUAGCUUAUAUAAUAGAUGAGCAUUAAAGGGUAUUAUCAUGAACAAUUUGA
Ssp-3-7 ..............................................GAUCGCC.A.AACUGC..C...AAAUG..........UAUUUGAUCUGCAUUUGUACUUCAUUGUGUCCUAUAAACCUUUAAUACAACAUAUCUAUUGUCCAUGGAGAAAAAAUGGGAAAAACAGUUAAAAAUA
Ssp-3-8 ..............................................GAUUGCC.A.GGCUGC..A....AAC...........AGUAAACUUUAUGAUUGUAAGUUUAUUGGAACUACACUUCUUACACUACACACUACAAAAGGGGGGAGAAUAAUACAAUGAAUAGACCUGAUCCAAU
Ssp-3-9 ........................................AA....GAUCGCC.A.GACCGC..A...CAU..U.U.......UCUUAUAUAUAGAUAGUUCUGCCUUUUUUACUUCCUAACUUUUAACAAUGAUAUGAUUCAAACCCAAUCAAAGGAUCAUUGUGAAGAAAUACCUGUU
Ssp-3-10 ..............................................GAUCGCC.A.GGUUAC..CAUA.....G.A.......UUCUUACUAUUCUUUUUCAUUCAGUUAUAUUGUUUUCAACCUCUGUGCCGAUAAAGGUCAGCAUUAUAUUUUUACAAGGAGUUAUCUUAUGAGCAUG
Ssp-3-11 ........................................AAAAA.GAUCGCC.A.GACUGCA.CAAU...............AGAAUAUACCUUUGGACUAUUCUACGUAAUUCUAUACUACACUUUAAUGCUUCAAUUCUUUUAAAAAAUAAAGGGGCUUCCUAUGGAUUAUCGUGUC
Ssp-3-12 ..............................................GAUAGCG.G.GGUUGC..C...AUA..A.U.......GAAUACUUCAUUACUUCCUUUUAUCCUUUCGAUAGGUUGUUCACUCAUCAUAUUUAAUUCAGGGCUGUUUUGUUAUGUCAAAUAUGUAGUAAAGCUA
Ssp-3-13 ........................................GA....GAUAGCC.A.AGUUGC..CUUUGU.............UCAAUACAAAGUAAUACUAUAGAGUACUGUUUUUAUAUAAAACUCUUCUAUGCCUUCACAAUAAAUCUUUCUUCACAACAAACACGUCAUCAAUCGA
Ssp-3-14 ........................................GA....GAUAGCC.G.GGUUAC..C...UUAAU..........ACUUUUGUUUUGUAUACUAAAAUAAAGUCUUAUGUGAUACUUCAAGAUUCUACCGAAAGAAUUGAAAAAGUAGUUUUCUGUAUUUUAAUUUUCACAA
Ssp-3-15 ........................................AA....GAUCGCC.A.AGUUGC..U...ACAUUU.........UCAUAUGUUAUGUACAGUUCUUCUUUCCUCUUUUAUGCAUAAAUCUUAUUAAAUUUAAAAUUAUUUUUGUUCUAACAAAAAUGACCCGUAUCAUAGA
Ssp-3-16 ........................................AGUAA.GAUCGCC.A.GGCUGC..C...AAAA...U.......GAAUCUCAUUUCUUUUGUGCAACAUUCAAUUACGCUAAGGAUAUUUAUGAAAAGAUUUAACACUUUGAUCGGUAUUAUACUAUCGUUCAUCCUAAUG
Ssp-3-17 ........................................AA....GAUCGCC.A.GGUUGC..C...AAAU.A.........CUCAUCUAUGUAUUCCCUCUUACUUCUCCAUUAGUUUAUCUAUCAAAUUUUAUUUAAUUCAAAAUUAUUUUGUUGUGCCAAACUUGUUGUGAAGCAA
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Ssp-4-3 ..............................................GAUAGCC.G.GGUUGC..C...AGAC.U...U.....UGAUUAUUUAAAGAAAAG..GGAACCGUGAUGUCAAAUAGUUUAGACAAACUUAAAGCACUUACCAGUCGUUUGGAAGAGGAGUUGUCACAGAAAGA
Ssp-3-18 ........................................AA....GAUAGCU.G.GGUUGC..A...U....U.U..AU...UUAAAAUAGUCGUAUCUCUUAUGAUCAAUUUAAAUAAAUUAUAACUUUUAACUAAAGUUUAUAAUCCUAAUCUUAUAUACAGUCCAGUGGGUAAUAU
Sku-1-1 ..............................................GAUAGCC.G.GGUUGU..CAUU.......U..A....UUGUCUUUGCUAUUUAAUGUUUAUGAAAUCGGGAAACAAUGCAAAGAAUCGUCUUUAAUAAAAUUGCUCUUCUCAUUAUCCUUUUCUCUAUCGGAUU
Ssp-4-4 ..............................................GAUCGCC.A.GGUUGC..C...UAAA.U...A.....GAAAAAAUUUAUACGCUGU.AUUAAGUAUAAUUUGCUUGCAGAGAAGAGGCAAUUAAUGAAAAAUACAUACAAAACAAUACUGAAACGAUUAUUAGU
Ssp-4-5 ........................................UAAAAAGAUCGCC.A.GGUUGC..C...UAA..U.A.......AAAAAGUUUAAAUAGUGUG.AGUGUAAUUCACUUACAGAUAAGGGGUAAUAAUGAAAAAAACAUACAAAAUAAUACUGAAACAGUUUUUGUUUCUGG
Ssp-5-1 ........................................GGGAU.GACAGCC...AGUUAC..C........U.UC.AA...AGGUCCCAUCAGGACGUCGCCGGCUGUAUAUACCGGCGGCGUUUUCUUUAUCAAAAAGAGGGGGGCGGAGUGAUGCGAACAGGUUUUGCGGUAAAUA
Ssp-5-2 ........................................GGGAU.GACAGCC...AGUUAC..C........U.UC.AA...AGGUCCCAUCAGGACGUCGCCGGCUGUAUUUGCCGGCGGCGUUUUCUUUAUCAAAAAGAGGGGGGCGGAGUGAUGCGAACAGGUUUUGCGGUAAAUA
Ssp-5-3 ........................................GGGAU.GACAGCC...AGUUAC..C........U.UCAA....AGGUCCAAUCAGGACGUCGCCGGCUGUAUAUGCCGGCGGCGUUUUUUUUAUCAAAAAGAGGGGGGCGGAGUGAUGCGAACAGGUUUUGCGGUAAAUA
Tli-1-1 ........................................GCUAU.GACAGCC.U.GGCUGC..CGGCGA.............UCUAAUCCGCCCCCUGCUUGGCUCUUAACCCGGAUUAGGGGGAAUAAAAGUGCAAAAAGAUUAUUUUUUCGCUAUAGGUAAAACUAUAAGAGUCCCC
Tli-1-2 ........................................GCCAU.GACAGCC.A.GGCUGC..C...GAAG...A.UU....CCAAAAUAAGGAAUAGUGCGGUGUGGCGCCUUUCGGAUUCAAAUCUGAAAGGCGCUUUUUUGAGGCUUUUUGUUAAGAACAGAAAAAUUCAACAAAA
Ssp-5-4 ........................................GUUAU.GACAGCC...GGCUGC..CU..GA...U.G.......ACGGUAUCUUCUUACACGCCGACCUCAGACCGCCUGCCUAUGCGUAAGCCGACCAAACCGCAAUACGAAAAUACGAAAAAAGCGAACGGAGUUUCCG
Ala-1-1 ..............................................GACAGCC...AGUUGC..AUCGGAAAG..G.U.....ACGUAUGAAAUCA.......UUAAGAAGAUCAGUUAUCUUAAUCAUAUUCUUACUUGUAUCAGUGGCUUCCAUGGCAACUGGCGUUUUUGCUUGGUU
Ala-1-2 ........................................AAAAU.GGUAGCC...AGCUGC..A...UAA..U.G.......AAGAUAAAUUUUUUUAACUAUUUAUAACCAUGUGUAGCAUACAUGGUUUUUUUUAAUUAUUAGGAUGAAGAGGUACUAUAUUUGAAAAGUAUAAGAG
Ala-1-3 ............................................G.GAUAGCC...AGUUGC..U...A....U...AU....AGCAAUUGGUUUUUAUUG..CUUUAUAAGACGUUUUAAGUACAAUUUGUUGACAAAUUUAAUCUAUAUGCUAAAAUAAGCAUGUGUAAAGUUUUUGG
Mba-1-1 ........................................GAUAU.GGCAGCC...AGUUGCA.U...U....C.A.U.....UCGUGUAUGUGUACGCUAUUUUUAUGUGUGCAUUUUUUUUGUGCGCAUAAAAUAGAAACAGCACAGUAAAAAUAAAUAACGUAACAUUGAUUUGCAA
env-1 ........................................GAUAU.GGCAGCC...AGUUGCA.U...U....C.A.U.....UCGUGUAUGUGUACGCUAUUUUUAUGUGUGCAUUUUUUUGUGCA.....................................................
env-3 ........................................GAUAU.GGCAGCC...AGUUGCA.U...U....C.A.U.....UCGUGUAUGUGUACGCUAUUUUUAUGUGUGCAUUUUUUU..........................................................
env-5 ..............................................GGCAGCC...AGUUGC..A...A....U.U.A.U...UAUUAAAAAGUAUGAUUGUCUAAUCAUGAGUUUUAAUAAUAAUUGCAUUUUUAGUAUACAGGGGAAUAAAUAAAAUAUUAAAAAUUUUAGGAGGGAA
env-7 ..............................................GGCAGCC...AGUUGC..A...A....U.U.A.U...UAUUAAAAAGUAUGAUUGUCUAAUCAUGAGUUUUAAUAAUAAUUGCAUUUUUAGUAUACAGGGGAAUAAAUAAAAUAUUAAAAA.............
env-11 ..............................................GGUAGCC...AGUUGC..A...A....UUA.U.....AAAUAAGGUAGAGAAAUAAAUUAUCUACUUUUUUAUAGUUGCAUUUUUUUAUCUAAAUUUUAAUUUAAUCACUUAUAUAUUUUGGAGGAAAAUUUAU
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alignment positions 390 · · · 569

Ama-1-1 GGUUUAGGGACCAGUUAUCGAUGUAAUACAGAUCCAGGCGAGCGGCUUCAUUAAAGUUGCCCACCUGGGAGCGGCCUGAAAUUUGCCAUAACCCUGUCAUACCAGGAACAACAUGAUGGCGGAUAUGAUGCCAAGAGUCAAACCGCUCUACAUCCCGGAUGGGCAGUGGACGAGGCCCUA
Ama-1-2 UUUUGAAUCAUUAGGAUUAAAACGGCAUAGCCAUGAAAGAAUGUUCUAAAUUCUUGACUAGGCUUCAUUUAUCGGAACUACGCAAAUGAUCUCUGGAUUGAGAGGGCACCAGAAGAGAUUGUUCGCAAACCUUAAACGUUUAAGGCGAAGGAAUUUCCAUUGCUGUGGAUGUGUUGCUCU
Rba-1-1 GGUUCACAUCGAAUCGACUGACACUUUGUCGCCGGGUUAACGAGACAUAAUCGUGGCCCCCGUUUUUGUCUGGAGUUAGAUAUGAAAAAGUUUGCUGAAAACGUUGUUGCUUUCCUGAAAGAAGAAGACGGACCAACUGCUGUUGAGUACGCCGUCUUGUUGGCUCUGAUCAUCGUCGUU
Pst-1-1 GUUUUGGAUUCCGGUGAGCUGGUUUGGCAGGCCGGAGCGGGCCAUGUUUGGCACGCUUACUACCAGCUACAGGGGUCCAGUGUGUUCUGUCGUGUCGGGUGCUUAGCGACUACGUUCGCAGCACGUAACUGAGGAGGAAGCCAAUGAAGAAUCUCGCUCUGAAAGUGCAACGUUUCCUGG
Bma-1-1 CCGGCGUCGGAGACAACGUCGCGGCUGAAAAUCAAAAUCGCAUCCUUGUUAAAUGCCGCUUUAGGCACUUGUGGAGAUCUCAUGAACAUUCUCGCUCAAAAGAUUCAGAAUUUCCUGGUAUCGGAAGAUGGCCCCACCGCGGUUGAAUACGCCGUGAUGUUGGCCCUCAUCGUGAUCGUA
CMe-1-1 GCUGAGCUUCACGGGGAUCGUUGGAAAUCACGCCGAAGCCGCCAAGGCCAGGCCUGAUCUGAUCGUUGCCGCCGUCAGCGCCCCAUCUUCAACCUCUCCCAACACCAUUAUCGUCGUGUCCGGCACCAUUAAGAAUCAAGGCAGGGCAAGUUCCAAGGCCUUCAACGUUGCGGCGUAUCU
Ami-1-1 GGGCGUCACCAACUCCGGCGGCUUCACCAAGAUUGCCGGUGGUGGCACGACCACGAUGACCGUGGAAGGCGCGGUGCUCAACUCGGCUGCCCUGGUUUACGACGCCACGGACGGCAACAAGGUCGUCGGCGCCACCCUCAACGUCGCCGGCAGCAACGGCACGACGCUGAACACCACCAC
Asp-1-1 CCGGCCUGACCAACAGCGUGGCAACCUCCACGAAGGUUAUCUCGGCCGGUUCGCUGUCCUUCUCGACCGUCGAGGGCGCCGAGCUGACCAGCGUCGUCACCCUUUCCAGCCGCACCAACAAGGCGGAAAUCACCGGAGUCCGGCUCUACCUGGCAGGCCUGAACAGCACGGCGCUCAACA
Cfi-1-1 CGGCGCCGGCACGGGGCGCAGCCGAACCGCCCACGCGACCCCGCGGCCCCGUCGCGCGGGCCGGGUUGGGCUCGUCGCGCUGCUGCUCGCCACCACGGCGGUGCUCGUCCCGCUCGUCCCCGCGCCCGCGGCGGCGGCAGAGCCGGACCUCGCGCCGUCCGGCCUGCUGUUCGGUGCCUA
[gi-1-1 GUCGACCCGAAGACGGUCACGCGUUGGGCGCAGGCCGGCAAGCUCUCGGCGGUCCGGACCCUGGGCGGCCACCGCCGCUUCCACGAGGCCGAGGUCCGUCAGCUCCUGCAGGGCGUGCCCCAGCAGCGCGUCAGCGAGUGAGCGUCGCGGGCCCGUCCCGCAGCCCGACCGCCACGAAGC
Cfl-1-1 CCCGAAGACGGUCACGCGCUGGGCGCAGGCCGGCAAGCUCUCCGCCGUCCGCACCCUGGGUGGGCACCGCCGCUUCCACGAGGCCGAGGUCCGUCAGCUCCUCACGGGCGUCCCGCAGCAGCGCGCCGGGGAGUGAACCCCGCGCCGUCUGCGACGACGCACCCACGACACCGACGCCGG
[gi-1-2 UGGGCCGUGCUGGCCGCGAGCCGGAGCGUCCUGGACCGCAUCCCCUCGCAGCGCGAGCCCGCGGCGGCCUGACGGCCACACGACCCGGCACCCCGGUGCCACCCGAACGCCGAUGCGGACACCGCAUCGGCGUUCGUCGUUCGCAGACCAGGAUCCGGACCCGACCUCGAGCGGACGGGU
Cfi-1-2 CGCCGAGCGGUCCCACACCGUCGUCGAGCUCGUCCCCGCGCAGCGGGAGCACCUCGCCGCCUGACGCGUUCGCGCGUACCUCACCGACGCCGGCCCCGGACCCCGGGUGCCGGCGUCCGUGCGUCCAGGGCGUCGGCACCCGGGGGUCCGGCCGUGCCGCGUCGGAGCGGUGACACGCGU
Cfl-1-2 CCUCGAGGCUUCCGUGAGCGUCCCCGCGCAGCGCGACGCGCUCGCCGCCUGAGCCACCGGCUCACGCACCAGCCACCGGCCCCCGUCGUCCGCCCCCGGCACGACGGGGGCCGUGCUGUGCCCCGGUCGGCUCAGAGCUCGCCGACGCGCUGCAGGUAGCGCAUCGCGACCCAGCCGAGG
Cfi-1-3 GGACCCGAAGACGGUCACGCGCUGGGCCCAGGCAGGCAAGCUCUCGGCGGUCCGCACGCUCGGCGGGCACCGCCGGUUCCACGAGUCCGAGGUGCGUCAGCUCCUCCAGGGCGUCCCCUCGCAGCGCGCGGGCGAGUGACCCUCCGCGGCUCCUGCCGCGACCUGCACGACCCCGGACGC
Asp-1-2 CGACCGUGGCAGCGGCCGCGGCGGCCUUCGCCCCGGCUGUGAUGGUGCCCGCGCCGGCGCUGGCAGCCAACCCCUCCACCGUUGACAACCUGACCAUCACCGAUGCCGGGAACUGGGAAGGCAGCAAGGUCACCUUCACGCUGACCUACACCGGCAGCUCUCCUGGCGACUUCACCAUCG
Ami-1-2 GUUGCCGUCGCGGGUGCCAUCGGCCUCGUGCCGGGUGUGUUCAUCGCGACGCCGGCCCUGGCAGCGGCCGGUGACUACUCGAUCGCGGCUGGAUCCGGCACCGAAGGUGGCACGGUCAGCCUGCGCAUCACCCGAGCGGGCAAGGCCACCGCCAACGACCCGGCGUUGCCGGCGGAGAAA
Gob-1-1 ACGCCCCGCUACGUUCAACAUCUCUGAGCAUCGGCCGCGCUCGGCGCGCCGACCGGCGCGCGCCGCGUGACGCCGAAUCCCAUCUGCGUCGUGUGACGCAAACUCAACAAAGACCUUCUGUCGUUUCACGUGCGGUCUGGGUUGUCAAGAUCCCCUGUCGUAUACACGAACCGG......
Esp-1-1 GCCAUAAGGGGAAGGCAGCGCAUAUGAAGUGGAAAAAACGAGCCAAACAAACACUCGCAAUGGCUUUGACGCUGGUCAUGGUUGUGUCGUUGAACGUUCCCGUGGUGGCCUUUGGUGAGGAGACGAUUUCGGGUCCCUCUGAAACGCAAGCCACGGAAGAUAUUUCCACAUUCGGUAACA
Esp-1-2 GUAUCUAAGGACGCGGAAAGGAAUUGCAUAUGAAACGCAGCAUCUACGCCAGUAAGAUUUUGGCCGUCUUUCUGUCACUCGUUCUUAUUGCUUCGUGCAAUGUGCCCCUUGCCUGGGGCGAGGCCAUUGGUGGCGAUUCCGUUUCUGCAGCCGGGGCUAACCAAGAAACUGCCUCGAAUG
Esp-1-3 CUCACUCUCUCCUUGCCAUUAUGCUCAGUGUUUUGCUGGCAACUACUCUUAUGGUUCCACCUUUGGCUUGGGCCGAGAGCGAAAGCGAGACAAGCCAGCCCACCGAAGGCCAGUCGAAAGACCAGCCGAACGGCGACGACACGCAAUCAUUCCAGCCUAGUGAGAGCGAACAGGCGGGCA
Oul-1-1 CGCUGGCGUGCACCGCCGUCUUGGCCAGUACGCUGAUGAUCGGCCUGACUGCGUGCUCCAAUGACGAGCAGGCCAUCAAGGACGGCAUCAGCACGGAGCUCGGCGCCUUCAAGAAUCCCACCAAGGAGUCCUUGGAGCCGUACGUCGGUCAGCUCAGCAGCUCCGACCUCAAGGAACUCG
Oul-1-2 CUUGCUGAUGCGGUCACGCUUUGCACCUCCGGUCGUCGCCACUCUCGUCGAUGAAUGGAAUUGUCCGUAGAGUCAGGAGAAAGGAAGUGGGAAUGUUACUGAAGAGGUUGCGCUACCUUCUAGCGGUCGCCCUUGCCGUAGGGAUAGUGGUCGGGGGGGGGUCAUGCCUUCGCCGAUAGC
Osp-1-1 CGUGGCAAUAGAGAGGAGCGCCAUAUGAUGCACGGUAUUUCUAUGGAGGGACGGUUCAAGGCAUUGCUAUCCACGCUGUUUGCGAUGGUGCUUGCUCUGGGCGUCUUCUUCCCGUCUGCAGCGCUUGCAGAGACGACGGGUGUGACUGCCGCCAACCAGGGUACGGCAACCGGCAAGCUC
Sex-1-1 GUCGCUUCGGAUUCGCCGCGUGCGGCCUUCGUUCCCGGGCCUUCGCUUCUUCAACGCAUAUUUCGACUUUUCUCCGAGGCUUCCGCGCCUUUCCUAUAUUGCUCCCCCUCCAUCUCCGGCAGCGCCGUCGCCCCCGGCGUGCCGGACGGGAUCUUGUCGUUCCGGCCCUCUUCCUCAACG
Esp-1-4 ACGUUUGCAGUCCUUCUUGUCUGUGCUCUGUUGAGCGUUCCGAUUUUUUCCUACGCAACUGACGAGGUGGCUCUUACGUCUCCUGCCGUAAGCGAGGAGGAGCUACUGACUCCUUCCAUUGAAGAGCCGACGCUCAGCGAAAACGGUGAUGCCUCCAAUAGUAUUGACAAGUCGACUGAA
Sex-1-2 GCGGUUGUUCCCAUGCCCUUCGAUUUUUUGCGCACAUUCCGAUAUUUCUCAAGGGCCUUUUCUGCGCCCUCAUUCCUUUGCUCCCCCUCCAUCUCUGGCAAUGCUAUUGCCCCUGGCAUGCCGGAAGGGGUUCUUUCGCGUCGUUCCUCUUCCUCUGCGUGAUGCAUACGGUGCGCAGGG
Cba-1-1 AGCAUUGGAACGCGAACCUAUGGAGAAGGACUAUGACGACUGAGAUGACCGCUGAGACCACAACCGAAAUCGAUGACGACAUCACGCUUGCGGACGGCAAGCGCACGCUGACGAACUCGCAGCUGCUCAUCCUGGGCUUCAUCGCCUCGUACGGCGCAGCGGGCUGCUCCGAGUCCAAGC
Cwo-1-1 CGCCGCAGCGGAGGCCGACGCCGCCCGCACGAACGGAGACGCCGGAGCCGUCCGGGUCGCCGGCACCGUCGUCGCGAAGGACGCCGCGCGCGGGACGGUCGUGACGGCGAGCCGCACCGGAACGGUCACGACGCUGCGAACGGCGAGCGCAGCGCGCUACCGCGUCGGCCAGCGGAUCGC
Psp-1-1 CCGGAUGCGCAACCGUGCAGCCGAGGAGCGGGGCUUCACCCUCGUCGAGCUGCUGGUCGUCAUCCUGAUCAUCGGCAUCCUCGCCGCGAUCGCCAUCCCGACGUUCCUGGGGCAGCGCGCGAAGGGCCAGGACGCGAGCGCGAAGAGCAACGCUCGUAACGCUGUUUCGCAGAUCGAGUC
Sth-1-1 GAUCACAGAAACGGACCCGAGCGGUCUACGCGGCGCGAUUUCCUAAAAUUGGUGGUCGGCGGCGCAGUGAGCCUGCCGGCCGUGGCCUGGGCGGUCUUACCGGACUCCGUGGGCGCCAACGAGCGCCUGAGCAUCAGCAACCUGAGAUUGACCCCGCAACCCCGCAAGACCCCAACGCCG
Nho-1-1 AGCGAACGGCCCGCCUCGGAAUCGUGGUCCUUCUGCUCUCGAUCUUUUCGAGCUUCUCCGGUGUCUUUCCCCUACCGGCCAAGCCCCUCUCCUACCUUUCGCGCAUCGAUCCGGUGUUGGCCGCGACCCCAUGUAGCCUCUCGCUGCAAUCGCUGGUAGACGCGGCCGCGCCGGGGGCAG
Nho-1-2 UUUCGUCCUUCGACGCCUGUUGGCUGUCCUGCUAUCAUGCACCAUCAUGCUCGCGAUGAUUUCCAGCGCCACAUUCACCGUUCCGGAUGCCGCGGCAAGCGCCGGCGCGACUCCAAAGGGGGUGAGCUGGGGCGAUCCAUCGAGAGACUGGGGAAACGGGACCAGUAGUUUCAACUGGAC
Nho-1-3 CAACCUCCCACCGACGCCUGUUGGCUGUCCUGCUAUCGUUCGCGAUCAUAUUCCCGAUGCUCUCCAAUGCCGCCUUCACCCUCCCGGUGGCCGCCGCGGACUCAACCGCACCCGCAACGCUAAAAGGAGUGAGCUGGGGCGAUCCAUCGAGAGACUGGGGAAACGGGACCAGUAGUUUCA
Asp-2-1 GGUUUAGGGACCAGUUAUCGAUGUAAUACAGAUCCAGGCGAGCGGCUUCAUUAAAGUUACCCACCUGAGAGCGGCCUGAAAUUUGCCAUAAUCCCGUCAUGCCGGGAACAACAUGAUGGCGAAUAUGGUGCCAGGAGUCGAAUCGCUCUACAUCCCGGAUGGGCAAUGGCCGCGGCCCCA
Csp-1-1 CCUCUAAUGGUAGAUAGAUUGGCCGGCCGUGGGGGCAGGUCCGGGGAUGAUGGGUGCGCUGCCACUGCUCUAGCAGGUUUUGCAUUUCCUCCAGGGAUAGGGGGGUGCCAUUCCGAAUUGCACUGCGACAGGCGGUAGCAACAAUGGCAGCAUUCAAAUCCUCCCCUAAACUGAGUUCGA
Csp-1-2 UUCUAUUUGAGAUCCAAACGGGGUAAAAGGGUGAAAACCCUUUUGUGGGAGAACCCACACCCCCUUUUUCUCAACCCAUUCAGGGUUGCCAUAGUUUGAUGCAGUAUGUCGGUGCCUUAACGCUGUUGGGGAAUCGCCAGCCAGCGUAGUUAACGAACGGGAGGAGAGUUCCUGACACAU
Csp-1-3 AUUUCUGUGUCUUUACCAUUUCAGAAACGUAUAAUUGAAUGUUUUAAGCUUUGUUCCAGAGAUCAGAUCGUAGAAACAUCGGCUCAGAUUUUGGUCCAUUCCAUCUCAAAAGACCCAAAAGCUCUGCAAAACGCACUCACCUACAUUCAUCCACUGGUGCUCAAAAGAGCAAUCGAGCUA
Csp-1-4 CUAAUUGAGCAGAAGGGCAGCAUAGCUUGGCUCAAUGCCGGGUUGAGGGGACGGAGGGGCAGUGGUGAAGGGGAUCAUUUGAAGGUCAAAAAUCCAUGAUCUUGCCCUUCCCAAGCUUACGACUUUAGGUACUAGCCUGGUUAAAACCCAAGGGUUCUCAGCAUAUUUUGGUUUGAUAGA
Csp-1-5 UGAGCAGAAGGCAGCGUCUGGCAUUCACUAGUGACAGACUUUAUCCGCUGUAAUUCCUACACUCACUUCGUCGGGUGAGGUUCAUCUUGCGGAGAAUCGUUUAUAGUGUCUAUACUUUCGUAUUUCUACAAUAGAGGGGGCUUGGUUAUUUAUGGAUACAAAUAGUAAAGGUGCGGAUUU
Csp-1-6 CAGCCAUUCAAUUACCCCCUGGAUGGCAUUUUUAUUAUUAGACUAAGAAAAUAUAGCAGGCAUCAAAAAUGAGACUUUAGCCAUUUUUGAUGCCUAAUGGUUUAUAGUUUUUAUGCUUUAUAUUUCUCUGUUGAAGGGAGAGUUAAUUAUGGGUGUAAUGAAUAAUGGCGCGGGUUCGCU
Csp-1-7 CAAGAGACUAGAUCUAUUUCAUUGAGCAGCAUUAGAUUGCUUUAACCGAGGGAGUUGCUCAGUACAUCCAAGGUAUUUAUAGUGCCUAGCACAAACGCAUCUCUCUUGGGGAGGAUGAAAUCAUCCAAGCAACUUGAUUAUGACCUUAAAGGACUCACUAGAGGUACAGAAGUGGAGCCU
Csp-1-8 ACCGACAAUUCACCUCCUUCGGUGUUCGUCUCACUACAUGAGAUCGUAGUGGAUAUGAAUCAAGUCCUGCACUGGUAAGAACUUUUGAAUUCUAUCAUUCUACCCGUGGACAACCAUAAAUAAUAUUUAUCACUAUUGCCAUAGGUUUUCAAUAAAUUCAUCCAAUCCGGUGAUUGCACU
Csp-1-9 AUUUAAGUGCAGGUCCCAGUCGAAUCAGUUGCCCAUUCGCUGCAUCAUCAGUGAGGACGUAAAGCCACCCGUCUGGGCCCUGGCGGACAUCUCGAACCCGCUGCCCUAUCUUCAUUUCCUCCUGGCUGCGGACAUUCCCGGUAGCGUCCAGUUGGAGACGGCGGACGUCUUGCGAAACUA
Csp-1-10 GUCUGUAGAGUGGCAGCUCGUGAAUAGGUCAGCAACGCACUGCAGGGAGUAGCUCGUUUCGUUUCGGUCUAAAGUUUUUUAUCCUGGUAGGCAAAAUCGUAGCGCUCGGCGACAUUCCAGACGGAGCAACUGUGGUUCUCCCGAUCGAGGAUAGCUGGGUGGAUGAACAGAACGUACAAC
Csp-1-11 GCCAUCCAAUUACUCCUUGGAUGGCAUUUUUUUUAUUAUCAAAUCAAGAAAAACAGCAGGUAUAAAAACGGUUAAAAAUUCCUUUUUGAUGCCUAAUCGUUUAUAGUUUUCUAUAAUUCAUAUUUAUGUGUCGGGAGACAUAUUUUGCGGAUGGAUAUAGAAAAGGAAGGCGCGAAUCCG
Csp-1-12 ACCGCUACGAUUCAAGCCCCUGCUGCCGCUGCCCUGGCUCCCCGUUGAGACUCACCCAUAAGUUUUCCCAUACUACUCAUCUCAUGCCCGUUGGUUUGCCGCCAGCGGGCUUUUUUGUGAGUGAUAGCUGCCCUGACCGCAGAUGAAGAUCACACUUUCUUCCUAUUAAUGAUCAUGCUC
Asp-2-2 UAAUUGAACCUGCCGCGCUUCCUUCGUCCCCUCCGGUAAUGGCUCUGGCUUCUUGGACUUCGCGGGACAGUACUUCUGAUAUCCACAGUGGUUGCAGUGCCCACCAACUUCCGGUUUCCACUCAUCAUCUGCUCUGAGUCUUACUGCUAUAUCCCCGAUCAACUCCCGGACCUGCUGGUG
Asp-2-3 UUUUGAAUCAUUAGGGUUAAAGCGGCAUAGGCAUGACAGAAUAUUCUAAAUUCUUGACUAGGCUUUAUUUAUCGGAACUACGCAAAUGAUCUCUGGAUUGAGAGAAUACCAGAAGAGAUUGUUCACAAACCUUAAACUUUUAAGGCGAAGGGAUUUCCACUGCUGUGGAUGUGUUGCUCU
Dpr-1-1 GUCUGGAAACCCAGGCACGCAAGGCUCCCAAGUCCACGGCACCCGCGCCGGCUCCGGCCCCAGCUCCCACGCCCGCCCCGGCACCCGAGCCCACAGCCCCCGCUGGCCCCAGCACCGCGCAGGUACGCGCCGACGGCACCCUGAUGGUGAACGGUCAGGCCAUGUUCCCGAUGGGCUUCU
Dgo-1-1 CCGCCCAGACGGCGGACACCGCCGGCAGCGCCCCCGCCGACACCCAGACGGCGGCCCCCAGCGAGAGUGCCCAGGCCCUCCGGCCGCCCUCGCUCGUGCCCGGCACCUACGGCCAGCAGGUCAGCGUGCAGAACGCCGGCCUGCGGGUCGGCAACCAGGGCCUGUUUCCUUUCGGCUUCU
Dde-1-1 CCCGCAAUGAAUCAAAGCCCCGCGUCCGACAUCACAGUGUCCGCGGAAGCCCUGACCACCAGAGUGCAGCCGGGCGUCGCGGCUGGUGGACGGACCCAGUACGACGCACAGGCAGACGGACAGCAGACGGUCGUCCUGCUCGGCAACAACCACGCCGCCACCUUCGCGGUUCCAGCCUCG
Dma-1-1 AGAUCAGUUUGAGCAGCUGGACCGCGCCCGGUGGGCCGCGUCGGACUGGAACGGCUUCUGGCAGGGCCGUGGGCUCGCUGGUCGUUUUGAUCCGGCGCUCGCGUACGCGGACGGCGCCGGCAACCUCGUGCUCGAGAUGAACGUGGACCGUUGUGGGAGCGGCUGGUGCGCGCGCGCUGC
Dde-1-2 GUGGUUGAAAGUCCUGUUCAGACCCCUGUGGCUCGCAUCCCGAGCGUUCCGGUAGCUCAAGCUCCAACCCCAGCUGACUCUGUGCAGAUUGCUGGCAGCUGGCGAGACGACUUCAACACUCUCGACACCACCCGCUGGGCCCUGUCGAACAGCGGCUGGAAACCCUUCUGGGCCAAAGAC
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Dde-1-3 GAGGCUCCUGAGGCUCAGGCAUCCAACGUUAAUGUGGCUACCAAAAGCCCUAUCCGGAGUUCCAUCGUCGGCAGCUGGCGAGACGACUUCAACGCUCUUGACACCACCCGCUGGGCCCUGUCGAACAGCGGCUGGAAACCCUUCUGGGCCAAAGACGGCCUGAACGGCACCUGGAACCCC
Tca-1-1 AACCUGGUUUCAUUGCUUUCGCUAUUAUUUGGCGUAUAAAUUUUGCCGGGAGGGAAGCGCAAUGGCCGGAACAGGCGGAAACGGCGGCUUAGAGACGGCAGGCAACAUUGCCGAACGCGAUAUUUAUGAUGAGGACGGCGUCUUGCUGGUGGCCAAAGGCAAAGAAAUAACGCCGCAGGU
Tca-1-2 CCGGUUCACGAUGAAGACUAAACUACUAUUGACUUUCGUUGUGGUUGCGCUGGCGCCGUUGGUAGUUCUAAGCGGAAUUAGUUUCUAUCAGACUUAUCAGAAAGAUGUGCAGAGUACAUAUCAGGAUAAUCAGCGAAUGGCGGCAGUUUUGGCCGGUGAAUUUGAAAGCAUGGUUCAGUC
Tca-1-3 GUCAAUUUUUUGAGGGGAAGGAGAUGUUUAUGAAAUACCUGCGAAUAAACAUACAAAGCCUGCUAACAAGGAUGACCGUAUUUUUCGGGCUGGUCGUGCUGGCAGGGUGUGUGGCCCUGCGGAGAAACUUGCUAGCCUGGACAAAUCAGUCGGCCAGAUUGGGGAAAUUAUGGGCGUAAU
Tsp-2-1 ACGGAUUCUUUAUUGGACCUGAUCAUAAAGCAUCUCAAAAACGUUAUGAUCUAGGCUACUCAUUCAUUUCAAUCUAGGACUCAAGCAAUGGCACUAAAGUCCUAAUUCCUAAUCCUUUUUGGAUUAGAGUCGUGAUCAUUUAUGAGAUGAAAGCAUCGUAUGGCCUCCCAAUCGUAUGAU
Tsp-1-2 UAGGGUAGUUUUUUGUUUUCUUAGGCAGGAAUAGUUUUCUUAGUCAGAUAAGAGGCGAAUAUUCCAUUGUUUUAUUGAAUAAUCCUUAAAAAUUUUCCAAGGGGGACGAAGUAUGAAAAAACAACUAUCAGCUAUUUUAGCAGUAUCAUUGAUAGCAUCUAACUUUUCACCAAUGAUCGA
Csp-2-1 UUUCAAUCGUCUUGUAUGAAAACGAAAGUAAGAGCAGCAAUGCUUUUACUUUUUUAUUUAAAAAAUAAGAAAAAAUCUUAGUCAAAGAGAGAAGGAAAAUAUAUGAAAUGUCAAAUGAGUCAACGAUGUGGGAGUUGUCAAUAUCUAGAUAUGGAUUAUUCCCAACAACUCAUCAAAAAA
Csp-3-1 UGCGAGUUAAGCCCAUUAAAUGGACAAAAAUAACAAAUAGGAAAGGAGAAUUACAAUGAAGAAAAUACUUGCUUUUUUUCUUGUCGUAGUUGUUUUGCUGGGGUCAACACAGUUAACUAUUUAUGCUGAUAAUGAAAGUCAGGGGCAAGAAAUAACUACAUCAGUUACAAAUGGUGAAUC
Cra-1-1 UGCGAGUUAAGCCCAUUAAAUGGACAAAAAUAACAAAUAGGAAAGGAGAAUUACAAUGAAGAAAAUACUUGCUUUUUUUCUUGUCGUAGUUGUUUUGCUGGGGUCAACACAGUUAACUAUUUAUGCUGAUAAUGAAAGUCAGGGGCAAGAAAUAACUACAUCAGUUACAAAUGGUGAAUC
Csp-2-2 UCUUUAAUUAUUAUCUUAUUUGGCUCGUUCUUUCAUUUCGUUCAGCAAAUUAGUGAUAUGAAUACUCAAAAAAUAUUAAAUCAUUUAGAAGAUGUUGGUAAAGAAACUGCUAAUAUAUAUAAUUUAAAAUUCAAAUCGCUACAAAAUGUAAUUGUUAGUACUGCUGAAAUUCUUGGUAGA
Pfe-1-1 UGAACUAAUUUGUGAUAUUUUUGAGAUUCUCCAAGACAUUAAAGCUAUUAAUAAAGAACAGCUAGUUAUUAAUGAUAUUCCAGAUGUAAAGAAAACUUGAUGCUAUAGGGAUUUUCGUUUUCUUUGCAUUGUAGCCAUACCCAUUCGCCGGGCGGGGCAAUAGCAAAGAAGUAUAGGGAU
Dsu-1-1 GAAGUUUGCAAUGGAAGAUGACAAGUUUAUACCGGACCUGGAUAUGAAUGUGCCGGUAGCCUAUGCUGCUUUUGAAGUAGUGAUGGAUGAGGAAAAGAAAAAGGCCAUAGACGCCAUCUAUGUAUAUGUCAAUAAGGCAUACUGCGAAAUGGUGGGGAAAGAUAAGUCCGAGCUCAUGGG
Mel-1-1 UCCAUGUACUGUAAUCAGAAAAAGAUGAUGACGCUUAUUGCGAUUUUGCAGGAUGCCGUGUGUCAGGCUAUGACUAAUGAUGAUCCAGACGACAUCCUCUUUUCCUUUGUUGCCCGCAUUGGCUCAUUUUUAGGCGCUGGAAAAGCGUUUCUCUUCGAUGAUACGCCUAUCCACUUCUAU
Afe-1-1 GAAGUUGCAUUGUGCGAAGAUUAAUCCGAAGUCUACAGGCCCAGUUUCUGGUGCUGAUCCUGGGGAUCACCCUGGCCCUGAUCCUGGUGCUGGGCUUUUUGAACCUGCAGACCGUCAACGGUACCUCCACCCGGAUUGCCGCCAUGAGCCUGAACUGGCAGGCCCAGCGGACUUCCGCCC
Alo-1-1 GGUGAAAAAGUUUUUACUAUUACCGUUUGCCAUGGCAACGGUAAUCAGCAGUCUGCCCGCAGGGAAUCCAUGCCGUGACGAACUGGCCGGGGCUGAGCCGUGGACGGGGAACAUAGCAUAUGCAAGCGGUUUUUCGGACGCCGGCGACCCUGCGGUUGCAUCCCGGGAGAAUAUGGAAGA
Pfe-1-2 AAUAAAGGAGCUCUCAUUUUGCGACAGAUUAGGUUAACGGAAGUACACCCAGGUAUGAUAUUAGCACGAAACCUUUACAGCAGAAAAGGACAUAUCCUGCUUGCUUCAGGAGUCAGGCUAACGGAAGUCUACCUUCACAAGUUACGAAGGUUGAAAGUAAAAACUCUCUUUAUUCACGAC
Pfe-1-3 GGGAAAAUACUUGCAAUUAUCUUAAUAAUAUCAAUGGCAACACUUUUAGUUGGUUCUAUCGGAUAUUAUUAUACCAACACGAUGAGUAAUGAAAUGAAAAUUAUGUAUAGUGAAAAUCUGUUGUCGAUUAAAAGGUUAAAUGAAACGCGACAUAAUUUUAGAGCCGUCCAUGGAAUGAUC
Pfe-1-4 AAAGCAGGAAUUUUAGAUUAAUUACUAAUGCAGAGGUAAAAUGCUCUUGGCGAAGUGGGAAAAGUGCUAUAAAUAAGGUUAAGAAUUUGACUAACUGCUUCGAUGAAUGAUAAGAGGAUAUUAAAUGAUAAAUAAGGAGCGCUAUUCAUGAAAAAAAGUGUUGAAAUUAUUGGAUUGCCA
Pfe-1-5 UUGGCAAUUUGGAUGAUAAGUGAAAAAUGGAUGGAGGAGAAUUAUUUAUGAAUUUGCUUAUAUGGAUAAAGAAAAGUAUUCAGGUAAAGGUUACAGCUGUUUUAGUAAUUGGACUAUUAAUAACAUUAAGCAUUCUAGGAGUAUGUAAUUUCUACAAUGCAAAAAGCAUAUUGGUUUCAG
Pfe-1-6 AUGAUGAUUAGGUGCCAUAGCAAGUGUAGAUAAUACUAGUUUAGAAGUAUCGGAGGUGAAAAAGUUAUAAUGUUCAUUUGUAUGUAUAUCAUCACGGUUAUUCUUUUUAUCAGCAGUCUAUUCAUAUUAAGUUUGCCCGAGAUAUAUAUUGUGGGUGCAAUUGUGUUAUUGGUAUUCCUG
Pfe-1-7 UUUAUGCGUAGAAUACCUAUUAUUGCACAAUUAGGAGGUAUGUUCCUCACUUCUAUUUCCUUUCUGCUUAUACUGCUUGGAUAUACAGCAUAUCAGUAUUCGACAGCAAGUGAUACAUAUGAAAAUUUAAUUACACAUACUUCCGCAAAUAUGCUCUUACUCACGAAGGCACAGGAUGGU
Pfe-1-8 GAAAUUAAAAAUGAAAUUUUUAAUGAUGAUGGCGAUUACGAGUCUGGUCUUAUUAGUAGCUACGACGAUGGGGUAUUUUUAUGCGAAAAGUCAGGUAGAGGAAAAUAUUAAGAAUGAAAUGUUCUCAGUUGCCAAUACCUAUUCAACUCAAUUAGACGGCUGGUUAUUGGCGAAGGCGCA
Pfe-1-9 UUUGCUGGGAGGAUUUAUUUUGAAUUUGUCUGAACUGCCUAAAAGUAUAAUGGAAAAAAUGACACCGAAGCAGCUGAUUCUAUUGGCUUUUGCGGCGAGUUUUUUAGUAGCAUUACUGCUUUAUUUUUAUUUGUCAGGAUUAGAAGAUCAUCAGCAGAAAAAGGCACAAGUAUUUACAGA
Pfe-1-10 AGCCAAAAGAAUUACUAAUUACCGGGAAAUAGGAGAUGAUAUAGUUGACCCUGCGAUCCAAAAUAACAAUGCUAGUGAUCGUAACCUUUGGUCUAUUUAUUUUUUGUGUAUAUGCUUCCUUACAUUAUUCAUUGGAUCAGCAAUUUGAGGAAAAACAAAUCUUUAUUAAAAAUUCAGCUA
Ipo-1-1 CUAAAAAUCUGUAAUAAGGCUAUUUAUUCUAAUCCAAAGAACCCUGUUGCUUAUUUUAACAGAGGAAAUUUAAACUUCAAAUUAGGAAAUUACAUGAGUGCAUUAAAGGACUAUAACAAAGCCAUAAGACUUAAUCCAAAAUAUUUACAUGCAUAUCAUAGCAGAGCUAUAACAAAAGAA
Ipo-1-2 UGCACAUUAAGUCAAAGAAAGCUUUUAUAAUAGUCAUAAAUUAUGUAUUUUGGGGACUUGUAUGGAUACUAGUUUUAGACAAUUUGAUCUAUACAACUGUUGAAAACUCUCAUACAUCCUAUAUUCUAUCUACCCAAAAAAGGAUAUCCAGAGGGGUUGAAGGAAAAUGAAAUCCCACUA
Ipo-1-3 AUCUUAUAAUUAAAGAAAAUUCAAAUAACAGUUUAAAGAAAGUCAUGCAUUUCAAUUUAGCAGUUUAUAGAAAACUUUUUUCCAUACACAACACACGUAAUAUGAUAAAAAAAGGAGGUAUCGAUGGUUUUAAACAUUAAUUUUCCAAAAGAUUUUAAUAGUGAGGUGAAAAUUUUAUAC
Ipo-1-4 CAUGGACAAGAGGACAAAAGUAUCAUAUUUAAUUUGUUUAAUCGUAACAAUAAUUUUAACAUACACAGAUAUGUCAUUUCCAAAGUUAGUGGGUUUUACCUCAUGGGAUAUUGUUAGUGAGCUUUUGAUAUGUAUCCAACCUAUUAUAUGGAUAUACUUUGUGAGGUUCGACCUCGGAAA
Ipo-1-5 UUAUUUUGCUUUUUAAUAGUUCUAUUUACCGGAUGUAAAGCUUACAAAGAACCCAUAAGGAUUUCCAUUAAUGGCUGGCCCCCCUGUGAACUAUGGUAUAUAGCACAAGAACAAGGAUACUUUGAAGACAUCCCUGUUGAGAUUAUAAGAUUUUCAACCUGGUCAGACUCCAUAGCUUCU
Fsp-1-1 AAAUAUUGAUUUUUUUAGAAAUAUUCACAUUUUCUAUCCUUGCAUUUGGAUUAAAGGAUAAUGAAGCAGAAGUAAAAGUUACUGCUGAAUUUAUGGCCCCUGUUACUAUUGAAACAACUGAUGCUGACUUUGGAACAAUAAUUGCUCAAAGUUACAGUCAAGGUAAUUUUCCCAGUACUG
Ful-1-1 AAAUAUUAAUUUUUUUAGGAAUAUUUACAUUUUCUAUCCUUGCAUUUGGUGUGAAUGAUAAGGACGAAAAAGAAGUAAUAGUUACUGCUGAAUUUAUGGCCCCUAUUAGUGUUAAUGUAAUUCGACAUGCCGAUUUUGGAACUGUUAUAGCACAAAACUAUAGUUCUAAAAAUAGACCUU
Fsp-1-2 UAGAUAUGAAAAAAUUAUUAUUAUUAGCUAGUAUCUUAGCAGUUUCAGGAGUCACUUUAGGUGCAGGAAUGUCUGAUAGCGCUGAUUUAAAUGUUAAAGCUCAAAUUAUUAAACCAUUAAAAGUUUCUACUACACCUGUAGAUUUUGGUAUAUUAACUCAAGGACAAACAAACGCCUCAG
Fva-1-1 AGACUAUGAAAAAAUUAUUAUUAUUAGCUGGAUUAUUGGUUGUAACUGGAUCAGCUUUUGCUGCAGAUAUUAAAACAGAAGCAAGUGGAAAUGUUGAUAUUUAUGCUCAGGUUCUUACUAAUUUGGAAAUUGAUUCAAAACCUUUAAAUUUUGGUGUUCUUGGAAUAAAUGACAGUAAAA
Fva-1-2 AUAUAUAUGAAAAAAUUAUUAUUGCUAAGUAGCAUAUUAGCAAUAUCUACAACUAUUUUUGGUGCUGGAAUGUCUAGUAGUGAUGAUUUAAAAGUUACAGCUCAAAUUAUCAAGCCACUUAGUAUAACUACAAAAGAAGUUAAUUUUGGUAUAAUUACUGUUGGUCAAAAAAAUAUUUCA
Fva-1-3 GAAAAAAAUAUUAAUUCCCUUAGGAAUAUUUAUUUUUUCUCUUACCACUCUUGGAGUAGCUGACAAUGAAGCAAUAAUAGAUAUCAGUGCUGAAUUUUUAGCCCCUAUUACCAUCGAAACCACAGAAGCAAGUUUUGGAACUAUAGUAGCAGAAACUGGUAUAGAGCCAACUACUAAUUC
Ful-1-2 AGAUAUGAAAAAAUUAUUAUUAUUAGCUAGUAUCUUAACAGUGUCAGGAGUUGCUGUAGCAGCUGAAGAUGGAAAAUCAGCUUCAGAUGACUUAAAAGUUAAAGCUCAAAUUAUUAAGCCAUUAAAAAUCACUACUAAAGAAGUAGAUUUUGGAGUAGUAGCAAUUGGACAAAGUGCUUC
Fsp-1-3 AUAGAUAUGAAAAAAUUAUUAUUAUUAGCAGGAUUAUUGGUUGUAGCUAGUUCAGUUUUUGCUGAUGAACCUGCUAAGAAGGUUAAUACAGAAGCAAGUAAAAAUGUUGAUAUUUAUGCUCAAGUUGUUACUGAUUUAAGUAUUGAAACUGAGCCAUUAAAUUUUGGUGUUGUUGGUAUA
Ful-1-3 GGAUAGAUAUGAAAAAAUUAUUAUUAUUAGCAGGAUUAUUGGUUAUAGCUGGUUCAGCUUUUACUGCUGACAUUCAAACAGAAGCAAGUGGAGAAGUUGAAAUUUUUGCUCAAGUUCUUACUGAUUUAAAUAUUGAGACUGAGCCAUUAAAUUUUGGUAUUCUUGGGUUAAAUGAUAAUA
Ipo-1-6 AUUUGAAGUAGGUAGAGAGAUGAAUAUAAUAAGAAAAGCCUUCGUUUCAUUAUAUGUAAAAAUUGCAUUAGGAAUAUUAGUGGCAGUAACUUCUGCAAUUUUUUUGGUUUCAUAUCUUCAUAAUGAUUUUAUUUUUAAUUACAUAGAUACCACUACUGAAAAUCAAAUUUGUUCUAUUUU
Hco-1-1 UGGAAAGAUACCAGUCACACAUAUGUAACAGAGGAAAAACCAGUCGAAAUUAUUACCGAGUCAAUGGUGUCAGAUACAGGAAAAUACCUUGUACCGAAAGGCUCAAUAUUGGGUGUGAAUGACAUCGAAGAAAUCGUGUUCACGUAUGAGGUGUUCGUAGAAGAAGGUAAAACAUUAGAU
Hco-1-2 AAGUGCUUAACCAUAAAGUGAUACGAAUUGGUAGUUUAGCAUUUUUACUCGUUGGUUUAAUCGUUACGUCAUCGUCUGCAUUUGCCUAUUGGAAGCAAGUUACAAUUUCAAAUGAUGUUGAAAUUGUAACCAUAGGGGAACCUGUAGAACUAAUUGUGACAGACUUAAAUUCAGGUUCAC
pKS-1-1 AACAACAUCAAAACAAAUCUUAGUUGAAUGGAAUAUAAUAGAUGUCACAAGUUAGCAUAAUUAUUCCUACGUAUAAUCGUGUUAAGCUUCUCCACUCGGCAAUUACCAGUGUAUUAAAUCAGACAUUUCAGGAUUUUGAGAUAGUUGUAAUAGAUGAUGGUUCACAAGAUAAUACGCAGG
pKS-1-2 GAAAUAAAACGCAUAUUCCGUUUUAUAAUGUUUACAGGGAAAUCUCAGGAGAGAUAAGGAUAAGCAUGUUGAAGAUAUGUUCAAUUUCAUCCUUGGAAUACUAUAAUUUGGAGCAGAAUACUGGGAAUUUCAUGCAAUUAAAUUCACCCGGGAGAUGUGUUAUACAUGUUUUAUAGUAAA
pKS-1-3 UGAUGCACGGAAAUCUUUCUCUUUCACAACAGUAAUAUGAGACUUCCUUUUUUACGAACUGAUUUCAAAAAGUUUAGCUUACCUAUUCGGAAGCUGUCGCAGGUUCGAAAACUCUCACAGGUCUUUACAGAGAAUAAGACAAAAGCUGCAUGGGGCUUAGACAUUGGUGGCUAUGCUCUU
pKS-1-4 AUUUAUAACCCCUUUUCUCUCCUCUGCAAGGGAGAAAUCAAGGGAAGCUCUCAGCUUGAUUUUGUGUAAUUACGGUAUAUAUACGAGAAAAUUCAGUACCUCCUCCCCCGUGGUGGGACGGGAAUAAGGGAAAGAAAACAAUCUCAUUGUGCACCCUUACCAUAGCCCUCUCCCAUCAAG
pKS-1-5 GAACAUGGAUUUCAAUCUGCUGUUAAAGAUAUAUGUCCUUUUGCAAGAAGGAGGUGAGAAAAAAGCAUCUUUGUAACAUCGUGAGAGGAUACAUCUUAACAAUCUUAAAAGGAGGGGGGCUAGCUAUGGAGAUGAAGAAAAUGAGAAGUGCGGGUUUUACGUUAAUCGAGUUACUUGUUG
pKS-1-6 CGACAAAGAAAAAGUCUAUAAAGAAUGUGAGUGACAAAGAACAACGUCAAUAUGAACAUAUUAAAGAAAAGGCACAAAAAUCGGGCCGGUAUGGCAAGCGAGCAAAGGAAGUAGCUGCGAGAACCGUGAUCAAGCAACACAAAAAGAAAGGUCAUGAGAAGGGGAAAUGAAUUAUGAAGA
pKS-1-7 UUUUUAUAGGAAAAAUUUACUCCUGUGCGGAAUGCAAAGACACAAUGAUUUUGUCAAUUUUCACGAAUAAUUUUAUCUGAAUUGUUUUGCGAAGUGAAAGAGAAAAGGAGGGCAAUCAUGAUGUCUGUUCGAACAUAUUUUACUAUAAGAACUCCAGGGAUAUUGUUUACCAUUAGUCUA
pKS-1-8 UAAGACGUAGGGCGAGGCUUCAGCCUUGCCUCCCCGCCAGAAUAUAUGUGCCGGGAUAGCAACCCUAAAGGGUUGCCCUACAGAAUUGAAAUUUCUAUGCAUUAAAAUAGGCAUUCAAAGACUUUAGCGACGUGUAGUGGCAAGGCGCGCCUUACCAUUUCGUAGUUUGUUUAAAUUUCC
pKS-1-9 UUAUGGCCACUUAUUCAUGAACAGGAGGUGAUACAAAUGACCUGAAAAACAUUGAAAUGAAUUGCUUAAGUCAAAACUGAGUAAAGUAUUUUCCCUAUUUUAAAGAAACAUGCAUGAUAUUCAUGAAGAAAAAGAAAUGAAAGGAUUUUUUCUCUUGCGUAAUACAACCUUAAAUAAAGG
pKS-1-10 UAUAACAAAAUUAUCACAGGAUGUAGAUAGAAAGUUAAUGAAAAACAAACCAGUUUGCCUUUAUUAACGACCAGGGUAUUGUCAUCUGAUAAAUUAAGGGGGGGAUUUAAAUGUGCUGUGCGUACUGGCGUAAAAUUCUUUUAAUCUACUCAAUGCUCUUUGCUGUGUUUAUUUCCCUUU
pKS-1-11 CCAUCUUUAUCAUCCGUGGAACGAAGAGUAUCGCUUUUUCACGGGCGGGAGAUUCUUCACUCCGCUCCGAAUGACUACCAAACUUCACCUUGCUAACGAUUACAAAUAUUUAAAAGUCCUGAAACCAGAGAAAAGCUUUACAUAGAAUUUGAUGCAUAUAGAGAGUCAUAAAAUACCUUU
pKS-1-12 GGCUUGCUUUUCGUAGAGUUUUGGUAUGGUAUUUCAAAAAAAGGGAUUAAUAACCGACCGGCUAAAGUACAAUUAUUAAUCCCCGGGACCAGGACAAGGAGGUUUUUUUGCCUCUUUGCUAGGCCUUAGUAAAAAUUAUAAAUACUUGAGAGGGUAAUGUCAAUAAAAACCGUAAACAAG
pKS-1-13 CAGGAACAGCAACCGGGAAAAGAACAUCAAAUGCAGCCCAAGCCGAAAAGUCAAAUGAAGGAGUACCGUGGCUGCGAUAAGUUACAGGACAAGGUAGCUCUUAUCACGGGCGGGGAUAGUGGUAUAGGGAGGGCUGCAGCUAUCGCCUUUGCCAAGGAAGGGGCACAGGUAUCUGUUGUA
pKS-1-14 UAAAAAACCGAAACUAACCUUACGGACCGUAUUUGCAAUCAUCGAUACAACAUCAUGAGAGGAGGUGAUGAUUGAAUUUUUAAAAUUUUUUAUUUUAUGUAUCAAGUUUGAUGCACGUACAUUGGGAUAGAGCCAAUGAGUGCCUGACUUUUAUCUUAUAUAAAUUAAUGAUGCGCGCAA
pKS-1-15 CCUUGCAGAAGGCAAAUCUUGUGCUCUCCCUGGUCAUGGGAAAAUACACAGGUUUUGAAUUUGCACAAAGGGUAGGCGAACACAAGGUUCGCCUCCAUAUGCAUCAAGCUAAAGGCUAUCCGAGGACUCUCGAAACAGAGUUUCCGGGCAAUUGUGUACCCAUACAAAGUUUGGGAACAA
pKS-1-16 UUCCUGUAAAAUUUUUAGAAGGGAGGUCUUAGAUGAAAGGCGCGUGUCGUGUCGUGUCGUGUCGUGUCAUUUUUGUCUGUUAUUUUUAUCUUUAUCUUAUUCUUGCAGGUGACGCCUGCCGGGGCACAGGUUGUAUACGAGUAUGGCUUCGAAAGUGAAUGGAGUGGUUGGAGUGCAGAU
pKS-1-17 AAGCAUGAAUACAACAAAUAAGCAAAUGGAUGUGGUGUCUGGAUUACUUCAUAUCGUAUUAAAUAUCUUUUUGCUCGUGUUUAUAAGUGUUUUUAUUUCUAAAAAUGCUUUAUCGCAAGAAAAAAACUCUGCUACUCAAUAUUUGGGCGUUAGAAGUGGUAAUAUUAAUAUAACGUUAAG
pKS-1-18 CAUUGUUCUCUCAUUCAGUAUUUCCAUGAAUCAUACAAGAGACUGCCUUUUUUGGCAGGAGAAGCGUAAAAUCUUACGGUCUCUCCCCAAUAAAAAGGCAGAGCCGAUGCAGGGCAAGGCUUUAGCCCAUAUGCAUCAAGCUAUGUAGUGGCAAGGCUAAAGCCUCGCCCUACGGUUUCA
pKS-1-19 UUACAUCUCCAUUUGCGUCAUUCCUGUUGCUACCGUAUAUUUCCUUAAGAAAAUAAAAUGACUUUAGAAACUGUAAAAAAUCGCCUUGUUAAACAACCGCCCCAUCUUCGCAUUCUUGCGGCUGAGGACGAGGAAUCAGUUCAGCAGGUUUUAAAGAUUACGCUGGAGUAUGAGGGACAU
pKS-1-20 AUCCCUAUUUUUGCUUUCCAUACAAAGAACUGGUUUUGUGCAGAAUGGUUAUACAAACAGUUUAUUCCCUCUGUUGUUGGCUUUUGGAGUAUUGUCCGUAACAUUAUCAGGCGUAAACGUGCUAAAAAGACGCUUCGUGCAAGCGAAAGUAAAUAUCGGCUCCUCUUUGAGAGUCUUCCU
pKS-1-21 CUCCCCGUUUUUUCUCUUUCCAUUUUCAUAUCUUUUGUAAGCUUAACCUCAACCUUUUUUUUAUCAGCAAACGAAAGAUGUCUGGCAGAUACGUAUUAUGUUGCAACAAAUGGUAAUGAUUCAAACAGCGGAAGUUUAUCUAAUCCCUGGAAGACCAUAGAAAAGAGCAUCGAAAAAUUA
pKS-1-22 CUCCCCGUUUUUUCUCUUUCCAUUUUCAUAUCUUUUGUAAGCUUAACCUCAACCUUUUUUUUAUCAGCAAACGAAAGAUGUCUGGCAGAUACGUAUUAUGUUGCAACAAAUGGUAAUGAUUCAAACAGCGGAAGUUUAUCUAAUCCCUGGAAGACCAUAGAAAAGAGCAUCGAAAAAUUA
Ssp-2-1 GGAAAUUAGUCCCCGCCAUUUGCCUGCCCGCAUCGGGGCGGGAUCCAGCGUGUCUGAAAGAGAGAAGUAUGAACAACAACGUCGAGCGCAUCGUACACAAGCGCCGCACGAACCCUUUGUCGCGGGGUUUGCUGUGCGGCGCUUCGGUUGCGGCUGUGCUCGCGUUGGGCGUCCCGUCGG
Sch-1-1 GGUUGGUCCCGCGGCGAUGCGCCACGUCUGAAGCGGGGAAUCAUCAUGGCACUCAGGAAUGGAAAAGCAGCGCGCGGGGCAAGCGGCGCGCUUUGGGCGAAACGGUUCCUGGGCAGUUCCUCCCUGACGGCGGUAGCGUUGCUGGCGUUGGCUUCUCCCGCACGGGCCGAGGAUGUUUAC
Ssp-1-1 CACCCGCCAUCGAGCGCGGGCAGCGCUUUCCCUCCGACACGACCAUGCGCUGCUGCGCCCCGGUUCGCCCUUUGCAUCGCUUUGAAGACCGAUUGCACAGGGGAACGAUAAUGCAGGUUGAGGAUCGCACAAAGAACAGCACCGUCCGCAAGUCUCUGAAGGCAGGCUUUUUCACGAGUG
Sin-1-1 CGGACAAGUGAGGAGAAAGCCUGUGUUGUCGUUCGAUCGGAAAUCAUCUCAUGGCAGGUUGCUGGCCCUGUCGGCCUGUUCGACCAUCGCCCUUCUGCUGAGCGCCUGUGAAAGCAGCGGCGGCCUGCGCGUCGCCAGCGUCGGAUCGGGCACGCCGGGCGCGGGUAGCGGCAGCGGCGG
Msp-1-1 GUUCUACAAAUUUAUAGUUUUAAAUUUAUUGUAGACUUUACUUUAAAUCAUUUAAAUAUCAAGGAUGUCAUCAUGAUGGCCAAAUCUGGAUUUAGAACUAUUGUCAUUUCGACUUUAGUAUUUUUUUGCAUGUGCGCAGCUUCAGAAGCCGCAGUAUUUAAGUGUACUUACAAAGGCAAG
Lch-1-1 UGAUGGUUCCUUGGCUGCGCCGGACACGGCAGUCGAGUACCGACACCCGGGGACCGAACCACGGCCGCGCGCCCGCAGCGGGCGCACCCGGAGAGACCCUUGCCGCGCACUGCCCCUCAUCGCCUGCUCACCCUGGUCGCCCCGGCGACGUUGGCCCUGCUCACCGCCUGCGCCCAGUUG
Nsp-1-1 UCAUUGAUCGUAUAGCCGACAGUGCAAUGUAACUUGUUAUUGGAGAUUCCGAAAUGCAAAAGAAAACAAAUAUACUGGUUUCAGCAGCCAUCGUUUCUAUUAUCACACUGGCUUCUGCGAAUGCACAUGCUGCAGGUGCCGUAGGAUUCAAGGAUUGGACUGGCGGCAUUAACGAGCUUA
Sli-1-1 AAUGGAUAUCAAUCAACAAGGGGUGUUUAUGUCGAACGAAGAAGUCUUCUUUAAGUGGUCUCCGGAGUACAGCGUCAACAUCAAAACCAUCGACGAUCAACAUCUGGAACUGGUCAACAUCCUCAACCGGCUGUUCGUCGCCGUAUCCAAACGCGAAGGAGAAAAAGCCAUCGCCGGCAU
Nsp-2-1 UUGUUAAUUCUGCAAGCAGCCUAUGGCGCUGUCUAAUCUUUUAAGUAGCGUCUCAAAUAUUUGGAGAAAAGAAAAUGCGAAAAAAUUCAUAUGGUAAGAAAACAAACACGCUGGUUUCCGCAGCAAUUAUUUCUGUUGCCACACUGGUUAGCACCAAUGUAUACGCAGCUAAUGCAGUGG
Hgr-1-1 CGCCAACAAAAAGGUCAGCCUUGGCGCGUGCGUUUGCAAUCUCCGACUGAGGACUUGCAGGCCGUGCCAAGAGUCGGGAACAGCGGAAGGCGUGGUGAGGCGCGUGAAAAAAGGACGUUUGGCACUGACCGUUGCAUUCGCAUGGGGAUGCGGGGGCGUGAUGGCUCAGCCGGUGGAUGC
Nmu-1-1 ACCGGCACGACCGGAGCCAUUGCGGCGAACACGCAUUUCAGUAGCUUUACCCCGCUGAAAGACAGUGUGGCAGCAGGCUCGCUCCCCGAAAACGCCCCCUUCCGGUUAGCUUCCCCCAAUUUCUCCCAGAUUCGGAUCGCUGACCGCACGACCCAACUCGAUCUUGGUGAGGGUAAUUCC
Mfl-1-1 AAAAUACCGAGUACAUAUUGUGAUAGGGGAACCAUACUUGCUGCCAUCCCGUUAUGGAUUAUGGGCGUUAUUGAUCCUGCUUUACGCAAGCCCCUCCAGCGCAGCGAUCGAGCCGAUCGACACAUCCGCGCAAGAGCAGCUACAGCAGCAGGAACGCCUGCGCAUCCUGCGCCAGCAACA
Rfe-1-1 CUUUCUGCCUGAUGCGCCCUUGACUGUGAGCCGUCGAACCCGUGACCGUCAUCUCUGUGUCGCGGGCUUUUGCAGAAAUAUUUUAUGCUUCAUACGAAGGGCACGUUUUGCAACUCAAGGACAUGCGAAUAACACUUGAAUUAUCAAGAGUCGUGCCGAUAACACGCCCAUCGCACCAAC
Oba-1-1 ACCAGCAAACCGGCUACCACAGCCAUCAUCACCGCCAUCACCCUCGCCUUUGGCGGACUCGGCAUCUAUGCCGUGACUGCCGCAGAGCAAUCCACACCGGAACAACAAGCAGCGCCUGUCGCACUGGCGGCC................................................
Msp-2-1 CGGCUAUCGCCCUGCGUGGCGUGGCUGGAGAUAAAUUCAACGGAAAGUAGUUAGUGAUUACCAGACUGGCAAUGAGACCUCGACCCGCUGCAGAUUGCCUGGCGGCUUUUCUGAUGGAGGCGGAUGCCAUCGCGACCGUAUCGUUCGCCAGGGGCAAUGUGCCAUGCCCCAUCUGAAUAG
Msp-3-1 CGGCUAUCGCCCUGCGUGGCGUGGCUGGAGAUAAAUUCAACGGAAAGUAGUUAGUGAUUACCAGACUGGCAAUGAGACCUCGACCCGCUGCAGAUUGCCUGGCGGCUUUUCUGAUGGAGGCGGAUGCCAUCGCGACCGUAUCGUUCGCCAGGGGCAAUGUGCCAUGCCCCAUCUGAAUAG
Sli-1-2 AGCCUCGCGGAAUAGGCCAUUUCAACUGACUAUAGUGCGGAAUAUGCAGGCAAUUGAUCAUCGAUAGAGGGAGGUCAUUGUGAAAGUACAGUUCAAAUCAAGUGAAGUGCUGAUAUUGCUGGCGGCUUCAGUAAUGAGUUUCCUUGCCAACCUGCCGGAUUCUUUGCUGGGGAAUGUGGU
Msp-3-2 AUGAUGAACCCCAGAAACGCAAUAUUGGCCGCGAUCACUAUCAUGGCCAGCACCGCUGCGAUGACUGCUCAGGCUGCGGACUAUAUUAAGUGCACUGGCACAUCGGGCAAGACGAUUUAUACCAACUUGCCUUUUAUGUGCGCAGACGCUGCCAAGCAGGCCCAAGAAGCAACAAAAGCG
Msp-2-2 AUGAUGAACCCCAGAAACGCAAUAUUGGCCGCGAUUACUAUCAUGGCCAGCACCGCUGCAAUGACCGCUCAGGCUGCGGAAUACAUUAAGUGCACUGGCACAUCGGGCAAGACGAUUUAUACCAACCUGCCUUUUAUGUGCGUAGACGCUGCCAAGCAGGCGCAAGAAGCAACGAAAGCG
Dac-1-1 CUUGAACCUUUUCCUCGCACCACCGCGCUGGUGGGCCAUCACGGCGCUGUGCGCAGCAGCCCUUUCAGCCUGCGGAGGGGGAAGCGAUACGGCAGCCCCCUCCCAAGCGGUGGCCGGCCCGCUGGCCUCCGGCACGACGACCCUCGAGAACCUCGUGGUGCUGGACGACACCGUAGGCUC
Bba-1-1 CCAGCGCCCAGGCCCAGCGCUUUGACGCCGGCCGUCCUGCCAACGCCGGGCCCGAGGCCACCGACCGGCUGAUCGUGAAGUACCGCAGCGCCGGCACCAGCGCCCUGCCCACUGCCGCGGCGGCGGCCCGCACCGAAAACGCCCUGCGCGUGGCGGCCAACCGCCAGGGCGUCAGCCUGG
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Neu-1-1 UGCUCACUCUUUCACUCUACUUUUCAUGAUGGUAUUGCCAGUGUUUUUCACCGUUCUUUCAGCUUUCCACUUCUCCUGAUUCUGCUGAUCGCCUUUUCCGGCAGCGGCUACGCCAAUUCGAGCAAAGAAACCCGGGCAGCUGCCAGAUCGGAAUCUGCUGGUAAAACUGUUUCAUCCCGC
Neu-2-1 CAAUUCAUUCGCCAUUUUCAGAUCACUUAUAUCAUUGCUUCAGUUUUUCAAUUCUUCUGUUUCUCCUGAUCAUCUUCUCCAGCAAUAGCCAUGCCAAUCCAGGCAAGGAUAUCCGGGAAGCUGCCAGAUCUGAAUCAACCAGUAAAACCGCCGCUUCUCCCUCCCAUUGGAAAAAAGGUC
Hgr-1-2 UCCUCGGCGCCUAGGGGUAGCUGAAUGAAUAUCAAUAAUUUGCGCGUGUCGCAAAAGCUCUGGCUGAUCAUCAUGGGUCUGCUGACCUUGAUCGUGGUGGUCGGGAUCUGGGGGCAGAUCGCGCUGCGCUCCGCCACUGACCGUGCUUCCGAGGUGGUGGCGCACUACGAGUCCGCGAUC
Hgr-1-3 UAGGCAGAGGGAGGGGUGCAUGUCCAAGAGGGCGCGCGCGUGUAAUGAAUCCGAUGCCCCAUGCCGGGGGCGGCCCGCUGCGGCAUGUCAGCGCUGGCGCGUUAGCGACUACACCCCCGUGUAUGAAUCCGCAGUGCAAACGAGCGCGAUGCGAGGGAGUGUCUGACAUGAAUCGGCUGU
Asp-3-1 CGCCGUUUCUGCUCCUGAUCUUCCUGCUUCGAGCGCGGGCCGGGCCAUCCAUGGCCGCCUUCACGGGCGCCAUCCUGCUGCACAGGGGGCUUGACGGAUAUGGGCGACGGGCUGGUCAUCGGUACCCAGGACAUUGCGCAGAAGGACCAACUGGUGCUGCGCGCCCUGGUGCGCCUGCUC
Bba-1-2 UCCGGCAUUGAGGCCCGCUGUUCGAGGAAGAACGUCGUGGGACAUCGUGGGAACAAGAUGCGCGACAUCGCGCUGGCGUCUCUGUGCCUUUUGUGCGGCCCCAUGGCCCUGGGCCAGACCCAGGAAUGGGCACCGGGUCGCCUGCUGCUGCAGACACGCGCCGGCUUGUCGGCCGCUGAU
Nmu-1-2 CGGCCUAUCUAGGCGGUUCCGCCUCCCCAAGAGGAGGAACUACGUGAAUAUCAAUCAUAAAGCGCCUGCAACUGGCUCAAGAGAACCCGCUUCAGGCAUUAUUCAAUCAAGCACUCGCAACUCGCAGCACAUCUCCAAACCUUGGUAUCCCCUUUGGAGCGGCAUACUGGCAGUUUUGCU
Nsp-1-2 AAUUAAUUAUGAAAACCAAUGAUCAAUUAUUGGUUAUCAAUUCGGUAACACCCAACACUAGCACAAGAGUUAAACCGGUGCAUAUUCUAGUCGCUUCAUUACUGCUUAUUAUCAGUAUGGUUUUAGCUCCGUUGAAUGUAUUAGCUGCAACAACUGAUCCUACCGCCGUCAAAUGGCAUC
Nsp-2-2 UCUAACAUGAACAUUAACAAUCAAGUAUUACAAACUACCGGCUCACUGACACCGACCGCCAGAAAAUCUUUUCAGACAAACCAAGCUAAUAUAAGCGAUAUUAUAAAGCGCUGCAUCUUUUAUAAUUUCACAGGAAUCAAUACUAAAGCUGGACAGGCAUAUGCCCGACUACUUAUAUUA
Nsp-1-3 GAAUUACUUAUGAAAACCAAUAAUCAAUUACUGAUUAUUAAUUCGAAAACACUAACUAUCCGCACGAGCAUUAGACAAGCACCUAUUUUAGUAGUCGCACUAUUAUUUUUUGUCAGUAUGAUUUUAGUACCCUUGAACGCGGUAGCGGCAACAACGGAUCCUACAGCUGUCAAAUGGCAU
Tde-1-1 CCGCCACGCACCGCGCCGAGCGCGACGGCUCCGCCCGCCUCGGCCUAAGCCUGCUGGCGGCCGCCAUGCUCGCGAGCUACGCCGGUCUCGGCGAAGCCGCGCCGCAGGCCACGCCGCCGGCUACGGUCGCGAAAGCGCAACCCUAUCUCGGCUGGGCCAAGGGCCGGCUGCUCGUCGCGC
Asp-3-2 GUCGACUGCCUUUGUGGCGCCCCUCCCGGGAUGGACGGGGCUGGGCGCCCCUGUUCCAGUCCACACGAUGAAUCUCGGGGAAAAGCAAUGAAGUUGAACGAUAUCCGGGUGGCCACCAAGAUGUGGGGCACGAUCCUGGGCCUGUUGGUGCUGAUGCUGGGGGUGUUUGUCUUCACCCAG
Aar-1-1 GAACGACACGCCCAUGAAUACCCGCCCCAACCGGUCCCGGCGGGUUUCACCGCAGCGCCGCAAUGUUUCCCUCCUGCUCGCGCUGGCCCUUGCCGGUUCGGGAGGCUCGAUGGCGGCAUACGGCGCGGACGACACUCCCGCGUGGGUGCCCGGACGAAUCCUGGUCCAGCCCCGCCCCGG
Dsu-2-1 GUUCCGGAGCUUUCCCCGGGGGCGUCCGCUCCCCUUGCCAUGGCAGCCAGCAUCGAGCUGGAGACCGUCAACGGCAUCCUCAGUACCGUCACCAUUCCGCCGUGCCCCAGCGUGGUCCUCUCCCUGAUGGAAGAGGCGCGCCAGGACGACGUGGAUUUCCAGCGCAUCAACCGUCUCAUC
Mun-1-1 GCCAGAGCCUGCUGUGCGCGCUCGCGCUGACUGCCGCCCUGCCCGCGUCAGCGGCGCUGCCGGUGCAGGCGACCGCUCCGGUGGUGCUGCAGCCCCUGCCGGCCCGCGACGCGGAAGGCGGCAUGUGGGCGGUCAGGCUCGAUCUGUCCAGCCUCAAGGCCGCCCGCGCGGGUGAGGUGU
Sli-1-3 GGAGGGUUUCAUGCAAGCAAAUUUCAAGAGUCGCGACGUCUGGCUUCUGGUCAUCGUUUCGCUGAUGGCGUUCGGCGCCAACCUUCCCGAAAGCGUGUUUGGGAACGUGAUCGAUCGCAACCUGUUGCUGGCCGCACUGGCGGUGACGAUCUUCAUUGCCCUGUUCCGCUACCUCAGGCU
Sde-1-1 UAACCAGGAGAACCAUUAUGAGCACUAGCUCGUACAAAAAUGUCGUGGAUAUGAGCAAGUUCGAUAAGCUGCGUGCCGUAUCCGGAGCCUCCGGCGUGCCUCUGCUCAAUGAUUGCCGAGACAUGGCCGCCGCACAGCUGGCGCAAUUUGCUGCUGCCAUGCUGGACAAGGCUGUGAACG
Jsp-1-1 CCCGCCACAUCGCCGCCACGCUCGGCUGCUGCUGGGCGCCACUGCUGCCCUCCUGCUGGGCGCUUGCGGCCCAGGGCAGGAAACAUCGACCCCGCCCGCCGCCGUCGCCACGGCUGCGACACAGUUUAGUGUUGAAGUGCCAGUCAUCCCCGCCGAUGUCGGGGCGCUGGUGGUGCAACC
Mun-1-2 ACCCACGCCUCCCAAUCUUUCACCCGAUCGCGGUCGGGUGAUCAAUGACUGCCGCGACUUCACGCUGCGCCGCCUGCGUGAGUCGCUGCACGGCAUGCUCUCGCGCAUCGAGGAAGAUCUGGUCGCGCGCGCCGAAGCCGAGCUCGACCGCGACCAGCGCAAUCUCUACAUGUUCGCCUG
Rge-1-1 GCCUGGCCUUGGGCCUGCUCGCCGCAUGCGCCGGCGGCGCCUGGGCUCAGGACGUCGGCCGCAUCGUCGUGCGCUACAAGCCGGUGGUGCAGGCCGCCGGCGUGUCCGCCGAAGCGACGGCCGCGACGAUGUCCCAGCGCGCCAACACGAUGGCCACGCGCGCCGGCGUGCGGCUGAAGA
Rbe-1-1 GCCUGGCCGUGGGCCUGCUGGCGGCAGGCGCCGGCGGCGCCUGGGCCCAGGACGUCGGCCGCAUCGUCGUGCGCUACAAGCCGGUGGUGCAGGCCGCCGGCGUGUCGCCCGAUGCGAUGGCCGCGACGAUGUCCCAGCGUGCCAGCUCGAUGGCCACGCGCGCCGGCGUGCGGCUGAAGA
Rge-1-2 CCUGUCACGAGCUCCGCACCCGAUGUCACGAACGCCGCCACCUGCCACCGCCUGUCGCACCGCCCCGAGCGGAGCGCGCCAGACCGUUCGCGGAUCGCCGGUGUCGCCGCUGCGGGCCGCCGUCAGAUUCGUUGCCAGUUCGAGAUCGAUGUUCUGCAUGCGUUUCCAGCGUUUCCGCUG
Bsp-1-1 GGAAUCGGUGCGCGGAACCCGCGUUGCGGGCCGCACCGGCAGGUAUCUGGGGCGAGCGGGACUCAUUGCGGGCCUGCUGCUGGGAUGCAUCGACGGCACGGCCUUCGCGGGCAGCACGGCAACCAGCCUCGUCGUACCCUCCUACUUCAAUGCCACCGGCAGCGUCGCGAACUGGAACAG
Bph-1-1 GAAUCGGCGGAAGCAGUCCGUCUUUUGAGCCGCACGGGUAGAAGUCUGAAACGGGCCGGGCUGAUCGCGGGCCUGCUGGUUGUGGGAUGCCUGAACGGCACUGCCUUCGCGGCGAGCGCGGCGACCACGACAACCACGAGUCUCGUCGUCCCCUCCUACUUCAAUGCCACCAGCAGCGUC
Rso-1-1 CCCACAUUCGCCACUGUGCAAGCGGCGCAUCCUGUAGCUCGCGCUCGACGCGCUUGCGUGGCUUUGGCGCGUGUCGUUCUUGCGGCGGCGGCGCUUGGCGGCGCCUCGCUCGCCAACGCGGAAGCGCUUCUCGUACCUGCGUACAUUUAUCCGUCCGGCGCCGGCGCGGCUGCGUGGAGC
Rsp-1-1 UCCGCCACGCUGACCGUGGCAUCGCAAAAGGGCAACGCAAAGCGCAGCUUCGCGCGGGCCGCCUAUGCAGCCUUCGCGCUGGUGUCCGGUGCGCUGAUGGGCGCAUCGCAUGCGCGCGCUGAAGGGCUGCUGGUGCCGUCCUACAUCUAUCCGGCGGGCACGGGCGCCACGCAAUGGAGU
Rpi-1-1 CGCCACGCUGGCCGUGGCAUCGCCAAUGGGCAACGCAAAGCGCAGGUUUGCGCGCGCCGCAUGUGCUGCAUUCGCUCUGGUGUCCGGCGCGCUGAUGGGCGCCCCGCAUGCCAGUGCUGAAGCGCUGCUGGUACCGUCCUACAUCUAUCCGUCGGGCACCGGCGCCACGCAAUGGGGUGC
Sde-1-2 CCGCCCAGAGUUGGAUUUUGCUGGUUUAACUAUUGAUCUUAACUUUAAUUUGGAGAAAAACAUGAAAUUGAAAUUAAUCGCAGCAGCAGCAAUGUUCGCAGUCGCAGGUCAGGCAGCAGCUUCUAUCGCCGAUGGCACCACCGGUAACGGCGAGCUGUUCCUGUCCGUGUAUGACUCGGU
Sli-1-4 AUACCCGGAAAUUUUCUUGCAGACAACAAGAUUCGUCGAUUGAUUAUCGCAGCUGUCGAUCUGGAAAACUGCAUCACAGUGGCAUAGGGAAUAUAUCGGUCGAGGCAUUUCCAUCAUGACGCGAUCAGAACUGAUACAACAGCUUGCUUCCCGUCAUCCCGAGCUCACCUCAAACGACAU
Nmu-1-3 AUUUCAGACUCAAGGCAUUCGCUGUUGCUGCCAUCGCGACUCUUUCCGGUCCGGCGCUUGCCGCCAUGGAUGGGGCGAUGAGUGGAAACGGUGAGCUUCUGCUCAAUAUGCGUUAUUACGGUGGCAGUUCCGCCACUUCCGGUGAUGACGAUAUCUCUGGACUGUUCGAUCUCGGCUUCA
Ssp-3-1 CUUUUCCCUAAAUCAUUCUUCUCCUAUUAUUGUAGGGCAAAUAGAUACUAGAUACUUGAGUUUACUUCAGAUUUUAUUCCCCCUAAUUUCUUAUAAUCCUUAGCUUAUUUAGCUAUAAUUAUCAUUCAUAUAAACAUAGGAUAAUAUAGAUGCAAUUUAUUGAGACACGCGGAAAUGACG
Ssp-4-1 AUUUUUAAGAUAUUGUUAUUUCUAUUUAUAUUUAUUUCUUUUGGAAAUGCUGGGUGGAUAAAAUCAGGUACUACUGAAUGGAGAACAGAUCCAAGUCCUUACAACAAUAAUGAUGACUCAACCAUGGAUGCUGGAAUCAGCGGUGCUACACAAAUUGAAGUAACGAUAACUGGUAGUAUU
Ssp-3-2 GAAGACUUCAUUGCUGACAGAAAGGUGACAUAUGUCUGUGCAGUGAACGCCAAUACUGUUACUGUGGCAAACAAUAAUCCAGAAUAUAAAAAGAUUAUAAAUAAUUCAGGAUUUAAUUUAUGUGAUGGUUCUUUGUUGGCGUUGUUUUACAGAAAAAUAUACAAAGAACCGGUUUCUUCU
Cba-2-1 GAGUAUUGUAGUUCUCUCCGUAAUCAUAGCUUUUUCCGUAAGAUCUUCUUAUUCUACUUGGAAUGAUCACAAAAAUAUUAAAGAUACAGCUUCAUUAAUAGAACUAUCUGUAAAGAUGAGUGCCGUUUUACAUGAACUACAAAAAGAACGGGGUGCGAGUGCCGGUUUUUUAGGUUCUAA
Nsa-1-1 CGAGUUUUAAACCUGAUUCAUGAUACAAUCUAUUAAGUCAGUCUUAUACUGAUUGAUUAAUAAGGAGAAGAAAUAUGAAGCGGAUGAGAAAACUCCUUUUCCUCGUGGUGAGCCUUGGUUUAUUUACGAGUAUGGGAUGUGCCAUCGAGAUCAAAAGUCUCGCCCAGGCAGUCAAUGAAG
Nsa-1-2 GGGAUGUUAUUGCUCGGAAGUUUGGCAUUCCCUUCAACAUUCGACUGGGAGACAGAAGGAUGGUCGCCUGAUGGAGCUUUGAGUCAAAACUAUACCAAUGUAGAUGAUUCCGGAGUUAAUGUCAGUAUCACUGUGACAGGUGAUACUGACAAAUUGCAGGACAGUACUCCAAAGCUGGAU
Ssp-3-3 CCAACCUGUUGGGGAUAGGUGCAACGUUGCUUUUGCUUCCUAUCCCAAUGCUUAUGCCUCUUUUGAUAGACGAGGUCCUGCUCGGGCAUCCAGGGAAGAUGACAGAAUUCAUUUCCAGUAUCUUUGGGAAUUCUGAAGUUUGGUUGUAUAUCUCUGUGAUACUCGCAGUGAUACUCACAU
Ssp-4-2 UAAAAACCCUUCUAAUAAUGUGUUUCUCAAUCGGAUUUUUGCAUGCCAUUGAGAUUGUCAACCUAUCCCAAGCUGUGGAUGUCGCAGGAAAGCAGCGUAUGUAUACCCAGCGGAUGCUGAAAGAUUAUGCAAUGAUCGGUCUGCAGAACAAUUUCGGAAAUCCAAAAGAAGACCUGACGA
Sau-1-1 CGUCCUACUUUCUGUUAUUACUUUGUUUUCAAUAAAAAAUUUUUAUGAUACAUGGAAUAAUUAUGAAAAUAUCAAAGAGACAGCUUCUCUUAUAAAGUUGUCUGUGAAGAUGAGUGCUGUUUUACAUGAACUGCAAAAAGAGCGCGGUGCAAGUGCUGGGUUUUUAGGCUCAAAGGGAAC
Ssp-3-4 GCAUUAUUUGCCGGUACCGGUAUAGGCUAUCUUUAUAUCGGAUGGCUCUAUUCUUCUUCUUUGUUUCCUGAACUUUUAUGGUUUUGUUUUGUACUGUUACUCUCUUUUUGGGGAUAUAGAUUACAUAGGAGCUUUUUAGAGAAUGAUCUUAAUAUGCAACAAAAAGAACAGUGGCUUGGG
Ssp-3-5 AAAAAUAUCUCAAUUAGGAGGAUAUCAUGGCACGAAGUAAAAAAAGAAUUUUAGUUGGAAUGGUAUUAGCGUCCAUGACGCUAUUUACAAGUACUUCCACUUUUGCAAAAGAGGAAAAAGGGGUGAUCUGCCAUUAUACUGGCAACGGAGAUGUUAAAUCACUCUCGGUAGCGGUAAGCU
Ssp-3-6 GUAAAAUUUUUAAAUUAUAUCUAUUGCCAUCUCUUCUCUUUCUACUACUUCACACAUCUCAACUCACUGCCGCAUCUAAUUCAUGUCCUGGUAGUGUUAUAUCUGGCAGUGUUCUUAAUGCAGCACUCAUAGACGAUACAAAUGAAGAUGAUUAUUAUAGGUAUACCCCUGGUGAUUACG
Ssp-3-7 UUAUUACCGGUCAAGAGAUCACAAAACCAGAUCCUAUAGAUGUAGAAGUACCAUUUGAUGGUGGUGUAAUGAUCACGGAGACAGAUCCGGCAGGUAUCAUCACUUAUGCCAAUCGUAAAUUUCGUGAACUUACCGGGUAUACGAAAGAAGAACUCAUUGGAGCACCACACAGCAUAAACA
Ssp-3-8 UGAUGAAGAGUAUAUCUUUGAAAAAGGCUUGAUCGUAAGUUCUACAGAUCUUAAAGGCAUCAUUACAUACGCGAAUAGAAAAUUCUGUGAAAUAGCAGGAUAUACCAAAGAUGAACUCGUAGGCAAAAAUCACAAUAUCGUCAGACAUCCAGAUAUGCCAAAAGCAGCAUUCAAAGAACU
Ssp-3-9 UUUUUAUAUCAUCACCUCACUUUUUCUUUUUGCAAAUACUUCAUCUCCAUCGAAAUCUAAGGGUCUCAAAGCAGACUUGGUGACAGUAGUAAAAUCUCAAAGAAAGAUGUACCUUUCAUGUAAAGGCAAGAUCUUAAAAAAAUAUGACAUUGCUUUAGGCGGUAACCCUGUAGGGCAUAA
Ssp-3-10 AAACCAAUAGAUCUAGAACACGAAGUUAAAAGUGUUGAUAUUGUUGUUUCAAAAGGAGAUGCAGAAGGUAAUAUCACCUAUGCAAAUCCGAUAUUUUUUAAAUUAGCAGGCUAUACACAAGCAGAACUUUUAGACAAACCGCAUUCAAUUGUACGUCACCCGGAUAUGCCAAAAAUUAUU
Ssp-3-11 AAAAACACCAUAAAAGAUCUAUUUCAGUUCUCUUUAUUGAUACGCAUACCACUAACGCUUUAUCGUAGCAGAAGCUGCUAAAAGGAUUUACAUGAAGAUAUUAAAAAACAAACUGAUACUUACUCUGUUCAUGCUAGUCAUUAUAGGGAUAUCAGCAGUGACAUCGUAUUAUACUUAUCU
Ssp-3-12 CUGCUGGAAUGCUUUGGGAUCUCUGAAUAUAUCCAGGUUCCAUAAGUGCUUUUCUUUAUUUGAACAACAUUGAACUCAAUAACAUAUAAAAUGAUUGAAGGAAAAGGUAUGAAAAAAAUACAUGUAUUAACAAGCGGGUUAGUUUCAACUCUGGUAGGUCUAUCUUUGAUGGGAUGCGGA
Ssp-3-13 AGAAGGAAAUUCAAACCAAUGUUUAGACUUAACAAUAUCAAACAAAAUUUACUUAUCGUAGCUUUAGCAACAUUUAUUUCAGGUUGUGGUGGUGGUUCGACAACUACUUCAGAAGGAAUAGCAUCUACACCAGCUUUAAGUUCGAAAGCUAUACAAGAAGGACAGGUGAUAGAUAGAGCU
Ssp-3-14 UUGUAAGUUUUAUUACUAAAAUAGUUUGUUAAAUUAAAAAAGGAAAAAUAAUGCAAAAUAGAACAAAGAUUCCAACUCCUUUUGGAAUAAAAAACAGUAUGGUUAAAUAUCUCAUUGUCAUAAUAUCACUCUUUUUUAUCCUACCAUCUUCUUCCUCUGCCGUAGAAGGUUCAUGGGUAG
Ssp-3-15 AUGUAUGACAUUUUAGAAUCAUUUUUAAAAAUGCAAUAUCUACAGUAGAGGAUUAUCAUGUACGUAAGAAAUGAGACCAUAGAAGAAGAAAAUUUAGAUUGGGGUGAGCUUACAGAAGCAUCAAAAGAUAAUCAAGAUAAACUUAUCGAAGAUAUGAAAGAGGAAGCUUCUAAAGACACU
Ssp-3-16 ACACUUAUCUCUGGAUGUGGAGGCGGUGGUACUUCAUCCGACGCUACUACAGGUAUAGUGAAUAUGAGACUAACAGAUGCACCCAUCGAUGAUGAGACUGUAGAAGGUGUAUAUGUUACUUUUACGGCAUUGCGUUACCAAUAUAAAGACAGCAAUGAGGGUUGGCAAGAUGUAGAUUUA
Ssp-3-17 GGACGGAAAGCCAUGGGUCUUACACUGUAAAGAUCGCCAGGUUGCCUAAAUAAAUUAUAUUAUUUUUAACAGAACAUAAAAUAUGAUUAUUGUUUUUUGGGAGAAAGUUAUACAUUUUUAGACUUUCUUUACAUUCAUUUGUUAUGAUCCCCCGCCAAAUCAAAUAGAAAUGAUAGUAAA
Ssp-4-3 AGCAGCUGCUGAUGUCAGUACAGAGGAGAAAAGAGAACCCAAAGUAUCACCCGUUCCCACACCUGCCAAAAAGAAUGAAAAACCGGUUGAAAAUAUCAGCUUUGAGGGUGUCAGAGAAGAAAAUAUCGCGAGAGUCAAGGCUCUUUAUGAAAAGCUGAAGAUCUUUGAGAAAUCUCCGAA
Ssp-3-18 UGAAGUAAUACUCUUUUAAUAUAAUGCCCAUCAAGUUAGGGAGAAAAGCCAAACCUGUUGUGAAGCAGGGACGGAAAGCCAAGGGUCUCAUAAUAAUACUGAGAUAGCCUAGUUGCCUUUGUAACAUACAAAGUAAUGCUAUAUUAUAGUGGUUUAUACCGUUCUUCAAAGAAAAAUAUU
Sku-1-1 UUUAUUUCUCGAGUUCGAAUACAAAAAAUCCACCUAUUUUCAAGAAAAAAUAUACGAUUUGCAGCUUCAAUAUAACGAUAAAGUUAAGAGUUUUUCGACCGGCGGGGCGGUUGAGAACGAUGAAAUCAUCCAGAAGAUGAACGAAAAUUUUGAUGCAGAGUACAGUUGGUAUGCCGUAAA
Ssp-4-4 UAUGGGAAUGACACUGGCUGGAAGCUCGGUAUUUGCCGCGACACUGGAUUGGAGUAGCCAGGGAGGAUGGGAUGCCGGCGAUCUUUCAAAAAAUUAUACCAAUGUGGAUGGUAGUCACAUCGAUGUGGAUGUUGAUAUUACCGGAAACACGGGUAGGUUCGAAAAUAAUGAGCCUAAUGA
Ssp-4-5 GAAUGAUGCUGGCUGGAAGCUCGGUAUCUGCUGCGACACUGGACUGGAAUACAGUGGGAUGGUCUCCGGCAGGUUCCUUGACCCAAUCUUACACGGAUGUUGAUAGUUCAAAGGUCAAUAUUGAUGUUACGAUGACAGAGGACACAGAUAGAUAUAACAGUGGUGUUCCUUCAGUUAAUA
Ssp-5-1 UUACAAAUAACAUUACCCCCCCCAUGUUGUCUGUAUGUAUCUGCACAUCUAAACACAUCCGUUAGUCAUUUCAUCAAACAGCGGCACGCCAGCCGUCUAUAUAUACCGCCAUGCAGCCCAAAAACCUGGGACGGCUGUGACGUGGCCUUUAAUCUGCGAUGUUGAAACAACAAGCGCUAA
Ssp-5-2 UUACAAAUAACAUUACCCCCCCCCAUGUUGCCUGUGUGUAUCUGCACAUCUAAACACAUCCGUUAGUCAUUUCAUCAAACAGCGGCACGCCAGCCGCUCUUAUAUACCGUCGUACCGCCCCGAAACCGGAGAUGGAUAUGAUGUUACGCUGAACCUGCGAUGUUGAGAUAAAACAGCGCA
Ssp-5-3 CUACAAAUAACAUUACCCCCCCCCGUGUGUUCUCUGCAUGUAUUCAUUCAUCAAACACAUCCGUUAGCCAUUCUCUCAGACAAAGGCGCGCCAGCCGCGCCACGCCGCCAUGCGGCCCGGAAAAAUUUCAGCCCCGUCUCCAAAUUGGACGCGCCGCAGACAGGCGUGUGCCGUUUUAUC
Tli-1-1 AUCAUUUGCAGUCGAAAUCCUUAUUACCUGCGCAGAGUUGAAGAAGUGUCAUCUUUGGUCAUAAAGGCUGUAUCUCUGUGGGAAAGCAUCUUCCCCCCAGAGAUAAAACCACCGCACCAUCACAGCCUGGGACACUUGAUUAGGCUGGUCGCAGAAAGCCUCCCCCAUGAAAAGCUGAAG
Tli-1-2 CUGAUCCUUUAGAAAAACCCGAAAGGGCAAAACCGUCGAAAGGCGGCGACGCAAAGCCGAGGGUCUAAAGCCUUUAAAGGCCAUGACAGCCAGGCUGCCGAAGGUAGAGAACAUAUCCUUUCCUCCCUUCAGGCCGCCUGGCGAGAGAACGAAAAGAUCGCUGGGGGGCGACGAGGAAAU
Ssp-5-4 UGUCAGGAAUAUCCAUACAAACGCACGCCGGACCCGGAACAGGCUUCUGGAAGGAGAGUGACCCGCAAAAUCAUAAAAAUGAGGAUGAUCUCAUCGGGCGGUGUAAUCGGGUUUUGGAGUUAUUGUGAAGAAAGGCCGGGUGUGUAUUGAAUGGGAAAAUUGCAGGGAAGGGACAAAUUG
Ala-1-1 UAUUGACUAUGGCAAUCGUGCAAAUGUAGAUUACUUUGAAGGUUCAUUAAUGGGUAAUGAGGAUGUCUUAGAAAUUGAUGCUGAAACUGAAGGUAUCUUUUUAGGAGAUCGCAUAAGAGACUUAGUUUACUUAAAUGAUAGUGAUUUUAAUGAUACAAGUUUUAACUUUUAUGGAUAUGC
Ala-1-2 UUAAAAAAAAUAUAGCAAUUUGCUUAGUUAUCUUAUGUUUAACGUCAUUAAUAAUUCUUUUAAAUCAACCAAAUCAGUCACCUGAAGUCAAUGAAGAAAAAAUUACUAUUAGUUAUAGAACGCCAUAUGGUGCGUCUAUUUUUAUGGCAGAAGGCCAAGAUGGAACCGAGACAAAUCCUU
Ala-1-3 CAAAAUUAGGGUAACCUAAUGACGCAAAACUAUAGGGCCUAUAUAUUAGGCAGCCAGUUGCACUUAUCUAGGGUAAGCAAUUGGUUUUUGUUUUAAUAAAACGAGGAUGCGUAUAUGAGGACAACUAAAUUUUGGGGGAUCAAUAGCACUAUUAGAAGAUCAACCAGAACAUCUAAAUUC
Mba-1-1 UGCGAGUUAAGCCCAUUAAAUGGACAAAAAUAACAAAUAGGAAAGGAGAAUUACAAUGAAGAAAAUACUUGCUUUUUUUCUUGUCGUAGUUGUUUUGCUGGGGUCAACACAGUUAACUAUUUAUGCUGAUAAUGAAAGUCAGGGGCAAGAAAUAACUACAUCAGUUACAAAUGGUGAAUC
env-1 ....................................................................................................................................................................................
env-3 ....................................................................................................................................................................................
env-5 AGACUAUGAAAAAAUUAUUAUUAUUAGCUGGAUUAUUGGUUGUAACUGGAUCAGCUUUUGCUGCAGAUAUUAAAACAGAAGCAAGUGGAAAUGUUGAUAUUUAUGCUCAGGUUCUUACUGACUUAAAUAUUAAGACUGAACCAUUAAAUUUUGGUGUUCUUGGAUUAAGUGAUAAAAAAA
env-7 ....................................................................................................................................................................................
env-11 GAAAAAAAUAUUAAUUCCCUUAGGAAUAUUUAUUUUUUCUCUUACCACUCUUGGAGUAGCUGACAAUGAAGCAAUAAUAGAUAUCAGUGCUGAAUUUUUAGCCCCUAUUACCA...................................................................

....................................................................................................................................................................................
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alignment positions 570 · · · 612

Ama-1-1 CAAGGCUCAUUUGUCCCAGUAAAACAUUAAUCAGUUGAGGAAG
Ama-1-2 CACAGGUAUUACGGUUCCCCUCUGGGAAAAAUUUGGAUUCUGU
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Rba-1-1 UGCAUCGGUGCUGUUACCACAAUCGGUAGCAACGCCAACGCGA
Pst-1-1 UCUCGGAAGAUGGUCCAACUGCAGUGGAAUACGCUGUGAUGUU
Bma-1-1 UGCUUGACGGCCAUUCAGGCCAUCGGCACCCAGGCGAACGCCA
CMe-1-1 CUCUGCGGACCCCUCGAAUACCAUCGGCGCGACUCUCCUCGGC
Ami-1-1 GUCGGUGAUCACCGGAACGCUGAAGGGCACGAACAACAGCGGC
Asp-1-1 CGACCACCACCGUCGUCAACGCGUCCAUCACCGGCACCAGCGC
Cfi-1-1 CGUCGCGCAGCGCUCGGCACCGAGCGUCGAGGCGGCCACCGCG
[gi-1-1 CCCGGUGACCUCGGUCACCGGGGCUUCGUGCUGCACUGCGUCG
Cfl-1-1 UGGUGACCCUGGUCACCACCGGCGUCGUGCUGCGUGCGCAGGU
[gi-1-2 CCGACCGGGUGCGCAGGCGACGCGUGCGGACGUCAGCGGCCUC
Cfi-1-2 GACCGAUUCGCCCCGCGUCGUCGUGUUUCGAUACUUCACGCGA
Cfl-1-2 GGGAUGCGCAGCCAGAAGGUCAGCAGGCGGAACAGCAGCGCCA
Cfi-1-3 GGGCGGUGACACCAGUCGCCGCCCGCGUUCCGCGUGUCCGGAC
Asp-1-2 CCACCGCGGCGGGCUCGGCGAGCUCAGGGGCCAGCGACUUCAC
Ami-1-2 CUGACCUGGUCGACGAUCGCUGACGACACCCCUCAGGCGAACC
Gob-1-1 ...........................................
Esp-1-1 GCCCAGCGCGAACUUGGCAAGAAGUGGUGACGGAACAACCCGA
Esp-1-2 AGGAAAUCCCGUCCGGAACUGAUGAAUCAGAUUCCAACACUGA
Esp-1-3 CGGAGAACCCCGACGAGAAUACCUCUCACGCAAACAACGAGCA
Oul-1-1 AGACCUACGGCAUCGACAUCUACGAAUUCUUGGGUCACUGCUU
Oul-1-2 GGCGUACCCGUGAACGUCAACAUCACGAAGUUCCAGAUUCUGA
Osp-1-1 ACCGUCACCGGUCUGACGGAUGGAGACAAGGUUGACAUCUACA
Sex-1-1 CGGCGUUUACGGCGCGGCAGGGGAGGUCCGCGGGCGUUCAUCC
Esp-1-4 UCUGCAGGUGAUUCGACCGAUCUCGGAGCUGAUUUGUCGCCCG
Sex-1-2 AAUGCAUGCGGAAGCUGACCCCGACAUGAUGCGAGCCGGCGGA
Cba-1-1 GCGACAUCGCAGAAGCGCUGCAGGUCAGCCUGAAGACCGUCGA
Cwo-1-1 CGCGCGCGCGAGCGCACGCCCUGACGGCACGUACGCCGCGUCC
Psp-1-1 CUGCUACACGAACAGCGAGGACUACUCGACUUGCCGCACCGAG
Sth-1-1 ACGAAGGUGAUGAAGCCCACUCCUACCCCGAAGCCAUCCAAGA
Nho-1-1 UGGUGUCGAUUCCAGCAUGCAUUUACCGGGAGACGGUGACGAU
Nho-1-2 GGCCAUCACCGGCGAUCUCGACGACAUGAAGAACGCCGGCAUC
Nho-1-3 ACUGGACGGCCAUCACCGGCGAUCUCGACGACAUGAAGAACGC
Asp-2-1 CCAAGCUCAUUUGUCCCAAUAAAACAUUAAUCAGUUGAGGGAG
Csp-1-1 GCAACGCAGCCCCACAAUCCUGCCGUUGGGCCAGCAAUGCCGG
Csp-1-2 GUAUCAAUCCCAGCGGUCUAAAAUGCCAGCCCAAAUCGUAGGG
Csp-1-3 GUUGAGAACGAUCCAAGACAUACUGCCCUAAAGAUAGUGUUCC
Csp-1-4 UUUUUUCUGUAUAAUGAAGCGUUGACUGUCAAUAUCAGUCAAA
Csp-1-5 GUUCAAUAUCUACUGCCGUCUGGCUGUUCUGAUGGCAGAGAAA
Csp-1-6 CAAGAUCUACUGCCGUCUGGCUGUCCUAAUGGCCGAGAAAGAC
Csp-1-7 UUGGCAAUCGUGUUGCUGGGUCUGUCCGUAUGUGGACUCUUUU
Csp-1-8 AGCUGCCUUGUGGUGGAAAUGAUCGGGGUAAAUCCUUGCCCUG
Csp-1-9 AUCCUCCAGCAAAAAGCUUUCCACGCCACUGGGGAAAUCGAUC
Csp-1-10 UGGCAAUGCGAGCCAGGGCAACUGGGGAAACUGUUUACCGACA
Csp-1-11 CUCAAAAUUUACUGCCGUUUGGCUGUCUUGAUGGCAGAGAAAG
Csp-1-12 UGAGUGUUAUUUUGUCACUGCAAGCUAAACUUGCUCACCGUAC
Asp-2-2 AUGGUCAGGGGUCACAUCCAACGAAACUUUCUGCCCCUGCCGU
Asp-2-3 CACAGGUAUUACGGUUCCCCUCUGGGAAAAAUUUGGAUUCUGU
Dpr-1-1 ACCACGUCUCCUGGGCCGGUGACGCCGAGCGCCGCCUGCGCGA
Dgo-1-1 ACCACGUCUCCUGGAUGAGCGACGCGGCCACCCGCCAGCGCGA
Dde-1-1 GGCACCUUCACGGCCACCCUGCAGGCCCGGCAGACCGCCUUCC
Dma-1-1 CGAGCUCAGCACGAAGGAGCGCUACGGGUACGGCCGGUACGAG
Dde-1-2 GGCCUGAACGGCACCUGGAACCCCGCGAACGUCACCGUCAGCG
Dde-1-3 GCGAACGUCACCGUCAGCGGCGGCUACCUUGUCAUGAAGCUCG
Tca-1-1 CUAUCGGCGGCUGCUCGAGCGCAAAGUGGCACUCGAGCGAAGG
Tca-1-2 AUGGACUGAUGCUUUGCGGCUAAUAAGUCAGACCCCGCAAAUU
Tca-1-3 UACCGGCAUCGCCGACCAGACCAACCUUUUGGCCCUCAAUGCC
Tsp-2-1 AUGCCUUUUCAUCCAUGAAUUGAAAAUGACUCAGUAUUGGCCU
Tsp-1-2 CAUUUAUGCUAGUGAAUUAGCAAAAGAAACGGUAGUCGAUUUA
Csp-2-1 CAAAAAUAUUGUCAGAAAUUAUUUCAAAAAUUUCCUGUUCAAG
Csp-3-1 AACAAAAAAUGAAAACGAUUCUUCAAUGAUAACUAAUGAAAAA
Cra-1-1 AACAAAAAAUGAAAACGAUUCUUCAAUGAUAACUAAUGAAAAA
Csp-2-2 GUAGAUCAUUCAGAUGAUGAAAUUGGCAAUAUUCUUGAUACAG
Pfe-1-1 UUAGGGGUGUAAGAGAUGCUUUCUACCUUACCUAGUGAGGAGA
Dsu-1-1 CCGCUCUUUCUUGUCCGUCUAUGACAAUGCCGAUGAAAAAUGG
Mel-1-1 UGCUGGACCCCGGACGGCAUGACUUAUGAUACGGAUCGUGUCA
Afe-1-1 CCAUCCAGGGGGUGCUCACCAGCACCAUGGACAUGACGGACAU
Alo-1-1 AAACAAAGCCAGGAUUUCUUACGAGCUGGCGAAAAUUACGGCC
Pfe-1-2 GAAAGAUAUGAAGAUAUAGCGAUUCCAGAAUAUUUAUCUGUAG
Pfe-1-3 CUGGAAAUGAUUUUUGGCAAUCUCGAUAAAGCAAGAGAAGAUG
Pfe-1-4 GUUAUUAGCAUCGUUGAAGGUACAGAGCUUGGAACAGUUAAAA
Pfe-1-5 GUGUUGAGGAGGAUCUUGUUCAUCGGGCAGAUGCCUAUGCUGA
Pfe-1-6 CCAUUUAUCUUUAGAAAAAGAACACAUUCAGAAGAUGCAUACC
Pfe-1-7 AUGCAUACUGGUAUUGCUGAAUUGCGAGGUUUUAUGGCCUACU
Pfe-1-8 AACCGCAGUGACAACAAGUGAGAAUAUUCGAGUUGUGUUAGGU
Pfe-1-9 UGUAGUUAUAGCGGUAAAGGAUAUUCCUGAAAGAAGCGUAAUA
Pfe-1-10 CUGGUAGGUAUGAAAAUCUUGCUCUUACUAUGCCUUUCUUAGA
Ipo-1-1 AAAUUAAAUUACUAUAAUGGUGCUAUUUCUGAUUAUAACCUUA
Ipo-1-2 UUGUCCCAAAUAAUAGCUGUGGCGGAUUCCUAGCAUGACAUCA
Ipo-1-3 CUAAUUAAAAACAGUAAACUAUUAUUAAAAGGUUACGGGUGCC
Ipo-1-4 AAAUUACUUCAAUAGAUUCAUCAUAUUCGGAUUUAUUCUAUUU
Ipo-1-5 CUUUAUGCUGGAAAAACAGACUUGACACAUUCUACUUAUUUGA
Fsp-1-1 AUUCAGGGAAUAAUGGAGCUAAAAACGGAACUUUAACUAUCAA
Ful-1-1 CAACAAGUUCUGGGCAUCACGGAGAAAUAAAAAUAUCUGGUGA
Fsp-1-2 AAGAAAAAGCAGGUGAAAUAAAAAUAGAAGGAGAAAAAGGAAA
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Fva-1-1 CUAUAGGAGCAAAUGAUGGUGGUGCUGGUAGUUUUACUAUUAC
Fva-1-2 ACAGAAGGUACAUCUGGAGAUGGUAAAAUUGAAGUUAAUGGUG
Fva-1-3 AGGGAGAGGCAAUGCUAAAAAUGGAACCCUAUCAAUUACAGGA
Ful-1-2 UGCUUCUGAUGGAGAAAUCUCUAUUUCUGGAGAAGCGGGAUCA
Fsp-1-3 GGUGAUACUAAAAUUAUAAACCCAGAAGAGGCGGGUGCGGGAU
Ful-1-3 AAACUGUAAAUCCAAGUCAGACUGAAGCUGGUAAAUUUAUUAU
Ipo-1-6 AGACAGUGCAAAUAUCUCAAGUUCAAUCUUUAUUCAAAACGGA
Hco-1-1 AUAAAAACAGAGAACCUUACGAUUAAUGGUAUAGAAUUAUCUU
Hco-1-2 AAUCUACUCAGUUAGUUCCAAGUGGACAUGCCAUGUUUGUCGG
pKS-1-1 AAAUUGUAAAGAAUUUUCAUGAUGAGAGAAUACGGUAUAUACG
pKS-1-2 UCUGCCAAACUACACAUGUGUGUAUUAUGAGACAGAUAAUGUA
pKS-1-3 AAGGCAGUAAAGAUUGCACAAACAUCUGGUUGUUUACGGGUGG
pKS-1-4 GGAAGGGAGGAUUAAUCUUGUGUUUCUGUUGUAUUAUUACUAC
pKS-1-5 UAAUCGCAAUUAUUGGUAUCCUUGCAGGUAUCCUGUUGCCUGC
pKS-1-6 UCGAAAAAGUCUUUUUUAAUUUUGUCUUGCUUAUUUUUACUGA
pKS-1-7 CUACUAAUAAUUCUUGGAGCGGUUUUUUGGGGAAGUUCUGCAG
pKS-1-8 UAUGCAUCUAGAUAAUGUCAUUUCUAUAAAGGACUGAGCAUAU
pKS-1-9 AAAAGGCAAUGAAAAAUGUAAAAAUAUGUAUAUCGUUUAUUUC
pKS-1-10 UUUCACUCGUAAUCAACUCAGCAACAUUUGCUCUGGAUACCGA
pKS-1-11 UACGAUAUUCCUCCUGUUACUUUACAUUAGCUUAUUUUUUUAC
pKS-1-12 CUUUUUGAUAGCAGGCUGAUGAUACAGGGAUUUUAUUGAAUGC
pKS-1-13 UAUCAUAAUGAGCAUAAAGAUGCAGAAGAAACCCGCAGAUUAA
pKS-1-14 ACAUCCGGAGGGAUAUUCCUGAAAUUGAUUUAUGGAUAGUUUC
pKS-1-15 GCUACUAAUUUAAGUAUUGCGAUAAGACUAAAGAGGGUGGCAC
pKS-1-16 CAAGGUAUUUGGGAUGUGGGUCAACCUACUCCGCCUUCACCUG
pKS-1-17 UACUAAAACAGCUUUAAUGUUGGAAGUUCCGUCAAAUGCAUUG
pKS-1-18 UAAAAAACAAAAGUUGCCGAAGGCCUAUUUUAAUGCUUAGGAA
pKS-1-19 CAUGUUAUCAUAGUGGAAAAAGGCGAGGAAGUCUUUUAUACCU
pKS-1-20 CAGAGAAUAUUUUCUAAGGAUAAAAAUUUCGUAUACAUGUCUU
pKS-1-21 CAACCAGGAGAUACCCUCUAUCUCAGGAGCGGAACUUAUUAUG
pKS-1-22 CAACCAGGCGAUACCCUCUAUCUCAGGAGCGGAACUUACUAUG
Ssp-2-1 CGGCAUGGGCGGGUGACCGUCACUGGGAUGCCAACGGCACGGG
Sch-1-1 UGGGAUGCCAACGGCGCGGCGGUCGGCAGCGGCGGCACCGGCA
Ssp-1-1 UUGGACUGGCAGGACUGCUGGCCGGUGCGCCGGCCUGGGCAGA
Sin-1-1 AUCGGGCAGCGGAUCAGGCACCGACGGCAGUGGCGGUUCCACC
Msp-1-1 UCCAUUUUUACAGACAAUCCGAGUCUGUGUAUAAGCAGUAAUU
Lch-1-1 CCGCCGCAGGCGCUCCAGGCCGAUGAACACCAGGCCCAGACCC
Nsp-1-1 ACCCGGGUAGCAGUAUUUCUGCCACUGAAACAGGCCUGCAAAG
Sli-1-1 ACUGGACGCGCUGGUCAGCUACACGCAGACACACUUCGCACUG
Nsp-2-1 GAUUUCAAGCCUGGACUGCUGGAAACGAUCUUUUUGUGGGUGG
Hgr-1-1 GGUCAUUCAAGACGAAUGGCUGCGCCGCCAGCAGCGCGAGACG
Nmu-1-1 GGCAGCUGGGAUAUGAUCACCGCAAACGAAACCGGGCCGAAUG
Mfl-1-1 GGAAACCGCGCCAGAUGCACGCCAGCCUGGCUUGCAUCCGUCA
Rfe-1-1 AAAAAAAUCACCCAGGGUGCAAGUGCUGCACCCAGUGAACCAA
Oba-1-1 ...........................................
Msp-2-1 CCUGCCGAUGCCAUUACGGUUCUUGUUCAAAUUAUUGCAGCAC
Msp-3-1 CCUGCCGAUGCCAUUACGGUUCUUGUUCAAGUUAUUGCGACAU
Sli-1-2 UGACAGAAAAGCAUUGCUGGCCGCACUGACUGCCCUGAUUGUC
Msp-3-2 GCACUCGCUGCGCAGGCGGCCAAAGAAGCCGCUGCCAAAGCGG
Msp-2-2 GCACUCGCUGCGCAGGCGGCCAAAGACGCGGCUGCCAAAGCGG
Dac-1-1 GGCCGUAGCGCAGCCGCAGUUCCACAUUGCCCCGGUAUUUGUG
Bba-1-1 GGCGGCUGCGCGACCUGGCCAACGGCGCCCAGGUGCUGCGCGC
Neu-1-1 UGGGCGAAAGGCCGCUUGCUGGUCAUUCCCCGUGCCGGUUUGA
Neu-2-1 GUCUGCUGCUCAUUCCGCGUGCCGGGUUGACCGCAAAAGAGUU
Hgr-1-2 GCGACGGCGGUGCGUUGGCAGGGGCUGGCCGAACUGGCCACCG
Hgr-1-3 GCUAUCGAAUCAUUUUCAACCGCGCCCGUGGCGCGCUGAUGGC
Asp-3-1 GACGGCGGCGUGAACAUCCGCGCGCGCUUCAGCGAGCAGCUGG
Bba-1-2 CUGGCCAAGGUGCUGCAGCCGCAUCGCGGCGUGGCGCGUCGCG
Nmu-1-2 GGGAUUGGGUCCGGUCAUUUCCAGUGCAGAGCCUCCGGAGGGC
Nsp-1-2 CAGGUCAUUAUUAUACAAUCAUGAGUUGGGGCAAUAACAAUUC
Nsp-2-2 UUAUUCAUCAUCAGCAUGGUUUGGGUUCUCUUCGGAACAGCGC
Nsp-1-3 CCAGGGCACUACUACAUAAUAAAGGGCUCCAGCAAAAAUAAUG
Tde-1-1 CGCGAGCGGGCUUGCCCCCCGGCCAGCUCGACAAGGCACUCAG
Asp-3-2 UACCGCUCCAGCCUGGCCAUGGAAGCGGCGCUGGCCGACGUGC
Aar-1-1 CCUGCCGGAAGCCGCUUUCGAGAAGAUCAUCAAGGCUCACGGC
Dsu-2-1 AGCGGCGACGUCAGCCUGGCGGCGUCCAUGAUGAAGACCGCCA
Mun-1-1 UCCGCCUCGCGCUGCCGGACGGCCGUACGCUGGAUCUGGUGUA
Sli-1-3 GAUGCUGUUCCUCACGGUCUCGGUAUUGGCCAUCGGCGCGAAC
Sde-1-1 AGUUGUUCGAGCAGGCCGAAAAAUCCCUCGGCGGUGAAAUGCG
Jsp-1-1 GAUGUUCCAUGCGGCCCCGAUGCUGCUCGAUGCGCCUGACGGG
Mun-1-2 CGGCAAGGCCCGCGAGAACUGGGCCGGCAUCGAACAGGCUUUC
Rge-1-1 CCUUGCGCACGACGGGCUCCACCGCCGCGGUCUACGAGACCCG
Rbe-1-1 CCUUGCGCACGACGGGCUCCAGCGCCGCGGUCUACGAGACCCG
Rge-1-2 GAGGCUAAUGCCGGUUUUAUUCGCGGGCUCCGGAUUCACGCUC
Bsp-1-1 UCUCACGACCACGGCGCGCAAGGUGCCGACUACCGCCAUCCUG
Bph-1-1 GCGAACUGGAACAGUCUCGUGACCUCGGCGCGCAAGGUGCCGA
Rso-1-1 ACGCUCGCCACGACUGCGCAGACGGUGCCCACGACCGUCAUCC
Rsp-1-1 GCGCUGGCCACCGCGGCAACGUCGGUACCCACCACGGUCAUCC
Rpi-1-1 GCUAGCCACAGCGGCGACGUCGGUACCGACCACAGUCAUCCUC
Sde-1-2 UGCACAAGUAUCCUAUACCCGCGAUCUGGGUGUCACCUUGAGU
Sli-1-4 CGAGAUGAGUGUCCGCCUCAUCCUGGAUAAGAUAUCCAGCGUU
Nmu-1-3 AAAUGAACGAUAUGGUCGCUGCGAACGGACAGGCGGGCUUCAG
Ssp-3-1 GACAGAAACCUUCAUCUGUACCAUUUUCAGAAGCAAUACUCAG
Ssp-4-1 GAAUAUCAGGCAUCUUGCGGUUAUGAUUAUGUGCAAAUUACCG
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Ssp-3-2 UAUCCUGGUCCAGAUUUUUUUAUAGAUUAUCUAAGUAAAGGAA
Cba-2-1 AGGAACUAAGUUUGUAGAUAUACUUCCAAAGCAGCAUAGCUCC
Nsa-1-1 CGGGCCGGCAGCGGAUGCUCACUCAGCGGAUGCUCAAAGAUUA
Nsa-1-2 GACGGUGGAGGGAGUCUUUCCAAUGAUAAUCUGGAGUUUUAUG
Ssp-3-3 UGAGAUUUCUAGCAUUUUUUUUGAAUAACAAAAAAACUUUCUA
Ssp-4-2 AGACGAUGGCGAAUUUUGAAAAUCACCUCGACUCACUGAUCGC
Sau-1-1 AAAAUUUGUAAAUAUACUUCCCAACCAAUAUAGCUCUACAGAU
Ssp-3-4 CAACUGAGAUACUUUUUAUUCAGUUAUUUCUCUGUUUGGACGA
Ssp-3-5 CCCAUCAGGAUCAUAUCGACCAGCACGAUGAUUAUUUUCCUCA
Ssp-3-6 GACAAAUAACGCUAAGCUUUAGUGCCACUGAAAAGAUAAAUAU
Ssp-3-7 GACAUCCGGAUAUGCCAAAAGCAGCGUUCAAAGAGUUAUGGGA
Ssp-3-8 UUGGGACACGAUACAGGGCGGAAAAGAGUGGACCGGUAUCGUA
Ssp-3-9 GAGAGUAAGAGGUGACCAAAAGACGCCUGAGGGAAAAUAUAAG
Ssp-3-10 UUCAAAUAUUUAUGGGAUAGUCUCAAAGCAGGGAAUGAUGUCA
Ssp-3-11 CUCUUAUCAAAGAUAUGUAGCUGCACAAAACAAUGCACAGGUU
Ssp-3-12 GGGAGUACCUCUACAGAACAAACAGUUUUAGAACCGACAGCAA
Ssp-3-13 ACAGGAAGAGGUCUAGCAAAUGUCGAAGUAAAUAUCGAAUCAC
Ssp-3-14 AACUGAAUGGUAAAGUGUAUGGAGCCAAACCUGACUACCGAGG
Ssp-3-15 ACUAUCCCUCAGAAAAAGAAAAUAUUUUUGAAUAACCAUGCCA
Ssp-3-16 AAUGAGUCAAGAACGAUUAACCUUCUCGCAUUACAAGAAGGAA
Ssp-3-17 ACUAUAAUUUGAUGUUGAAAAUAAUUUAUUAUUAUAGGAGAUA
Ssp-4-3 UUUUGAUGAUAUCUUUAUCUAUAAAGCAAUGAAUCUAUCCGGU
Ssp-3-18 UUCUAUUUACUUCAUAACAAAUUUUCUUCACAACAACACGUUC
Sku-1-1 AGAUUUUCAUGCGGACAAAUUCGCGCCAUUUCAAGAUGAGAUA
Ssp-4-4 UAUAACUGACAGUGUCGAUACAUCGCUGGAUCUUGAUGUGAAU
Ssp-4-5 GUACCUAUGGAUUGGACUACUACGUAAAUUAUAGUUCUAAUAC
Ssp-5-1 ACGGCGCCCGUCAACAUUGUGACCGGCGGGCAGAGAGUUCUUU
Ssp-5-2 UGACAAUACCUGUGUACGCGUAGGGUAUGGGAUUUUCUGUAUU
Ssp-5-3 UUUGCGCACCUCACAAGAUACACAAAGAGGAGGUGCGUCGAUA
Tli-1-1 UACCUCGGAAACAACCCCUCUUUGAAUCGUGCUGCGCUCCUUU
Tli-1-2 GAAACACCUCCUUAAGAAUAAAACAGCAAAGUUCGUUGCCACA
Ssp-5-4 AUACUGGCGUUUAUGGCGGCAGGAGUAAUGUUGGGCACGGCGU
Ala-1-1 AUCAGUACUUGAAAUUGUUAUUACUAAUCCAGGAUUAACAUCA
Ala-1-2 AUAUCAUCAGUAAUGCUGAAGAUAUGAAUGCUUUAUCUCAGGC
Ala-1-3 AUAUUCCUGCUCAUACCGUUAUUUGGAUUUCUAUCCUUAACAU
Mba-1-1 AACAAAAAAUGAAAACGAUUCUUCAAUGAUAACUAAUGAAAAA
env-1 ...........................................
env-3 ...........................................
env-5 CUAUAAAUUCAAA..............................
env-7 ...........................................
env-11 ...........................................
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17 OtherG20A

17.1 Taxa

The taxonomy of each organism containing a putative OtherG20A is listed,
with abbreviations identifying each hit (e.g., “Eco-1-1” and “Eco-1-2” might hy-

pothetically represent two distinct RNAs in E. coli). The abbreviations will be
used to identify each individual OtherG20A in Sections 17.2 and 17.4.

abbrev. of hits taxonomy of species
Ami-1-1 Bacteria Actinobacteria Actinobacteridae Actinomycetales Micromonosporineae Micromonosporaceae Actinoplanes missouriensis 431
Esp-1-1 Bacteria Actinobacteria Coriobacteridae Coriobacteriales Coriobacterineae Coriobacteriaceae Eggerthella sp. YY7918
Oul-1-1 Bacteria Actinobacteria Coriobacteridae Coriobacteriales Coriobacterineae Coriobacteriaceae Olsenella uli DSM 7084
Csp-1-1 Bacteria Cyanobacteria Chroococcales Cyanothece sp. PCC 7425
Csp-2-1 Bacteria Firmicutes Erysipelotrichi Erysipelotrichales Erysipelotrichaceae Coprobacillus sp. 29 1
Pfe-1-1 to Pfe-1-3 Bacteria Firmicutes Negativicutes Selenomonadales Veillonellaceae Pelosinus fermentans DSM 17108
Ful-1-1 Bacteria Fusobacteria Fusobacteriales Fusobacteriaceae Fusobacterium ulcerans ATCC 49185
Ipo-1-1 to Ipo-1-2 Bacteria Fusobacteria Fusobacteriales Fusobacteriaceae Ilyobacter polytropus DSM 2926
Dac-1-1 Bacteria Proteobacteria Betaproteobacteria Burkholderiales Comamonadaceae Delftia acidovorans SPH-1
Rfe-1-1 Bacteria Proteobacteria Betaproteobacteria Burkholderiales Comamonadaceae Rhodoferax ferrireducens T118
Sli-1-1 Bacteria Proteobacteria Betaproteobacteria Gallionellales Gallionellaceae Sideroxydans lithotrophicus ES-1

17.2 Gene contexts
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Each OtherG20A (indicated by “RNA→”) is listed. For each hit, the genes
located within 6 Kb of the hit are given, except that genes are not listed for
eukaryotes, because these organisms were not used in the statistics of genetic el-
ements associated with c-di-GMP riboswitches.. Some environmental sequences
and some RefSeq entries lack gene annotations, and so no genes are available for
such sequences. The direction of each gene is indicated with an arrow (→), and
each conserved domain in the gene is colored. Conserved domains associated with
more than one OtherG20A are assigned a color; other domains are gray. Informa-

tion about these conserved domains is given in Section 17.3. The accession number
of the sequence containing each OtherG20A is given. Accessions beginning with
“NC ”, “NS ”, “NW ” or “NZ ” are contained in RefSeq. Other accession refer
to environmental samples, whose sources are cited in Methods. Nucleotide coordi-
nates are given for the 5′ and 3′ boundaries of each OtherG20A. If the 5′ coordinate
is greater than the 3′ coordinate, the RNA is present on the reverse-complement
strand of the containing genomic DNA sequence. Each hit is denoted by an ab-
breviation (like “Eco-1-1”) that refers to a taxonomy given in Section 17.1.

abbrev. Seq. accession 5′ at 3′ at genes

Bacteria
Ami-1-1 NC 017093.1 - 684639 684532 hypo→ RNA→ ←hypo

Bacteria Actinobacteria Coriobacteridae
Esp-1-1 NC 015738.1 + 612882 612998 S4 (cd00165)AdoMet MTases (cd02440)→ RNA→ Flg new (pfam09479)→
Oul-1-1 NC 014363.1 + 789908 790012 hypo→ RNA→ CollagenBindB (cd00222)COG4932 (COG4932)→

Bacteria Cyanobacteria Chroococcales

Csp-1-1 NC 011880.1 - 193391 193273 ←hypo RNA→ COG3655 (COG3655)→

Bacteria Firmicutes Erysipelotrichi

Csp-2-1 NZ ADKX01000039.1 + 155443 155559 aa-his-dipept (TIGR01893)→ RNA→ AdoMet MTases (cd02440)→

Bacteria Firmicutes Negativicutes

Pfe-1-1 NZ AKVN01000034.1 - 3495 3376 PAS (cd00130)COG2508 (COG2508)→ RNA→ hypo→ GAF (smart00065)GGDEF (cd01949)→
HAMP (cd06225)MA (smart00283)→

Pfe-1-2 NZ AKVN01000055.1 + 75581 75700 ←hypo RNA→ HAMP (cd06225)MA (smart00283)Cache 1 (pfam02743)→
Pfe-1-3 NZ AKVN01000026.1 + 7719 7838 Tetratricopeptide TPR 2 repeat-containing protein→ RNA→ COG3881 (COG3881)→

VanW (pfam04294)G5 (pfam07501)PG binding 4 (pfam12229)→

Bacteria Fusobacteria Fusobacteriales

Ful-1-1 NZ ACDH02000036.1 - 10514 10410 FimC (COG3121)→ RNA→ hypo→ hypo→
Ipo-1-1 NC 014633.1 + 410230 410338 ←hypo RNA→ pseudogene→ HATPase c (cd00075)PAS (cd00130)HisKA (cd00082)→ REC (cd00156)→

HATPase c (cd00075)REC (cd00156)→ HDc (cd00077)PAS (cd00130)REC (cd00156)GGDEF (cd01949)→
Ipo-1-2 NC 014634.1 + 7960 8068 (big gap) ←hypo RNA→ HDc (cd00077)HAMP (cd06225)→

Bacteria Proteobacteria Betaproteobacteria

Dac-1-1 NC 010002.1 - 4023676 4023551 DsbA FrnE like (cd03025)→ RNA→ Peptidases S53 (cd04056)→
Rfe-1-1 NC 007908.1 + 4400331 4400448 ←DUF493 (pfam04359) RNA→ MA (smart00283)→
Sli-1-1 NC 013959.1 + 2226790 2226899 ←S24 LexA-like (cd06529) RNA→ ANK (cd00204)CHD (cd07302)→

17.3 Conserved domains

Conserved domains found in protein-coding genes listed in Section 17.2 are
shown below, with the first sentence in their description from the Conserved Do-
main Database (if any). Conserved domains associated with more than one Oth-
erG20A are assigned a color, while others are shown in gray. The symbols ‘d’ and

‘u’ (if any) to the left of the colored domain name indicate whether the domain oc-
curs upstream or downstream of the RNA motif. Domains marked with lower-case
‘d’ occur (at least once) present downstream of some OtherG20A in the opposite
orientation. Domains marked with capital ‘D’ occur downstream and in the same
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orientation (i.e., a potential cis-regulatory arrangement). Domains marked with
a ‘u’ occur upstream of the RNA in either orientation. If the ‘d’/‘u’ symbols are
missing, then the domain is downstream and in the same strand. (This mode is

used for motifs predicted as cis-regulatory. The number in parentheses after the
colored domain name is the number of occurrences in Section 17.2.

cd00075 (2) Histidine kinase-like ATPases; This family includes several ATP-binding pro-

teins for example: histidine kinase, DNA gyrase B, topoisomerases, heat shock protein HSP90,

phytochrome-like ATPases and DNA mismatch repair proteins

cd00077 (2) Metal dependent phosphohydrolases with conserved ’HD’ motif

cd00082 (1) Histidine Kinase A (dimerization/phosphoacceptor) domain; Histidine Kinase A

dimers are formed through parallel association of 2 domains creating 4-helix bundles; usually

these domains contain a conserved His residue and are activated via trans-autophosphorylation

by the catalytic domain of the histidine kinase.

cd00130 (3) PAS domain; PAS motifs appear in archaea, eubacteria and eukarya.
cd00156 (3) Signal receiver domain; originally thought to be unique to bacteria (CheY, OmpR,

NtrC, and PhoB), now recently identified in eukaroytes ETR1 Arabidopsis thaliana; this domain

receives the signal from the sensor partner in a two-component systems; contains a phosphoac-

ceptor site that is phosphorylated by histidine kinase homologs; usually found N-terminal to a

DNA binding effector domain; forms homodimers

cd00165 (1) S4/Hsp/ tRNA synthetase RNA-binding domain; The domain surface is populated

by conserved, charged residues that define a likely RNA-binding site; Found in stress proteins,

ribosomal proteins and tRNA synthetases; This may imply a hitherto unrecognized functional

similarity between these three protein classes.

cd00204 (1) ankyrin repeats; ankyrin repeats mediate protein-protein interactions in very diverse

families of proteins.

cd00222 (1) Collagen-binding protein B domain, mediates bacterial adherence to collagen; the

primary sequence has a non-repetitive, collagen-binding A region, followed by the repetitive B

region; the B region has one to four 23 kDa repeat units (B1-B4).

cd01949 (2) Diguanylate-cyclase (DGC) or GGDEF domain.
cd02440 (2) S-adenosylmethionine-dependent methyltransferases (SAM or AdoMet-MTase),

class I; AdoMet-MTases are enzymes that use S-adenosyl-L-methionine (SAM or AdoMet) as a

substrate for methyltransfer, creating the product S-adenosyl-L-homocysteine (AdoHcy).

cd03025 (1) DsbA family, FrnE-like subfamily; composed of uncharacterized proteins containing

a CXXC motif with similarity to DsbA and FrnE.

cd04056 (1) Peptidase domain in the S53 family.
cd06225 (3) Histidine kinase, Adenylyl cyclase, Methyl-accepting protein, and Phosphatase

(HAMP) domain.
cd06529 (1) Peptidase S24 LexA-like proteins are involved in the SOS response leading to the

repair of single-stranded DNA within the bacterial cell.

cd07302 (1) cyclase homology domain.

COG2508 (1) Regulator of polyketide synthase expression [Signal transduction mechanisms /

Secondary metabolites biosynthesis, transport, and catabolism]
COG3121 (1) P pilus assembly protein, chaperone PapD [Cell motility and secretion / Intracel-

lular trafficking and secretion]
COG3655 (1) Predicted transcriptional regulator [Transcription]

COG3881 (1) PRC-barrel domain containing protein [General function prediction only]
COG4932 (1) Predicted outer membrane protein [Cell envelope biogenesis, outer membrane]
pfam02743 (1) Cache domain.

pfam04294 (1) VanW like protein.
pfam04359 (1) Protein of unknown function (DUF493).
pfam07501 (1) G5 domain.

pfam09479 (1) Listeria-Bacteroides repeat domain (List Bact rpt).
pfam12229 (1) Putative peptidoglycan binding domain.
smart00065 (1) Domain present in phytochromes and cGMP-specific phosphodiesterases.

smart00283 (3) Methyl-accepting chemotaxis-like domains (chemotaxis sensory transducer).
TIGR01893 (1) aminoacyl-histidine dipeptidase.

17.4 Multiple-sequence alignment

Each OtherG20A is denoted by an abbreviation (like “Eco-1-1”) that refers to
a taxonomy given in Section 17.1. Nucleotides proposed to basepair as part of
the consensus structure are shaded in color when they comprise Watson-Crick or
G-U pairs. Otherwise they are shaded gray. Conserved stems are also indicated at
the bottom of the alignment by angle brackets, where matching < and > denote
base-paired columns. Below these angle brackets, the symbol “2” denotes base
pairs exhibiting covariation, “1” denotes base pairs exhibiting compatible muta-
tions, “0” denotes base pairs that are not observed to mutate and “?” denotes base

pairs that have a significant frequency of non-canonical nucleotides for Watson-
Crick or G-U pairs (> 5%). Below these base pair annotation is the consensus
sequence: “R” = “A” or “G”, “Y” = “C” or “U”, red nucleotides: nucleotide
identity conserved more than 97% of the time, black nucleotides: 90%, gray nu-
cleotides: 75%, red circle (qa): nucleotide is present 97% of the time, black circle (qa):
90%, gray circle (qa): 75%, white circle (qa): 50%. All percentages of sequences just
described (e.g. 97% conserved) assume that sequences have been weighted by the
GSC algorithm implemented by the Infernal software package.

alignment positions 1 · · · 173

..........................................................................................<<<<<<.<<..<..<............<<...<<<<.<<....>>>>>>...>>..<<<<.<.<<<<<.....<<........
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5′
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Ami-1-1 GAAAAGGACGCCGGAAAAGUGGCUGCUAACGCUUAGCCCGGGGAGCCCACGACCGAACAACCUGGCGUAAGCGAGAUCGAGCAACCCGCU.....C.GGC.C..G......ACAAGAGCAAACCCG.GCGCAAGCCGGGGACGCAAAGCCAC.AGAGC.......CCAUGAG.
Esp-1-1 GGCAAUCUAUAAGCUUUCUUGUAAAAAAUGAAGCAUCUCGUAGAAAAACUGGGCCUUCAACCUUGCGUUCAAGAUACGGGGGGGGGUACU......AUA..UUUU.......CACGAGCAAACCUG.CCGGAAAGCAGGGACGCAAAGCUAUAGGGGCCGAA.CCCCUUGGGG
Oul-1-1 GUUCGAGGAGCUUGACAAAGCUCUCCACUCUUGAUGCUGAAACCAUCCCAAGGGCCCAUCAGUUCUUGAUCGGAGACUAC.AUUUCGCGU.....A.UA..UUU......CAGCUAAGUAAAACUG.UCGAAAGGCAGUGACGUAAAGCUAUAGGGCCU......GGAAU...
Csp-1-1 AUUUUCCCGUAAAUUUACGGUUCCCCCUGCCUGAAGCUAGAGAUUACAGUAGGGUUAUCUACGCUACAUCCCCCGCUAGC..GUAUUAAA....GU.CC..C..G.......AAAAAGCAACUUACUCCGAAAGGGUAGGGCGCAAAUUGGU.AAGCCUGCAGCCAGGGUAUC
Csp-2-1 UUCUCAAAACCUACCAAUUGCUUGUUUCAUUUAUUGAAACUUUAUAAUUCAGACUAUACAAAUUUAUUGAAAAAUGUUACAAUGUGCCCA.......GA..UAUG......UAAAUAGCAAAACUA.UUGAAAAAUAGUGACGCAAAGCUAUAGGGUCUAA..UCUCAUAUGA
Pfe-1-1 AGCCAAUAGUAGUGUAAUUCUAAUUUUUCGUCAAAUAUUUCCAUCAGAAAAACUUGCAUACAUCGCAAAAUGACAUGAACAGCUAUACAU................UAGAAUUAUAAGCAAACCUG.CCGAAAGUCAGGGACGCAAAGCCUU.GGGUC.....UAACGAUACA
Pfe-1-2 CAUAGCAGACCGCUUCAAUUGGGAGGUUCUAUUAUUUUUUUGGUAAAGCGAAAGGAAAUUGAAGAAAAAUGUCGAAAAACAUAGAAGAAA.....A..........UACCAUAAUGAGCAAACCAA.CCUAAAGGUGGGGACGCAAAGCCAU.GGGUCUAAG.GAUGUUACA.
Pfe-1-3 UGAAAUUUCUAAAUAGCACAAUUAGGAUGGAUAAAAAUAAAUGAUGAAUUUCCGUUAAUGUUAUAUUUCAUACUUACAUAGAAUUAAACA...............AAUAAAUAUUUAGCAAACUCA.UCCAAAGGUGGGGACGCAAAGCUAU.GGGUCUAAG.GGACUUUAUA
Ful-1-1 UCAAAUAAUAUCUUUGAAUCGUAAAUUUAAGCUUUUUUAUAUUGACAUACAUUAUUUGCUGGAGUAUAAUGUAUUAAAGAAGUAUAUAUU...........A..U......AAUUUAGCAAAAUAA.CAGAAAUGCUAUGACGCAAAGCUAUAGGGCCUGU....AAGAU...
Ipo-1-1 CAGAACGCAUAUGUUUAGGAAACUAGGGUAAAAUAAAAGUAAAUUGACAAAUCAGAAAAUUAAGUGUAAUAUAUUCUUUAAUUAUAUUAU.......AU..AUAG......AAAAAAGCAAACCUU.UGGAAACAAAGGGACGCAAAGCUAUAGGGCCUGU....AAGAU...
Ipo-1-2 AGAGUAGCUAUUGAAUGUUAGAUUGAAUGGUUAAAUAUUAUGUAUAGGGUAUACUUUUUAAUAAAAAAAUGUUAUACUCGUAUUUAUAAA...............ACUAUAUUAAUAGCAAACCAU.UGGAAACGAUGGGACGCAAAGCUAUAGGGCCUUUA...AUGU....
Dac-1-1 CGCUUGCUGGAUCCGCGUGCAGGUUACGACAUCGAAAAUUGGCAUAUUUGAUAAAACAUAAUUUGAUAAAAAUAUUAAAUUUACCUACAA.......UU..UGCG.......CACCAGCACACCCGUACGAAAGGCGGGGUCGCAAAGCCUC.CGGUCUACC.CCCGCCCUUU
Rfe-1-1 UUCAGCCGAAACCCGCAGGGGCAAAUGGUCUCAUCAUUUCUGGGUAUGGCCGCAUCUGUUACGCCAAUACUGGCAAACAU..AUAAUGCG.....U.CCAA...G.....UUCAAAAGCACACCCGAUCGAAAGACGGGGUCGCAAAGCUUC.CGGCCUGA..CGCAUUCGUG
Sli-1-1 CGGCGGGCAAUUAUUGCAGAACUGUAAUAUCCCUUUAACUUGCUUGCCUUUUCGGAAGAAACCGGAUGAUAAUGACCUCCAGCAGUAAAC......................UAAUAGCAAACCUA.UUGAAAGGUAGGGACGCAAAGUUUC.CGGUCUAAG.GGGUCUGCAA

..........................................................................................<<<<<<.<<..<..<............<<...<<<<.<<....>>>>>>...>>..<<<<.<.<<<<<.....<<........
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alignment positions 174 · · · 353

Ami-1-1 ..............GCUGGCUGGGCUACC...GACC..U......UGGGGAGAACCUUCUUAAUGCGCAACAUGAUGCAGCUUCUUGGUGGAAUCGCUGUCGCUGGUGUCGUCGCGGCCGGAAGCACCGCCUUCACCGCCUCGGGCGUCACCAACUCCGGCGGCUUCACCAAGAUUGCCG
Esp-1-1 ........CG....GCUAGCC.AGUUGCGAUCA....U.......CAUUCCUGUCGUGAGCGACCCAAAACCUAUGGCAAAGGCGGGUCGCUUUUCUGCUGUGACUGCUUGAAUCGAAGUAGGGCGCGCGAACUAACGCGACGCCAUAAGGGGAAGGCAGCGCAUAUGAAGUGGAAAAAA
Oul-1-1 ..............GGCAGCC.AGCUGCA...A....U.U.....UUCUCUGGUAGGGAGGACGGCGUGGCUGUUUUCUGCAUAAGGUCGAAGAUCGACGCGCAUUCACAGGGUGCGCCAUGCCGUGGGGAAGUCUGUCCCGCUUGCUGAUGCGGUCACGCUUUGCACCUCCGGUCGUCG
Csp-1-1 ........GGUAU.GGCUGUGCCAAUGCC...GAAG..GAC....UUUUCUCUUAGCUUUUCA..GGGGAUUUUUGUAGCAUUAGAGAAAGUUUUUUCUCCUUGAAAAAACUGUAAUCGGUAAAACCUCACAUUGAUGAUAUCAGCCAUUCAAUUACCCCCUGGAUGGCAUUUUUAUUAU
Csp-2-1 ........GAAU..GACAGCC.AGUUGCC...AA...UC......AACAUUUGUAUUGGAAAGGGUAUAUGAAAUUAUAUCUGGUUUGCAUAUUGUUUUCAUACAUGGAUAUGUUAUUAUUCAUUUCAAAGACGCUCAUCCCUUUCAAUCGUCUUGUAUGAAAACGAAAGUAAGAGCAGC
Pfe-1-1 AUUGU...UCUAU.GACUGCCAGGUUGCA...UCAU...G.....UUUAUUUGAUGUACCUGUCAGUUUUUUUAUAUUGAGGGGGAUUUUUUAUGAAAGAAGAGGAGAAUUUGGAAAUUGGUGGUAUUGGAAAGGAAUUAGAUGAACUAAUUUGUGAUAUUUUUGAGAUUCUCCAAGACA
Pfe-1-2 ........UCUAU.GAUUGCCAGGUUGCAUC.G....U..UU...GUUGAUUAUGAUGUAACUUGGCAAUCUUUUAUAUUGAGGCACUUAUUUCAGUAUUUUAUUUAUUGGAAUGUUAGGAGAGAGGAGAGGGCGUAUAUAUGAAAUUAAAAAUGAAAUUUUUAAUGAUGAUGGCGAUUA
Pfe-1-3 U.......CCUAU.GAUUGCCAAGUUGCC...GAUU.........CAAUGAAGAAUUGUAAUUAGCACAGUGCAUUAUAGGUAGGUGCUAUUUUUUAUAUAGUUUUCUAAAUUAAUGACUAGAUUAGUAACUUAUAGUUAAUAAAGCAGGAAUUUUAGAUUAAUUACUAAUGCAGAGGUA
Ful-1-1 ..............GGCAGCC.AGUUGCAA..U....UAU.....UUUUAAAGAGAUCGCCUGUCCUUUCACUUUAAUAAUAGUUGCUUUUUUAUUAUAUAAGUUAUUGUUAUUAUAAAAUAUUUUAUAUUCUGGGAGGGAUAGAUAUGAAAAAAUUAUUAUUAUUAGCUAGUAUCUUAA
Ipo-1-1 ..............GGUAGCC.AGUUGCC...GAAAG........UGUAUUACACUUUUGUAUUCCUGUGCUCAAUUUUAAUUAUGCCCUUCUAAGUGAAGGGUAUUUUUUUUUAUAAAUUUGUAAAAAGGAUUUUAUAUAAUGCACAUUAAGUCAAAGAAAGCUUUUAUAAUAGUCAUA
Ipo-1-2 ..............GGCAGCC.AGUUACC...AAAGA........AGAAAAUUCUUUGUCCACUAUUUAGAGUAUGGGUUUCUUGCCAUAUUUUUUUUAUUUUUUGUGAAGAAUUAUAAUUUAAAAAAAUAUUGAUAACAGGAUUUGAAGUAGGUAGAGAGAUGAAUAUAAUAAGAAAAG
Dac-1-1 GACGGGCGGGCAU.GACAGCGGGGUUGCCA..G.....GU.....GCCGUCAUUCCUGCCGGUC.CCUGCAUGCGACUUCGCCAAGGGCCGUGCAUGGCCACACUUGACGGAGAUCAGCAUGGCACCCUGCCGCACGAUUCGCUUGAACCUUUUCCUCGCACCACCGCGCUGGUGGGCCA
Rfe-1-1 ........CGAAGUGGUAGCGGGGUUGCC...CAAAACG......GGUCCAGUCCAACUGG....CGCCCUCUAACUUCGCCGACCUGGCGAAGUCGGCAACCAUUGCCGCAUACGCUUUGGUCCGAAGCCCUGCCCCCCUUCUUUCUGCCUGAUGCGCCCUUGACUGUGAGCCGUCGAA
Sli-1-1 AGC.....CCUAU.GACAGCGGGAUUGC.................CGGUAGCCACCGCCCUUGGAGUGGUUCCCGUUAGUACCUUAGCUCAGUCCAGCCGAAAACCUUGUGUCUCUCCUGUCCGAUAGAGCGAGCGGAUACAGGAGGGUUUCAUGCAAGCAAAUUUCAAGAGUCGCGACG

........>>....>>>..>>>>>>>..>...>....>>>>>>>>.......................................................................................................................................
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alignment positions 354 · · · 533

Ami-1-1 GUGGUGGCACGACCACGAUGACCGUGGAAGGCGCGGUGCUCAACUCGGCUGCCCUGGUUUACGACGCCACGGACGGCAACAAGGUCGUCGGCGCCACCCUCAACGUCGCCGGCAGCAACGGCACGACGCUGAACACCACCACGUCGGUGAUCACCGGAACGCUGAAGGGCACGAACAACA
Esp-1-1 CGAGCCAAACAAACACUCGCAAUGGCUUUGACGCUGGUCAUGGUUGUGUCGUUGAACGUUCCCGUGGUGGCCUUUGGUGAGGAGACGAUUUCGGGUCCCUCUGAAACGCAAGCCACGGAAGAUAUUUCCACAUUCGGUAACAGCCCAGCGCGAACUUGGCAAGAAGUGGUGACGGAACAA
Oul-1-1 CCACUCUCGUCGAUGAAUGGAAUUGUCCGUAGAGUCAGGAGAAAGGAAGUGGGAAUGUUACUGAAGAGGUUGCGCUACCUUCUAGCGGUCGCCCUUGCCGUAGGGAUAGUGGUCGGGGGGGGGUCAUGCCUUCGCCGAUAGCGGCGUACCCGUGAACGUCAACAUCACGAAGUUCCAGAU
Csp-1-1 UAGACUAAGAAAAUAUAGCAGGCAUCAAAAAUGAGACUUUAGCCAUUUUUGAUGCCUAAUGGUUUAUAGUUUUUAUGCUUUAUAUUUCUCUGUUGAAGGGAGAGUUAAUUAUGGGUGUAAUGAAUAAUGGCGCGGGUUCGCUCAAGAUCUACUGCCGUCUGGCUGUCCUAAUGGCCGAGA
Csp-2-1 AAUGCUUUUACUUUUUUAUUUAAAAAAUAAGAAAAAAUCUUAGUCAAAGAGAGAAGGAAAAUAUAUGAAAUGUCAAAUGAGUCAACGAUGUGGGAGUUGUCAAUAUCUAGAUAUGGAUUAUUCCCAACAACUCAUCAAAAAACAAAAAUAUUGUCAGAAAUUAUUUCAAAAAUUUCCUGU
Pfe-1-1 UUAAAGCUAUUAAUAAAGAACAGCUAGUUAUUAAUGAUAUUCCAGAUGUAAAGAAAACUUGAUGCUAUAGGGAUUUUCGUUUUCUUUGCAUUGUAGCCAUACCCAUUCGCCGGGCGGGGCAAUAGCAAAGAAGUAUAGGGAUUUAGGGGUGUAAGAGAUGCUUUCUACCUUACCUAGUGA
Pfe-1-2 CGAGUCUGGUCUUAUUAGUAGCUACGACGAUGGGGUAUUUUUAUGCGAAAAGUCAGGUAGAGGAAAAUAUUAAGAAUGAAAUGUUCUCAGUUGCCAAUACCUAUUCAACUCAAUUAGACGGCUGGUUAUUGGCGAAGGCGCAAACCGCAGUGACAACAAGUGAGAAUAUUCGAGUUGUGU
Pfe-1-3 AAAUGCUCUUGGCGAAGUGGGAAAAGUGCUAUAAAUAAGGUUAAGAAUUUGACUAACUGCUUCGAUGAAUGAUAAGAGGAUAUUAAAUGAUAAAUAAGGAGCGCUAUUCAUGAAAAAAAGUGUUGAAAUUAUUGGAUUGCCAGUUAUUAGCAUCGUUGAAGGUACAGAGCUUGGAACAGU
Ful-1-1 CAGUGUCAGGAGUUGCUGUAGCAGCUGAAGAUGGAAAAUCAGCUUCAGAUGACUUAAAAGUUAAAGCUCAAAUUAUUAAGCCAUUAAAAAUCACUACUAAAGAAGUAGAUUUUGGAGUAGUAGCAAUUGGACAAAGUGCUUCUGCUUCUGAUGGAGAAAUCUCUAUUUCUGGAGAAGCGG
Ipo-1-1 AAUUAUGUAUUUUGGGGACUUGUAUGGAUACUAGUUUUAGACAAUUUGAUCUAUACAACUGUUGAAAACUCUCAUACAUCCUAUAUUCUAUCUACCCAAAAAAGGAUAUCCAGAGGGGUUGAAGGAAAAUGAAAUCCCACUAUUGUCCCAAAUAAUAGCUGUGGCGGAUUCCUAGCAUGA
Ipo-1-2 CCUUCGUUUCAUUAUAUGUAAAAAUUGCAUUAGGAAUAUUAGUGGCAGUAACUUCUGCAAUUUUUUUGGUUUCAUAUCUUCAUAAUGAUUUUAUUUUUAAUUACAUAGAUACCACUACUGAAAAUCAAAUUUGUUCUAUUUUAGACAGUGCAAAUAUCUCAAGUUCAAUCUUUAUUCAAA
Dac-1-1 UCACGGCGCUGUGCGCAGCAGCCCUUUCAGCCUGCGGAGGGGGAAGCGAUACGGCAGCCCCCUCCCAAGCGGUGGCCGGCCCGCUGGCCUCCGGCACGACGACCCUCGAGAACCUCGUGGUGCUGGACGACACCGUAGGCUCGGCCGUAGCGCAGCCGCAGUUCCACAUUGCCCCGGUAU
Rfe-1-1 CCCGUGACCGUCAUCUCUGUGUCGCGGGCUUUUGCAGAAAUAUUUUAUGCUUCAUACGAAGGGCACGUUUUGCAACUCAAGGACAUGCGAAUAACACUUGAAUUAUCAAGAGUCGUGCCGAUAACACGCCCAUCGCACCAACAAAAAAAUCACCCAGGGUGCAAGUGCUGCACCCAGUGA
Sli-1-1 UCUGGCUUCUGGUCAUCGUUUCGCUGAUGGCGUUCGGCGCCAACCUUCCCGAAAGCGUGUUUGGGAACGUGAUCGAUCGCAACCUGUUGCUGGCCGCACUGGCGGUGACGAUCUUCAUUGCCCUGUUCCGCUACCUCAGGCUGAUGCUGUUCCUCACGGUCUCGGUAUUGGCCAUCGGCG

....................................................................................................................................................................................

....................................................................................................................................................................................qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qaRR qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qaR qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qaR qa qa qaY qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qaY qaR qa qa qa qa qa qa qa qa qa qa qa qa qa qaR qa qa qa qa qa qa qa qaR qa qaR qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qaR qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qaR qaR qa
alignment positions 534 · · · 538

Ami-1-1 GCGGC
Esp-1-1 CCCGA
Oul-1-1 UCUGA
Csp-1-1 AAGAC
Csp-2-1 UCAAG
Pfe-1-1 GGAGA
Pfe-1-2 UAGGU
Pfe-1-3 UAAAA
Ful-1-1 GAUCA
Ipo-1-1 CAUCA
Ipo-1-2 ACGGA
Dac-1-1 UUGUG
Rfe-1-1 ACCAA

.....

.....qa qa qaR qa
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Sli-1-1 CGAAC
.....
.....qa qa qaR qa

18 OtherG20G

18.1 Taxa

The taxonomy of each organism containing a putative OtherG20G is listed,
with abbreviations identifying each hit (e.g., “Eco-1-1” and “Eco-1-2” might hy-

pothetically represent two distinct RNAs in E. coli). The abbreviations will be
used to identify each individual OtherG20G in Sections 18.2 and 18.4.

abbrev. of hits taxonomy of species
[gi-1-1 to [gi-1-2 Bacteria Actinobacteria Actinobacteridae Actinomycetales Micrococcineae Cellulomonadaceae Cellulomonas [Cellvibrio] gilvus ATCC 13127
Cfi-1-1 to Cfi-1-3 Bacteria Actinobacteria Actinobacteridae Actinomycetales Micrococcineae Cellulomonadaceae Cellulomonas fimi ATCC 484
Cfl-1-1 to Cfl-1-2 Bacteria Actinobacteria Actinobacteridae Actinomycetales Micrococcineae Cellulomonadaceae Cellulomonas flavigena DSM 20109
Ami-1-1 Bacteria Actinobacteria Actinobacteridae Actinomycetales Micromonosporineae Micromonosporaceae Actinoplanes missouriensis 431
Asp-1-1 to Asp-1-2 Bacteria Actinobacteria Actinobacteridae Actinomycetales Micromonosporineae Micromonosporaceae Actinoplanes sp. SE50/110
Cba-1-1 Bacteria Actinobacteria Coriobacteridae Coriobacteriales Coriobacterineae Coriobacteriaceae bacterium JC110
Esp-1-1 to Esp-1-3 Bacteria Actinobacteria Coriobacteridae Coriobacteriales Coriobacterineae Coriobacteriaceae Eggerthella sp. YY7918
Osp-1-1 Bacteria Actinobacteria Coriobacteridae Coriobacteriales Coriobacterineae Coriobacteriaceae Olsenella sp. oral taxon 809 str. F0356
Oul-1-1 Bacteria Actinobacteria Coriobacteridae Coriobacteriales Coriobacterineae Coriobacteriaceae Olsenella uli DSM 7084
Sex-1-1 to Sex-1-2 Bacteria Actinobacteria Coriobacteridae Coriobacteriales Coriobacterineae Coriobacteriaceae Slackia exigua ATCC 700122
Cwo-1-1 Bacteria Actinobacteria Rubrobacteridae Solirubrobacterales Conexibacteraceae Conexibacter woesei DSM 14684
Psp-1-1 Bacteria Actinobacteria Rubrobacteridae Solirubrobacterales Patulibacteraceae Patulibacter sp. I11
CMe-1-1 Bacteria candidate division NC10 Candidatus Methylomirabilis oxyfera
Nho-1-1 to Nho-1-3 Bacteria Chloroflexi Sphaerobacteridae Sphaerobacterales Sphaerobacterineae Sphaerobacteraceae Nitrolancetus hollandicus Lb
Sth-1-1 Bacteria Chloroflexi Sphaerobacteridae Sphaerobacterales Sphaerobacterineae Sphaerobacteraceae Sphaerobacter thermophilus DSM 20745
Ama-1-1 to Ama-1-2 Bacteria Cyanobacteria Acaryochloris marina MBIC11017
Asp-2-1 to Asp-2-3 Bacteria Cyanobacteria Chroococcales Acaryochloris sp. CCMEE 5410
Csp-1-1 to Csp-1-11 Bacteria Cyanobacteria Chroococcales Cyanothece sp. PCC 7425
Dde-1-1 to Dde-1-3 Bacteria Deinococcus-Thermus Deinococci Deinococcales Deinococcaceae Deinococcus deserti VCD115
Dgo-1-1 Bacteria Deinococcus-Thermus Deinococci Deinococcales Deinococcaceae Deinococcus gobiensis I-0
Dma-1-1 Bacteria Deinococcus-Thermus Deinococci Deinococcales Deinococcaceae Deinococcus maricopensis DSM 21211
Dpr-1-1 Bacteria Deinococcus-Thermus Deinococci Deinococcales Deinococcaceae Deinococcus proteolyticus MRP
Tca-1-1 to Tca-1-3 Bacteria Firmicutes Clostridia Clostridiales Veillonellaceae Thermosinus carboxydivorans Nor1
Cra-1-1 Bacteria Firmicutes Erysipelotrichi Erysipelotrichales Erysipelotrichaceae Clostridium ramosum DSM 1402
Csp-2-1 Bacteria Firmicutes Erysipelotrichi Erysipelotrichales Erysipelotrichaceae Coprobacillus sp. 29 1
Csp-3-1 Bacteria Firmicutes Erysipelotrichi Erysipelotrichales Erysipelotrichaceae Coprobacillus sp. 3 3 56FAA
Csp-4-1 Bacteria Firmicutes Erysipelotrichi Erysipelotrichales Erysipelotrichaceae Coprobacillus sp. 8 2 54BFAA
Tsp-1-1 to Tsp-1-2 Bacteria Firmicutes Erysipelotrichi Erysipelotrichales Erysipelotrichaceae Turicibacter sp. HGF1
Tsp-2-1 Bacteria Firmicutes Erysipelotrichi Erysipelotrichales Erysipelotrichaceae Turicibacter sp. PC909
Afe-1-1 Bacteria Firmicutes Negativicutes Selenomonadales Acidaminococcaceae Acidaminococcus fermentans DSM 20731
Alo-1-1 Bacteria Firmicutes Negativicutes Selenomonadales Veillonellaceae Acetonema longum DSM 6540
Dsu-1-1 Bacteria Firmicutes Negativicutes Selenomonadales Veillonellaceae Dialister succinatiphilus YIT 11850
Mel-1-1 Bacteria Firmicutes Negativicutes Selenomonadales Veillonellaceae Megasphaera elsdenii DSM 20460
Pfe-1-1 to Pfe-1-7 Bacteria Firmicutes Negativicutes Selenomonadales Veillonellaceae Pelosinus fermentans DSM 17108
Fsp-1-1 to Fsp-1-3 Bacteria Fusobacteria Fusobacteriales Fusobacteriaceae Fusobacterium sp. 12 1B
Ful-1-1 to Ful-1-2 Bacteria Fusobacteria Fusobacteriales Fusobacteriaceae Fusobacterium ulcerans ATCC 49185
Fva-1-1 to Fva-1-3 Bacteria Fusobacteria Fusobacteriales Fusobacteriaceae Fusobacterium varium ATCC 27725
Ipo-1-1 to Ipo-1-4 Bacteria Fusobacteria Fusobacteriales Fusobacteriaceae Ilyobacter polytropus DSM 2926
Hco-1-1 to Hco-1-2 Bacteria Haloplasmatales Haloplasmataceae Haloplasma contractile SSD-17B
Bma-1-1 Bacteria Planctomycetes Planctomycetacia Planctomycetales Planctomycetaceae Blastopirellula marina DSM 3645
Gob-1-1 Bacteria Planctomycetes Planctomycetacia Planctomycetales Planctomycetaceae Gemmata obscuriglobus UQM 2246
Pst-1-1 Bacteria Planctomycetes Planctomycetacia Planctomycetales Planctomycetaceae Pirellula staleyi DSM 6068
Rba-1-1 Bacteria Planctomycetes Planctomycetacia Planctomycetales Planctomycetaceae Rhodopirellula baltica SH 1
pKS-1-1 to pKS-1-22 Bacteria Planctomycetes Planctomycetia Planctomycetales Planctomycetaceae planctomycete KSU-1
Sch-1-1 Bacteria Proteobacteria Alphaproteobacteria Sphingomonadales Sphingomonadaceae Sphingobium chlorophenolicum L-1
Sin-1-1 Bacteria Proteobacteria Alphaproteobacteria Sphingomonadales Sphingomonadaceae Sphingobium indicum B90A
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Ssp-1-1 Bacteria Proteobacteria Alphaproteobacteria Sphingomonadales Sphingomonadaceae Sphingobium sp. SYK-6
Ssp-2-1 Bacteria Proteobacteria Alphaproteobacteria Sphingomonadales Sphingomonadaceae Sphingomonas sp. KC8
Bph-1-1 Bacteria Proteobacteria Betaproteobacteria Burkholderiales Burkholderiaceae Burkholderia phytofirmans PsJN
Bsp-1-1 Bacteria Proteobacteria Betaproteobacteria Burkholderiales Burkholderiaceae Burkholderia sp. Ch1-1
Rpi-1-1 Bacteria Proteobacteria Betaproteobacteria Burkholderiales Burkholderiaceae Ralstonia pickettii 12D
Rpi-2-1 Bacteria Proteobacteria Betaproteobacteria Burkholderiales Burkholderiaceae Ralstonia pickettii 12J
Rsp-1-1 Bacteria Proteobacteria Betaproteobacteria Burkholderiales Burkholderiaceae Ralstonia sp. 5 2 56FAA
Rsp-2-1 Bacteria Proteobacteria Betaproteobacteria Burkholderiales Burkholderiaceae Ralstonia sp. 5 7 47FAA
Bba-1-1 Bacteria Proteobacteria Betaproteobacteria Burkholderiales bacterium JOSHI 001
Asp-3-1 to Asp-3-2 Bacteria Proteobacteria Betaproteobacteria Burkholderiales Comamonadaceae Acidovorax sp. CF316
Hgr-1-1 to Hgr-1-3 Bacteria Proteobacteria Betaproteobacteria Burkholderiales Comamonadaceae Hylemonella gracilis ATCC 19624
Lch-1-1 Bacteria Proteobacteria Betaproteobacteria Burkholderiales Leptothrix cholodnii SP-6
Jsp-1-1 Bacteria Proteobacteria Betaproteobacteria Burkholderiales Oxalobacteraceae Janthinobacterium sp. PAMC 25724
Oba-1-1 Bacteria Proteobacteria Betaproteobacteria Burkholderiales Oxalobacteraceae bacterium IMCC9480
Rbe-1-1 Bacteria Proteobacteria Betaproteobacteria Burkholderiales Rubrivivax benzoatilyticus JA2
Rge-1-1 to Rge-1-2 Bacteria Proteobacteria Betaproteobacteria Burkholderiales Rubrivivax gelatinosus IL144
Sli-1-1 to Sli-1-3 Bacteria Proteobacteria Betaproteobacteria Gallionellales Gallionellaceae Sideroxydans lithotrophicus ES-1
Sde-1-1 to Sde-1-2 Bacteria Proteobacteria Betaproteobacteria Hydrogenophilales Hydrogenophilaceae Sulfuricella denitrificans skB26
Tde-1-1 Bacteria Proteobacteria Betaproteobacteria Hydrogenophilales Hydrogenophilaceae Thiobacillus denitrificans ATCC 25259
Mfl-1-1 Bacteria Proteobacteria Betaproteobacteria Methylophilales Methylophilaceae Methylobacillus flagellatus KT
Msp-1-1 Bacteria Proteobacteria Betaproteobacteria Methylophilales Methylophilaceae Methylotenera sp. 301
Msp-2-1 to Msp-2-2 Bacteria Proteobacteria Betaproteobacteria Methylophilales Methylophilaceae Methylovorus sp. MP688
Msp-3-1 to Msp-3-2 Bacteria Proteobacteria Betaproteobacteria Methylophilales Methylophilaceae Methylovorus sp. SIP3-4
Neu-1-1 Bacteria Proteobacteria Betaproteobacteria Nitrosomonadales Nitrosomonadaceae Nitrosomonas europaea ATCC 19718
Neu-2-1 Bacteria Proteobacteria Betaproteobacteria Nitrosomonadales Nitrosomonadaceae Nitrosomonas eutropha C91
Nsp-1-1 to Nsp-1-3 Bacteria Proteobacteria Betaproteobacteria Nitrosomonadales Nitrosomonadaceae Nitrosomonas sp. AL212
Nsp-2-1 to Nsp-2-2 Bacteria Proteobacteria Betaproteobacteria Nitrosomonadales Nitrosomonadaceae Nitrosomonas sp. Is79A3
Nmu-1-1 to Nmu-1-3 Bacteria Proteobacteria Betaproteobacteria Nitrosomonadales Nitrosomonadaceae Nitrosospira multiformis ATCC 25196
Aar-1-1 Bacteria Proteobacteria Betaproteobacteria Rhodocyclales Rhodocyclaceae Aromatoleum aromaticum EbN1
Dsu-2-1 Bacteria Proteobacteria Betaproteobacteria Rhodocyclales Rhodocyclaceae Azospira Dechlorosoma suillum PS
Mun-1-1 to Mun-1-2 Bacteria Proteobacteria Betaproteobacteria Rhodocyclales Rhodocyclaceae Methyloversatilis universalis FAM5
Cba-2-1 Bacteria Proteobacteria Epsilonproteobacteria Campylobacterales bacterium GD 1
Sku-1-1 Bacteria Proteobacteria Epsilonproteobacteria Campylobacterales Helicobacteraceae Sulfuricurvum kujiense DSM 16994
Sau-1-1 Bacteria Proteobacteria Epsilonproteobacteria Campylobacterales Helicobacteraceae Sulfurimonas autotrophica DSM 16294
Sgo-1-1 Bacteria Proteobacteria Epsilonproteobacteria Campylobacterales Helicobacteraceae Sulfurimonas gotlandica GD1
Nsa-1-1 to Nsa-1-2 Bacteria Proteobacteria Epsilonproteobacteria Campylobacterales Nitratifractor salsuginis DSM 16511
Ssp-3-1 to Ssp-3-18 Bacteria Proteobacteria Epsilonproteobacteria Sulfurovum sp. AR
Ssp-4-1 to Ssp-4-5 Bacteria Proteobacteria Epsilonproteobacteria Sulfurovum sp. NBC37-1
Ssp-5-1 to Ssp-5-4 Bacteria Synergistetes Synergistia Synergistales Synergistaceae Synergistes sp. 3 1 syn1
Tli-1-1 to Tli-1-2 Bacteria Synergistetes Synergistia Synergistales Synergistaceae Thermovirga lienii DSM 17291
Ala-1-1 to Ala-1-3 Bacteria Tenericutes Mollicutes Acholeplasmatales Acholeplasmataceae Acholeplasma laidlawii PG-8A
Mba-1-1 Bacteria Tenericutes Mollicutes bacterium D7
env-1 to env-11 environmental samples

18.2 Gene contexts

Each OtherG20G (indicated by “RNA→”) is listed. For each hit, the genes
located within 6 Kb of the hit are given, except that genes are not listed for
eukaryotes, because these organisms were not used in the statistics of genetic el-
ements associated with c-di-GMP riboswitches.. Some environmental sequences
and some RefSeq entries lack gene annotations, and so no genes are available for
such sequences. The direction of each gene is indicated with an arrow (→), and
each conserved domain in the gene is colored. Conserved domains associated with
more than one OtherG20G are assigned a color; other domains are gray. Informa-

tion about these conserved domains is given in Section 18.3. The accession number
of the sequence containing each OtherG20G is given. Accessions beginning with
“NC ”, “NS ”, “NW ” or “NZ ” are contained in RefSeq. Other accession refer
to environmental samples, whose sources are cited in Methods. Nucleotide coordi-
nates are given for the 5′ and 3′ boundaries of each OtherG20G. If the 5′ coordinate
is greater than the 3′ coordinate, the RNA is present on the reverse-complement
strand of the containing genomic DNA sequence. Each hit is denoted by an ab-
breviation (like “Eco-1-1”) that refers to a taxonomy given in Section 18.1.

abbrev. Seq. accession 5′ at 3′ at genes
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Bacteria

Ama-1-1 NC 009925.1 - 1721616 1721492 ←TrpRS core (cd00806) RNA→ hypo→
Ama-1-2 NC 009925.1 - 4797710 4797591 hypo→ RNA→ ←EPS sugtrans (TIGR03025)
Rba-1-1 NC 005027.1 + 2657889 2658031 ←signal peptide RNA→ ←signal peptide

Bma-1-1 NZ AANZ01000050.1 - 14186 14075 MFS (cd06174)→ RNA→ Flp (COG3847)→ hypo→ CpaA (COG4960)→
Pst-1-1 NC 013720.1 + 2667841 2667984 ←hypo RNA→ Flp Fap (pfam04964)→
CMe-1-1 NC 013260.1 - 196287 196173 COG1569 (COG1569)→ RNA→ CARDB (pfam07705)→
Asp-1-1 NC 017803.1 - 805990 805883 Ribonuclease (pfam00545)→ RNA→ hypo→ Peptidase S24 S26 (cd06462)→
Cfi-1-1 NC 015514.1 + 2316124 2316230 hypo→ RNA→ ManB (COG4124)→
[gi-1-1 NC 015671.1 + 1473908 1474022 ←hypo RNA→ HTH MerR-trunc (cd04762)→
Cfl-1-1 NC 014151.1 - 2407319 2407208 DUF1206 (pfam06724)→ RNA→ HTH MerR-trunc (cd04762)→
[gi-1-2 NC 015671.1 - 3443567 3443460 WcaG (COG0451)→ RNA→ hypo→
Cfi-1-2 NC 015514.1 + 243851 243959 AraC E bind (smart00871)→ RNA→ hypo→
Cfl-1-2 NC 014151.1 - 3848846 3848736 CsbD family protein→ RNA→ hypo→
Cfi-1-3 NC 015514.1 - 2514450 2514338 hypo→ RNA→ HTH MerR-trunc (cd04762)→
Asp-1-2 NC 017803.1 - 7565532 7565421 ←alkPPc (cd00016) RNA→ Calx beta (smart00237)Calx-beta (pfam03160)→
Ami-1-1 NC 017093.1 - 7146176 7146063 REC (cd00156)LuxR C like (cd06170)→ RNA→ caca (TIGR00845)→
Gob-1-1 NZ ABGO01000202.1 - 379 252 DUF1375 (pfam07119)→ RNA→

Bacteria Actinobacteria Coriobacteridae
Esp-1-1 NC 015738.1 + 141105 141220 glycosidase→ RNA→ Flg new (pfam09479)List Bact rpt (TIGR02543)→
Esp-1-2 NC 015738.1 + 493492 493608 ATP-cone (pfam03477)RNR III (cd01675)→ RNA→ Flg new (pfam09479)→
Oul-1-1 NC 014363.1 + 604533 604642 CollagenBindB (cd00222)COG4932 (COG4932)→ RNA→ hypo→
Osp-1-1 NZ ACVE01000008.1 + 68253 68386 ←GGDEF (cd01949) RNA→ Cna B (pfam05738)→
Sex-1-1 NZ ACUX02000016.1 - 4902 4794 ←GGDEF (cd01949) RNA→ ←EchA3 protein
Esp-1-3 NC 015738.1 + 882363 882467 nrfA (PRK11125)→ RNA→ hypo→
Sex-1-2 NZ ACUX02000006.1 - 76581 76478 hypo→ RNA→ CollagenBindB (cd00222)COG4932 (COG4932)→
Cba-1-1 NZ CAEM01000034.1 + 24779 24886 ←leuA bact (TIGR00973) RNA→ HTH CRP (smart00419)→

Bacteria Actinobacteria Rubrobacteridae

Cwo-1-1 NC 013739.1 - 3076202 3076096 Sigma70 r4 (cd06171)→ RNA→ hypo→ Lactamase B (smart00849)→
COG3458 (COG3458)Abhydrolase 1 (pfam00561)→

Psp-1-1 NZ AGUD01000038.1 - 1174 1059 hypo→ RNA→ hypo→

Bacteria Chloroflexi Sphaerobacteridae

Sth-1-1 NC 013524.1 - 1166963 1166853 ←CapC (COG4464) RNA→ hypo→
Nho-1-1 NZ CAGS01000259.1 - 26574 26466 ←LysM (cd00118) RNA→ NosD (COG3420)→
Nho-1-2 NZ CAGS01000073.1 + 179 290 RNA→ Glyco hydro cc (pfam11790)→
Nho-1-3 NZ CAGS01000072.1 + 2390 2501 ←hypo RNA→ Glyco hydro cc (pfam11790)→

Bacteria Cyanobacteria Chroococcales
Csp-1-1 NC 011884.1 + 5088361 5088486 ←hypo RNA→ hypo→
Csp-1-2 NC 011884.1 + 2022498 2022622 UbiA (pfam01040)→ RNA→ hypo→
Csp-1-3 NC 011885.1 + 31139 31258 hypo→ RNA→ hypo→
Csp-1-4 NC 011884.1 - 107079 106960 hypo→ RNA→ HTH XRE (cd00093)→
Csp-1-5 NC 011884.1 + 2365482 2365607 ←hypo RNA→ DUF1816 (pfam08846)→
Csp-1-6 NC 011884.1 + 1772819 1772943 CobM (COG2875)→ RNA→ Peptidase M23 (pfam01551)→
Csp-1-7 NC 011884.1 - 2556971 2556846 hypo→ RNA→ ←COG2133 (COG2133)

Csp-1-8 NC 011885.1 - 134268 134149 hypo→ RNA→ ←hypo

Csp-1-9 NC 011880.1 - 189904 189785 hypo→ RNA→ HTH XRE (cd00093)→
Csp-1-10 NC 011880.1 - 191923 191805 ←hypo RNA→ hypo→
Asp-2-1 NZ AFEJ01000341.1 - 4170 4045 hypo→ RNA→ ←COG2887 (COG2887)
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Asp-2-2 NZ AFEJ01000328.1 + 21433 21557 ←TrpRS core (cd00806) RNA→ hypo→
Asp-2-3 NZ AFEJ01000324.1 - 22071 21952 (big gap) FliA (COG1191)→ RNA→ ←EPS sugtrans (TIGR03025)

Csp-1-11 NC 011884.1 + 3682876 3683001 ←hypo RNA→ ←HATPase c (cd00075)MutL (COG0323)MutL Trans (cd00782)

Bacteria Deinococcus-Thermus Deinococci

Dpr-1-1 NC 015170.1 - 70088 69949 hypo→ RNA→ COG3934 (COG3934)→
Dgo-1-1 NC 017790.1 + 2908145 2908254 ←hypo RNA→ (big gap) hypo→ carbohydrate-binding CenC domain-containing protein→
Dde-1-1 NC 012527.1 - 240217 240106 (big gap) IclR (COG1414)→ RNA→ hypo→
Dma-1-1 NC 014958.1 - 420729 420622 Polysacc deac 1 (pfam01522)→ RNA→ Glyco hydrolase 16 (cd00413)→
Dde-1-2 NC 012527.1 - 26831 26723 ←hypo RNA→ Glyco hydrolase 16 (cd00413)→
Dde-1-3 NC 012527.1 - 217027 216927 ←REC (cd00156) RNA→ Glyco hydrolase 16 (cd00413)→

Bacteria Firmicutes Clostridia

Tca-1-1 NZ AAWL01000017.1 - 11343 11230 YchF (cd01900)TGS YchF C (cd04867)→ RNA→ hypo→ HDc (cd00077)→
HATPase c (cd00075)PAS (cd00130)HisKA (cd00082)→ HDc (cd00077)REC (cd00156)→

Tca-1-2 NZ AAWL01000008.1 + 69983 70101 ←hypo RNA→ ←hypo
Tca-1-3 NZ AAWL01000002.1 + 59924 60049 REC (cd00156)HTH ARAC (smart00342)→ RNA→ hypo→ MA (smart00283)→

HATPase c (cd00075)HPT (cd00088)CheA reg (cd00731)→ CheW (cd00732)→ COG1406 (COG1406)→
REC (cd00156)→

Bacteria Firmicutes Erysipelotrichi
Tsp-2-1 NZ ADMN01000030.1 - 91553 91438 ←hypo RNA→ (big gap) hypo→
Tsp-1-1 NZ AEXQ01000012.1 - 51739 51624 ←conserved domain protein RNA→ (big gap) hypo→
Tsp-1-2 NZ AEXQ01000078.1 - 7198 7083 ←hypo RNA→ F5 F8 type C (pfam00754)NPCBM (pfam08305)→
Csp-2-1 NZ ADKX01000033.1 + 77611 77719 beta clamp (cd00140)→ RNA→ GGDEF (cd01949)→ FolA (COG0262)→ REC (cd00156)trans reg C (cd00383)→

HATPase c (cd00075)→ ABC MJ0796 Lo1CDE FtsE (cd03255)→ FtsX (pfam02687)→
Csp-3-1 NZ ACWL01000015.1 + 847 962 TktA (COG0021)→ RNA→ FN3 (cd00063)→ hypo→
Cra-1-1 NZ ABFX02000002.1 - 244998 244883 fsa talC mipB (TIGR00875)→ RNA→ FN3 (cd00063)→ hypo→
Csp-4-1 NZ ACTG01000004.1 - 157858 157743 TktA (COG0021)→ RNA→ FN3 (cd00063)→ hypo→

Bacteria Firmicutes Negativicutes

Dsu-1-1 NZ ADLT01000058.1 + 29229 29337 AnsP (COG1113)→ RNA→ GGDEF (cd01949)→
Mel-1-1 NC 015873.1 - 199832 199727 GH18 trifunctional (cd06549)→ RNA→ GGDEF (cd01949)→
Afe-1-1 NC 013740.1 + 1537989 1538099 HAMP (cd06225)GGDEF (cd01949)Cache 1 (pfam02743)→ RNA→

HAMP (cd06225)GGDEF (cd01949)Cache 1 (pfam02743)→
Alo-1-1 NZ AFGF01000098.1 + 31366 31481 ←hypo RNA→ hypo→ S-layer domain protein→ NDP-sugDHase (TIGR03026)→

spore ybaN pdaB (TIGR02764)→ spore ybaN pdaB (TIGR02764)→
Pfe-1-1 NZ AKVN01000044.1 - 339963 339846 ←TroR (COG1321) RNA→ HDc (cd00077)→
Pfe-1-2 NZ AKVN01000008.1 + 3330 3444 YibE F (pfam07907)→ RNA→ MA (smart00283)HAMP (pfam00672)→
Pfe-1-3 NZ AKVN01000044.1 + 415858 415976 catalase (cd00328)→ RNA→ MA (smart00283)HAMP (pfam00672)→
Pfe-1-4 NZ AKVN01000009.1 + 221852 221967 ←peptidase A24A prepilin type IV RNA→ pilus cpaB (TIGR03177)→ CpaC (COG4964)→ ParA (cd02042)→

REC (cd00156)CpaE like (cd03111)→ TadB (COG4965)→ hypo→ TadE (pfam07811)→
VirB11-like ATPase (cd01130)→ TadB (COG4965)→ DUF192 (pfam02643)→

Pfe-1-5 NZ AKVN01000004.1 + 60108 60218 PLPDE IV (cd00449)→ RNA→ EAL (cd01948)NarQ (COG3850)GGDEF (cd01949)→
Pfe-1-6 NZ AKVN01000063.1 + 236699 236812 hypo→ RNA→ HAMP (cd06225)MA (smart00283)Cache 1 (pfam02743)→
Pfe-1-7 NZ AKVN01000044.1 + 55225 55341 COG1600 (COG1600)→ RNA→ ←EAL (cd01948)GGDEF (cd01949)

Bacteria Fusobacteria Fusobacteriales

Ipo-1-1 NC 014634.1 + 122876 122996 ←pseudogene RNA→ TPR (cd00189)→
Ipo-1-2 NC 014634.1 - 7224 7121 (big gap) ←HDc (cd00077)HAMP (cd06225) RNA→ hypo→
Ipo-1-3 NC 014634.1 - 47085 46983 (big gap) ←DEXDc (cd00046) RNA→ GGDEF (cd01949)→ pseudogene→
Ipo-1-4 NC 014633.1 - 419287 419189 ←G1P TT short (cd02538) RNA→ TauA (COG0715)→ HDc (cd00077)HAMP (cd06225)→
Fsp-1-1 NZ AGWJ01000011.1 + 419996 420104 ←COG2252 (COG2252) RNA→ hypo→ HDc (cd00077)PBPb (cd00134)→

PBP2 NikA DppA OppA like (cd00995)→ hypo→ hypo→ COG2849 (COG2849)→ FimC (COG3121)→



313

Ful-1-1 NZ ACDH02000036.1 - 22024 21916 ←COG2252 (COG2252) RNA→ hypo→ HDc (cd00077)PBPb (cd00134)→
PBP2 NikA DppA OppA like (cd00995)→ hypo→ hypo→ COG2849 (COG2849)→ FimC (COG3121)→

Fsp-1-2 NZ AGWJ01000011.1 + 431509 431614 FimC (COG3121)→ RNA→ hypo→ hypo→
Fva-1-1 NZ ACIE02000001.1 - 80458 80351 FimC (COG3121)→ RNA→ hypo→ hypo→
Fva-1-2 NZ ACIE02000001.1 - 78749 78645 hypo→ RNA→ hypo→ hypo→
Fva-1-3 NZ ACIE02000001.1 - 90212 90106 ←COG2252 (COG2252) RNA→ hypo→ HDc (cd00077)PBPb (cd00134)PBPb (smart00062)→

PBP2 NikA DppA OppA like (cd00995)→ hypo→ FimD (COG3188)→ COG2849 (COG2849)→
FimC (COG3121)→

Fsp-1-3 NZ AGWJ01000011.1 + 429736 429844 FimC (COG3121)→ RNA→ hypo→ FimC (COG3121)→
Ful-1-2 NZ ACDH02000036.1 - 12269 12161 FimC (COG3121)→ RNA→ hypo→ FimC (COG3121)→

Bacteria Haloplasmatales Haloplasmataceae

Hco-1-1 NZ AFNU01000022.1 + 53486 53593 ←hlyIII (TIGR01065) RNA→ hypo→
Hco-1-2 NZ AFNU01000022.1 + 54215 54325 hypo→ RNA→ hypo→ hypo→ CBM 5 12 (pfam02839)→ S26 SPase I (cd06530)→ hypo→

putative signal peptidase I→

Bacteria Planctomycetes Planctomycetia

pKS-1-1 NZ BAFH01000004.1 + 144271 144402 sdhA frdA Gneg (TIGR01812)→ RNA→ pilus subunit→
pKS-1-2 NZ BAFH01000004.1 + 1187328 1187485 Polysacc deac 1 (pfam01522)→ RNA→ Glyco tranf GTA type (cd00761)→
pKS-1-3 NZ BAFH01000004.1 - 87262 87110 MiaA (COG0324)→ RNA→ PilM (COG4972)PilN (pfam05137)→
pKS-1-4 NZ BAFH01000004.1 - 221861 221709 hypo (cons)→ RNA→ KBL like (cd06454)→
pKS-1-5 NZ BAFH01000003.1 + 1505081 1505240 ←Radical SAM (cd01335) RNA→ SBP bac 10 (pfam07596)→
pKS-1-6 NZ BAFH01000004.1 - 576286 576105 ←hypo RNA→ putative multicopper oxidase→
pKS-1-7 NZ BAFH01000004.1 + 582189 582370 ←hypo RNA→ COG3204 (COG3204)→
pKS-1-8 NZ BAFH01000003.1 - 203952 203771 ←TPR (cd00189)2A73 (TIGR00947) RNA→ ZnMc MMP (cd04278)→ hypo→
pKS-1-9 NZ BAFH01000003.1 + 1486302 1486484 hypo (cons)→ RNA→ ←hypo

pKS-1-10 NZ BAFH01000004.1 - 531404 531220 ←ThiF MoeB HesA family (cd00757) RNA→ hypo→ Peptidases S8 Subtilisin like (cd07473)→
pKS-1-11 NZ BAFH01000004.1 - 1031810 1031630 COG4378 (COG4378)→ RNA→ ←hypo

pKS-1-12 NZ BAFH01000004.1 + 656856 657038 ←Molybdopterin-Binding (cd00368) RNA→ FabG (COG1028)→
pKS-1-13 NZ BAFH01000003.1 - 1025959 1025790 REC (cd00156)→ RNA→ ←hypo

pKS-1-14 NZ BAFH01000003.1 + 411067 411236 hypo→ RNA→ hypo→ SBBP (pfam06739)LamGL (smart00560)→
pKS-1-15 NZ BAFH01000003.1 + 801314 801448 COG5421 (COG5421)→ RNA→ hypo→
pKS-1-16 NZ BAFH01000003.1 - 877381 877241 hypo→ RNA→ hypo→
pKS-1-17 NZ BAFH01000003.1 + 725367 725501 hypo→ RNA→ hypo (cons)→ hypo (cons)→ DUF883 (pfam05957)→ DUF883 (pfam05957)→
pKS-1-18 NZ BAFH01000002.1 - 349104 348922 phoU full (TIGR02135)→ RNA→ COG3666 (COG3666)Transposase 11 (pfam01609)→
pKS-1-19 NZ BAFH01000004.1 + 469763 469883 ←transposase RNA→ REC (cd00156)AdoMet MTases (cd02440)GGDEF (cd01949)→ COG1896 (COG1896)→
pKS-1-20 NZ BAFH01000003.1 - 1470089 1469969 ←Radical SAM (cd01335)PCP red (pfam08369) RNA→ HATPase c (cd00075)PAS (cd00130)HisKA (cd00082)→
pKS-1-21 NZ BAFH01000003.1 - 543058 542940 hypo→ RNA→ hypo→
pKS-1-22 NZ BAFH01000003.1 - 538046 537928 DUF1565 (pfam07602)→ RNA→ hypo→

Bacteria Proteobacteria Alphaproteobacteria
Sin-1-1 NZ AJXQ01000093.1 - 24938 24826 hypo→ RNA→ hypo→ FhaC (COG2831)→
Ssp-1-1 NC 015976.1 + 431477 431583 hypo→ RNA→ COG4625 (COG4625)→
Sch-1-1 NC 015594.1 - 74290 74184 ←TPR (cd00189)Sulfotransfer 1 (pfam00685) RNA→ PL2 Passenger AT (cd01344)→
Ssp-2-1 NZ AFMP01000005.1 - 19744 19638 ←TPR (cd00189)Sulfotransfer 1 (pfam00685) RNA→ PL2 Passenger AT (cd01344)autotrns rpt (TIGR02601)→

Bacteria Proteobacteria Betaproteobacteria
Msp-1-1 NC 014207.1 + 2547122 2547259 PAS (cd00130)EAL (cd01948)FhlA (COG2203)MASE1 (pfam05231)PAS 3 (pfam08447)GGDEF (cd01949)→

RNA→ hypo→
Lch-1-1 NC 010524.1 + 4180392 4180513 HATPase c (cd00075)HAMP (cd06225)HisKA (cd00082)→ RNA→ TolC (COG1538)→ RND mfp (TIGR01730)→
Nsp-1-1 NC 015222.1 - 1184449 1184335 ←PurB (cd01598) RNA→ hypo→
Sli-1-1 NC 013959.1 - 1575875 1575759 hypo→ RNA→ hemeryth dom (TIGR02481)→
Nsp-2-1 NC 015731.1 + 1763082 1763193 Met dep hydrolase A (cd01299)→ RNA→ VPEP (pfam07589)→
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Hgr-1-1 NZ AEGR01000054.1 - 7568 7453 hypo→ RNA→ FhaC (COG2831)→ Haemagg act (pfam05860)→
Oba-1-1 NZ AEPR01000974.1 + 211 328 RNA→
Msp-2-1 NC 014733.1 - 419896 419781 (big gap) ←hypo RNA→ hypo→ EAL (cd01948)→
Msp-3-1 NC 012969.1 - 417533 417418 ←YbaK like (cd04332) RNA→ EAL (cd01948)→
Sli-1-2 NC 013959.1 + 1143949 1144066 hypo→ RNA→ ANK (cd00204)→
Nmu-1-1 NC 007614.1 + 3131005 3131128 SRPBCC (cd07812)→ RNA→ DUF839 (pfam05787)VPEP (pfam07589)→
Mfl-1-1 NC 007947.1 - 503085 502962 ←UPF0060 (pfam02694) RNA→ FhaC (COG2831)→ FhaB (COG3210)Haemagg act (pfam05860)→

transmembrane protein→ hypo→ transmembrane protein→
Msp-3-2 NC 012969.1 + 110999 111116 Anticodon Ia Val (cd07962)ValRS core (cd00817)→ RNA→ hypo→
Msp-2-2 NC 014733.1 + 110938 111055 Anticodon Ia Val (cd07962)ValRS core (cd00817)→ RNA→ hypo→
Neu-1-1 NC 004757.1 + 1707531 1707644 ←ApaG (COG2967) RNA→ Peptidases S8 15 (cd07498)→
Neu-2-1 NC 008344.1 - 861395 861284 ←ApaG (COG2967) RNA→ Peptidases S8 15 (cd07498)→
Hgr-1-2 NZ AEGR01000102.1 - 86240 86109 SspB (COG2969)→ RNA→ HAMP (cd06225)MA (smart00283)→
Tde-1-1 NC 007404.1 + 532889 532999 VPEP (pfam07589)→ RNA→ DUF3607 (pfam12245)Peptidases S8 15 (cd07498)→
Sde-1-1 NZ BAFJ01000008.1 - 105247 105128 S1 RNase E (cd04453)→ RNA→ DUF1631 (pfam07793)→ COG3434 (COG3434)→
Hgr-1-3 NZ AEGR01000064.1 - 1722 1592 FhaC (COG2831)→ RNA→ Haemagg act (pfam05860)→
Asp-3-1 NZ AKJX01000287.1 - 10864 10731 hypo→ RNA→ hypo→ Ras like GTPase (cd00882)→ COG2018 (COG2018)→ hypo→
Nmu-1-2 NC 007614.1 - 2175564 2175442 ←hypo RNA→ Peptidases S8 15 (cd07498)→
Nsp-1-2 NC 015222.1 - 2586186 2586068 hypo→ RNA→ hypo→
Nsp-2-2 NC 015731.1 + 1942485 1942606 (big gap) pseudogene→ RNA→ hypo→
Nsp-1-3 NC 015222.1 - 2587973 2587855 CESA like (cd06423)→ RNA→ hypo→
Bba-1-1 NZ CM001438.1 - 2537644 2537525 hypo→ RNA→ Peptidases S8 S53 (cd00306)→
Mun-1-1 NZ AFHG01000030.1 + 202532 202655 HDOD (pfam08668)→ RNA→ DUF1631 (pfam07793)→
Rge-1-1 NC 017075.1 + 2338463 2338581 FMN red (pfam03358)→ RNA→ CA (cd00031)Peptidases S8 S53 (cd00306)→
Rbe-1-1 NZ AEWG01000067.1 - 15427 15309 FMN red (pfam03358)→ RNA→ CA (cd00031)Peptidases S8 S53 (cd00306)→
Rge-1-2 NC 017075.1 + 2047309 2047436 ←SpoA (pfam01052) RNA→ FliE (pfam02049)→ fliF (COG1766)→ FliG (COG1536)→ FliH (pfam02108)→

RecA-like NTPases (cd01120)→ putative flagellar export protein→ FliD C (pfam07195)→ FliS (COG1516)→
hypo→ Flg hook (pfam02120)→ flagellar basal body-associated protein LafF→ Sigma70 r4 (cd06171)→

Jsp-1-1 NZ AHHB01000036.1 + 87714 87828 recJ (TIGR00644)→ RNA→ Peptidases S53 (cd04056)→
Asp-3-2 NZ AKJX01000151.1 + 2602 2719 COG1942 (COG1942)→ RNA→ HAMP (cd06225)MA (smart00283)→ CheW like (cd00588)→
Aar-1-1 NC 006513.1 + 718854 718974 ←hypo RNA→ Peptidases S8 15 (cd07498)→
Dsu-2-1 NC 016616.1 + 2490527 2490657 COG0727 (COG0727)→ RNA→ HDOD (pfam08668)→
Mun-1-2 NZ AFHG01000053.1 - 92859 92737 ThiC (pfam01964)→ RNA→ ZnMc salivary gland MPs (cd04272)→ ProC (COG0345)→ YGGT (pfam02325)→
Rsp-1-1 NZ ACTT02000009.1 - 7881 7769 ←MdaB (COG2249) RNA→ Spherulin4 (pfam12138)→
Rsp-2-1 NZ ACUF01000011.1 + 80790 80902 ←MdaB (COG2249) RNA→ Spherulin4 (pfam12138)→
Rpi-1-1 NC 012857.1 - 592527 592415 ←hypo RNA→ Spherulin4 (pfam12138)→
Rpi-2-1 NC 010678.1 - 148733 148621 ←hypo RNA→ Spherulin4 (pfam12138)→
Bsp-1-1 NZ JH603161.1 + 4016857 4016969 (big gap) ←CDA1 (COG0726)COG3868 (COG3868) RNA→ Spherulin4 (pfam12138)→
Bph-1-1 NC 010681.1 - 1667946 1667836 ←CDA1 (COG0726)COG3868 (COG3868) RNA→ Spherulin4 (pfam12138)→
Sde-1-2 NZ BAFJ01000008.1 + 425682 425792 COG4222 (COG4222)→ RNA→ hypo→ hypo→
Sli-1-3 NC 013959.1 + 1136900 1137034 hypo→ RNA→ HU IHF (cd00591)→
Nmu-1-3 NC 007614.1 - 2965179 2965066 LuxR C like (cd06170)→ RNA→ hypo→ hypo→ FhaC (COG2831)→

Bacteria Proteobacteria Epsilonproteobacteria
Ssp-3-1 NZ AJLE01000001.1 + 57826 57933 AAK NAGK-C (cd04250)→ RNA→ Trp-synth-beta II (cd00640)→
Ssp-4-1 NC 009663.1 + 1968258 1968370 (big gap) ←ComL (COG4105) RNA→ CUB (cd00041)DUF11 (pfam01345)→ hypo→ hypo→ hypo→ hypo→
Ssp-3-2 NZ AJLE01000004.1 + 21750 21856 ←hypo RNA→ Glyco transf WecG TagA (cd06533)→ COG3919 (COG3919)→ LbH MAT like (cd04647)→

pepcterm polyde (TIGR03006)→ hypo→
Cba-2-1 NZ DS995288.1 + 15472 15594 ←Ung (COG0692) RNA→ MA (smart00283)NIT (pfam08376)→
Sgo-1-1 NZ AFRZ01000001.1 + 447914 448036 ←Ung (COG0692) RNA→ MA (smart00283)NIT (pfam08376)→
Nsa-1-1 NC 014935.1 - 1496888 1496770 ←AAT like (cd00609) RNA→ hypo→ hypo→ hypo→

HATPase c (cd00075)REC (cd00156)HisKA (cd00082)NIT (pfam08376)→
Nsa-1-2 NC 014935.1 + 740492 740623 hypo→ RNA→ COG4935 (COG4935)→ hypo→
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Ssp-3-3 NZ AJLE01000006.1 - 407548 407416 GTP cyclohydro2 (cd00641)→ RNA→ ABCC MRP Like (cd03228)→ hypo→ HprK C (cd01918)→
Asn Synthase B C (cd01991)AsnB (cd00712)→

Ssp-4-2 NC 009663.1 - 1900462 1900353 ←COG2863 (COG2863) RNA→ hypo→ hypo→ hypo→ hypo→
HATPase c (cd00075)REC (cd00156)HisKA (cd00082)NIT (pfam08376)→

Ssp-4-3 NC 009663.1 - 2164696 2164565 hypo→ RNA→ hypo→ hypo→
Ssp-4-4 NC 009663.1 - 2168474 2168345 GTP cyclohydro2 (cd00641)→ RNA→ COG4935 (COG4935)→ hypo→ hypo→
Ssp-3-4 NZ AJLE01000007.1 - 83723 83594 tRNA-Ala→ RNA→ EAL (cd01948)GGDEF (cd01949)→
Sku-1-1 NC 014762.1 - 1608931 1608823 ThiS (cd00565)→ RNA→ HDc (cd00077)PAS (cd00130)→
Ssp-3-5 NZ AJLE01000006.1 + 318404 318510 ←serS (TIGR00414) RNA→ hypo→
Ssp-3-6 NZ AJLE01000006.1 + 257082 257192 ←ComL (COG4105) RNA→ hypo→ hypo→ PulG (COG2165)→ hypo→ hypo→

RaiA (cd00552)hnRNP-R-Q (TIGR01648)→
Ssp-3-7 NZ AJLE01000001.1 + 1835 1946 Argininosuccinate lyase (cd01359)→ RNA→ COG3034 (COG3034)→
Ssp-3-8 NZ AJLE01000006.1 + 167285 167393 ←Pterin binding (cd00423)B12-binding (cd02067) RNA→ PAS (cd00130)→
Ssp-3-9 NZ AJLE01000006.1 + 248062 248168 uvrC (TIGR00194)→ RNA→ PAS (cd00130)→ PRK06347 (PRK06347)→

HATPase c (cd00075)REC (cd00156)HisKA (cd00082)NIT (pfam08376)→ REC (cd00156)→
Ssp-3-10 NZ AJLE01000001.1 + 265014 265124 TauE (pfam01925)→ RNA→ PAS (cd00130)→ hypo→
Ssp-3-11 NZ AJLE01000004.1 + 28436 28548 hypo→ RNA→ FN3 (smart00060)→
Ssp-3-12 NZ AJLE01000001.1 - 140252 140145 ←PhnA Zn Ribbon (smart00782)PhnA (pfam03831) RNA→

HATPase c (cd00075)REC (cd00156)HisKA (cd00082)→
Ssp-4-5 NC 009663.1 - 1220423 1220318 ←UdpNAET (cd01555) RNA→ hypo→ hypo→ uvrD (TIGR01075)UvrD-helicase (pfam00580)→
Ssp-3-13 NZ AJLE01000003.1 - 127874 127767 COG4564 (COG4564)→ RNA→ hypo→
Ssp-3-14 NZ AJLE01000004.1 + 26898 27012 ←GT WecA like (cd06853) RNA→ hypo→
Ssp-3-15 NZ AJLE01000003.1 - 83517 83407 EAL (cd01948)GGDEF (cd01949)sensory box (TIGR00229)→ RNA→ hypo→
Ssp-3-16 NZ AJLE01000006.1 + 400682 400794 ←hypo RNA→ Peptidases S8 Subtilisin subset (cd07477)→
Ssp-3-17 NZ AJLE01000003.1 - 91041 90929 ←hypo RNA→ hypo→
Ssp-3-18 NZ AJLE01000004.1 - 21421 21303 ←Glyco transf WecG TagA (cd06533) RNA→ hypo→
Sau-1-1 NC 014506.1 - 2068875 2068761 DEADc (cd00268)HELICc (cd00079)DbpA (pfam03880)→ RNA→ MA (smart00283)NIT (pfam08376)→

GGDEF (cd01949)NIT (pfam08376)hemeryth dom (TIGR02481)→

Bacteria Synergistetes Synergistia
Ssp-5-1 NZ ACUH01000065.1 + 69406 69523 ←COG3950 (COG3950)sbcc (TIGR00618) RNA→ hypo→
Ssp-5-2 NZ ACUH01000065.1 + 64232 64349 COG0428 (COG0428)→ RNA→ Big 2 (pfam02368)→
Ssp-5-3 NZ ACUH01000065.1 + 72050 72167 hypo→ RNA→ hypo→
Tli-1-1 NC 016148.1 - 134122 134000 ←rve (pfam00665) RNA→ hypo→
Tli-1-2 NC 016148.1 + 1716897 1717017 ←ISOPREN C2 like (cd00688) RNA→ AAT (pfam03417)→
Ssp-5-4 NZ ACUH01000007.1 + 18010 18125 hypo→ RNA→ hypo→

Bacteria Tenericutes Mollicutes

Ala-1-1 NC 010163.1 - 1029418 1029310 S26 SPase I (cd06530)→ RNA→ hypo→ hypo→
Ala-1-2 NC 010163.1 - 1037138 1037033 EAL (cd01948)GGDEF (cd01949)→ RNA→ ←hypo

Ala-1-3 NC 010163.1 - 1183298 1183191 AraC (COG2207)AraC E bind (smart00871)→ RNA→ hypo→

Bacteria

Mba-1-1 NZ EQ999901.1 + 11429 11544 (big gap) PTS IIB chitobiose lichenan (cd05564)→ RNA→ FN3 (cd00063)→ predicted protein→

environmental

env-1 NOM014 scaffold10225 3 + 359 466 metaprodigal→ RNA→ metaprodigal→
env-2 4491479.3 NODE 114 + 29299 29406 FimC (COG3121)→ RNA→ metaprodigal→ metaprodigal→
env-3 DLM015 scaffold7614 2 + 476 583 metaprodigal→ RNA→
env-4 NLM023 scaffold14279 5 - 172 65 metaprodigal→ RNA→
env-5 4491479.3 NODE 114 + 31008 31112 metaprodigal→ RNA→ metaprodigal→ metaprodigal→
env-6 4491479.3 NODE 114 + 19545 19651 ←COG2252 (COG2252) RNA→ metaprodigal→ HDc (cd00077)PBPb (cd00134)PBPb (smart00062)→

PBP2 NikA DppA OppA like (cd00995)→ metaprodigal→ FimD (COG3188)→ COG2849 (COG2849)→
FimC (COG3121)→
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env-7 DLM015 scaffold43249 4 + 237 343 RNA→ metaprodigal→
env-8 UnmappedStool Broad scaffold 1060358 + 291 399 DNA pol3 beta 3 (pfam02768)→ RNA→ metaprodigal→
env-9 MC6.MG1.AS1.C39286 - 140 25 RNA→
env-10 DLF012 scaffold19157 2 - 10666 10551 RNA→ FN3 (cd00063)→ metaprodigal→
env-11 UnmappedStool Broad scaffold 861475 - 135 20 RNA→

18.3 Conserved domains

Conserved domains found in protein-coding genes listed in Section 18.2 are
shown below, with the first sentence in their description from the Conserved Do-
main Database (if any). Conserved domains associated with more than one Oth-
erG20G are assigned a color, while others are shown in gray. The symbols ‘d’ and
‘u’ (if any) to the left of the colored domain name indicate whether the domain oc-
curs upstream or downstream of the RNA motif. Domains marked with lower-case
‘d’ occur (at least once) present downstream of some OtherG20G in the opposite

orientation. Domains marked with capital ‘D’ occur downstream and in the same
orientation (i.e., a potential cis-regulatory arrangement). Domains marked with
a ‘u’ occur upstream of the RNA in either orientation. If the ‘d’/‘u’ symbols are
missing, then the domain is downstream and in the same strand. (This mode is
used for motifs predicted as cis-regulatory. The number in parentheses after the
colored domain name is the number of occurrences in Section 18.2.

cd00016 (1) Alkaline phosphatase homologues; alkaline phosphatases are non-specific phospho-

monoesterases that catalyze the hydrolysis reaction via a phosphoseryl intermediate to produce

inorganic phosphate and the corresponding alcohol, optimally at high pH.
cd00031 (2) Cadherin repeat domain; Cadherins are glycoproteins involved in Ca2+-mediated

cell-cell adhesion; these domains occur as repeats in the extracellular regions which are thought

to mediate cell-cell contact when bound to calcium; plays a role in cell fate, signalling, prolif-

eration, differentiation, and migration; members include E-, N-, P-, T-, VE-,CNR-,proto-,and

FAT-family cadherin, desmocollin, and desmoglein, exists as monomers or dimers (hetero- and

homo-); two copies of the repeat are present here

cd00041 (1) CUB domain; extracellular domain; present in proteins mostly known to be involved

in development; not found in prokaryotes, plants and yeast.

cd00046 (1) DEAD-like helicases superfamily.
cd00063 (5) Fibronectin type 3 domain; One of three types of internal repeats found in the

plasma protein fibronectin.

cd00075 (10) Histidine kinase-like ATPases; This family includes several ATP-binding pro-

teins for example: histidine kinase, DNA gyrase B, topoisomerases, heat shock protein HSP90,

phytochrome-like ATPases and DNA mismatch repair proteins
cd00077 (10) Metal dependent phosphohydrolases with conserved ’HD’ motif

cd00079 (1) Helicase superfamily c-terminal domain; associated with DEXDc-, DEAD-, and

DEAH-box proteins, yeast initiation factor 4A, Ski2p, and Hepatitis C virus NS3 helicases;

this domain is found in a wide variety of helicases and helicase related proteins; may not be

an autonomously folding unit, but an integral part of the helicase; 4 helicase superfamilies at

present according to the organization of their signature motifs; all helicases share the ability to

unwind nucleic acid duplexes with a distinct directional polarity; they utilize the free energy

from nucleoside triphosphate hydrolysis to fuel their translocation along DNA, unwinding the

duplex in the process
cd00082 (7) Histidine Kinase A (dimerization/phosphoacceptor) domain; Histidine Kinase A

dimers are formed through parallel association of 2 domains creating 4-helix bundles; usually

these domains contain a conserved His residue and are activated via trans-autophosphorylation

by the catalytic domain of the histidine kinase.

cd00088 (1) Histidine Phosphotransfer domain, involved in signalling through a two part com-

ponent systems in which an autophosphorylating histidine protein kinase serves as a phosphoryl

donor to a response regulator protein; the response regulator protein is modulated by phospho-

rylation and dephosphorylation of a conserved aspartic acid residue; two-component proteins are

abundant in most eubacteria; In E.
cd00093 (2) Helix-turn-helix XRE-family like proteins.

cd00118 (1) Lysin domain, found in a variety of enzymes involved in bacterial cell wall degra-

dation.

cd00130 (7) PAS domain; PAS motifs appear in archaea, eubacteria and eukarya.
cd00134 (4) Bacterial periplasmic transport systems use membrane-bound complexes and

substrate-bound, membrane-associated, periplasmic binding proteins (PBPs) to transport a

wide variety of substrates, such as, amino acids, peptides, sugars, vitamins and inorganic ions.
cd00140 (1) Beta clamp domain.

cd00156 (14) Signal receiver domain; originally thought to be unique to bacteria (CheY, OmpR,

NtrC, and PhoB), now recently identified in eukaroytes ETR1 Arabidopsis thaliana; this domain

receives the signal from the sensor partner in a two-component systems; contains a phosphoac-

ceptor site that is phosphorylated by histidine kinase homologs; usually found N-terminal to a

DNA binding effector domain; forms homodimers
cd00189 (4) Tetratricopeptide repeat domain; typically contains 34 amino acids [WLF]-X(2)-

[LIM]-[GAS]-X(2)-[YLF]-X(8)-[ASE]-X(3)-[FYL]-X(2)-[ASL]-X(4)-[PKE]

cd00204 (1) ankyrin repeats; ankyrin repeats mediate protein-protein interactions in very diverse

families of proteins.

cd00222 (2) Collagen-binding protein B domain, mediates bacterial adherence to collagen; the

primary sequence has a non-repetitive, collagen-binding A region, followed by the repetitive B

region; the B region has one to four 23 kDa repeat units (B1-B4).

cd00268 (1) DEAD-box helicases.
cd00306 (3) Peptidase domain in the S8 and S53 families.
cd00328 (1) Catalase heme-binding enzyme.

cd00368 (1) Molybdopterin-Binding (MopB) domain of the MopB superfamily of proteins, a
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large, diverse, heterogeneous superfamily of enzymes that, in general, bind molybdopterin as a

cofactor.
cd00383 (1) Effector domain of response regulator.
cd00413 (3) The O-Glycosyl hydrolases are a widespread group of enzymes that hydrolyse the

glycosidic bond between two or more carbohydrates, or between a carbohydrate and a non-

carbohydrate moiety.

cd00423 (1) Pterin binding enzymes.
cd00449 (1) PyridoxaL 5’-Phosphate Dependent Enzymes class IV (PLPDE IV).
cd00552 (1) RaiA (”ribosome-associated inhibitor A”, also known as Protein Y (PY), YfiA,

and SpotY, is a stress-response protein that binds the ribosomal subunit interface and arrests

translation by interfering with aminoacyl-tRNA binding to the ribosomal A site.

cd00565 (1) ThiaminS ubiquitin-like sulfur carrier protein.

cd00588 (1) CheW-like domain.
cd00591 (1) Integration host factor (IHF) and HU are small heterodimeric members of the

DNABII protein family that bind and bend DNA, functioning as architectural factors in many

cellular processes including transcription, site-specific recombination, and higher-order nucleo-

protein complex assembly.

cd00609 (1) Aspartate aminotransferase family.
cd00640 (1) Tryptophan synthase beta superfamily (fold type II); this family of pyridoxal phos-

phate (PLP)-dependent enzymes catalyzes beta-replacement and beta-elimination reactions.

cd00641 (2) GTP cyclohydrolase II (RibA).
cd00688 (1) This group contains class II terpene cyclases, protein prenyltransferases beta

subunit, two broadly specific proteinase inhibitors alpha2-macroglobulin (alpha (2)-M) and preg-

nancy zone protein (PZP) and, the C3 C4 and C5 components of vertebrate complement.

cd00712 (1) Glutamine amidotransferases class-II (GATase) asparagine synthase B type.
cd00731 (1) CheA regulatory domain; CheA is a histidine protein kinase present in bacteria and

archea.

cd00732 (1) CheW, a small regulator protein, unique to the chemotaxis signalling in prokaryotes

and archea.

cd00757 (1) ThiF MoeB HesA.
cd00761 (1) Glycosyltransferase family A (GT-A) includes diverse families of glycosyl trans-

ferases with a common GT-A type structural fold.
cd00782 (1) MutL Trans: transducer domain, having a ribosomal S5 domain 2-like fold, con-

served in the C-terminal domain of DNA mismatch repair (MutL/MLH1/PMS2) family.
cd00806 (2) catalytic core domain of tryptophanyl-tRNA synthetase.

cd00817 (2) catalytic core domain of valyl-tRNA synthetases.
cd00882 (1) Ras-like GTPase superfamily.
cd00995 (4) The substrate-binding domain of an ABC-type nickel/oligopeptide-like import

system contains the type 2 periplasmic binding fold.

cd01120 (1) RecA-like NTPases.
cd01130 (1) Type IV secretory pathway component VirB11, and related ATPases.

cd01299 (1) Metallo-dependent hydrolases, subgroup A is part of the superfamily of metallo-

dependent hydrolases, a large group of proteins that show conservation in their 3-dimensional

fold (TIM barrel) and in details of their active site.

cd01335 (2) Radical SAM superfamily.

cd01344 (2) Pertactin-like passenger domains (virulence factors), C-terminal, subgroup 2, of

autotransporter proteins of the type V secretion system of Gram-negative bacteria.

cd01359 (1) Argininosuccinate lyase (argininosuccinase, ASAL).

cd01555 (1) UDP-N-acetylglucosamine enolpyruvyl transferase catalyzes enolpyruvyl transfer

as part of the first step in the biosynthesis of peptidoglycan, a component of the bacterial cell

wall.
cd01598 (1) PurB like adenylosuccinases (adenylsuccinate lyase, ASL).

cd01675 (1) Class III ribonucleotide reductase.

cd01900 (1) YchF subfamily.
cd01918 (1) HprK/P, the bifunctional histidine-containing protein kinase/phosphatase, controls

the phosphorylation state of the phosphocarrier protein HPr and regulates the utilization of

carbon sources by gram-positive bacteria.
cd01948 (8) EAL domain.

cd01949 (16) Diguanylate-cyclase (DGC) or GGDEF domain.
cd01991 (1) The C-terminal domain of Asparagine Synthase B.
cd02042 (1) ParA and ParB of Caulobacter crescentus belong to a conserved family of bacterial

proteins implicated in chromosome segregation.

cd02067 (1) B12 binding domain (B12-BD).

cd02440 (1) S-adenosylmethionine-dependent methyltransferases (SAM or AdoMet-MTase),

class I; AdoMet-MTases are enzymes that use S-adenosyl-L-methionine (SAM or AdoMet) as a

substrate for methyltransfer, creating the product S-adenosyl-L-homocysteine (AdoHcy).

cd02538 (1) G1P TT short is the short form of glucose-1-phosphate thymidylyltransferase.
cd03111 (1) This protein family consists of proteins similar to the cpaE protein of the Caulobac-

ter pilus assembly and the orf4 protein of Actinobacillus pilus formation gene cluster.

cd03228 (1) The MRP (Mutidrug Resistance Protein)-like transporters are involved in drug,

peptide, and lipid export.

cd03255 (1) This family is comprised of MJ0796 ATP-binding cassette, macrolide-specific

ABC-type efflux carrier (MacAB), and proteins involved in cell division (FtsE), and release of

liporoteins from the cytoplasmic membrane (LolCDE).

cd04056 (1) Peptidase domain in the S53 family.

cd04250 (1) AAK NAGK-C: N-Acetyl-L-glutamate kinase - cyclic (NAGK-C) catalyzes the

phosphorylation of the gamma-COOH group of N-acetyl-L-glutamate (NAG) by ATP in the

second step of arginine biosynthesis found in some bacteria and photosynthetic organisms using

the non-acetylated, cyclic route of ornithine biosynthesis.
cd04272 (1) Zinc-dependent metalloprotease, salivary gland MPs.
cd04278 (1) Zinc-dependent metalloprotease, matrix metalloproteinase (MMP) sub-family.
cd04332 (1) YbaK-like.

cd04453 (1) S1 RNase E: RNase E and RNase G, S1-like RNA-binding domain.
cd04647 (1) Maltose O-acyltransferase (MAT)-like: This family is composed of maltose O-

acetyltransferase, galactoside O-acetyltransferase (GAT), xenobiotic acyltransferase (XAT) and

similar proteins. [STAV]-X-[LIV]-[GAED]
cd04762 (3) Helix-Turn-Helix DNA binding domain of truncated MerR-like proteins.

cd04867 (1) TGS YchF C: This subfamily represents TGS domain-containing YchF GTP-

binding protein, a universally conserved GTPase whose function is unknown.

cd05564 (1) PTS IIB chitobiose lichenan: subunit IIB of enzyme II (EII) of the N,N-

diacetylchitobiose-specific and lichenan-specific phosphoenolpyruvate:carbohydrate phospho-

transferase system (PTS).

cd06170 (2) C-terminal DNA-binding domain of LuxR-like proteins.
cd06171 (2) Sigma70, region (SR) 4 refers to the most C-terminal of four conserved domains

found in Escherichia coli (Ec) sigma70, the main housekeeping sigma, and related sigma-factors

(SFs).
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cd06174 (1) The Major Facilitator Superfamily (MFS) is a large and diverse group of secondary

transporters that includes uniporters, symporters, and antiporters.
cd06225 (8) Histidine kinase, Adenylyl cyclase, Methyl-accepting protein, and Phosphatase

(HAMP) domain.
cd06423 (1) CESA like is the cellulose synthase superfamily.

cd06454 (1) KBL like; this family belongs to the pyridoxal phosphate (PLP)-dependent aspar-

tate aminotransferase superfamily (fold I).
cd06462 (1) The S24, S26 LexA/signal peptidase superfamily contains LexA-related and type I

signal peptidase families.
cd06530 (2) The S26 Type I signal peptidase (SPase; LepB; leader peptidase B; leader peptidase

I; EC 3.

cd06533 (2) The glycosyltransferase WecG/TagA superfamily contains Escherichia coli WecG,

Bacillus subtilis TagA and related proteins.

cd06549 (1) GH18 domain of an uncharacterized family of bacterial proteins, which share a

common three-domain architecture: an N-terminal glycosyl hydrolase family 18 (GH18) domain,

a glycosyl transferase family 2 domain, and a C-terminal polysaccharide deacetylase domain.

cd06853 (1) This subfamily contains Escherichia coli WecA, Bacillus subtilis TagO and related

proteins.

cd07473 (1) Peptidase S8 family domain in Subtilisin-like proteins.
cd07477 (1) Peptidase S8 family domain in Subtilisin proteins.

cd07498 (5) Peptidase S8 family domain, uncharacterized subfamily 15.
cd07812 (1) START/RHO alpha C/PITP/Bet v1/CoxG/CalC (SRPBCC) ligand-binding do-

main superfamily.
cd07962 (2) Anticodon-binding domain of valyl tRNA synthetases.
COG0021 (2) Transketolase [Carbohydrate transport and metabolism]

COG0262 (1) Dihydrofolate reductase [Coenzyme metabolism]
COG0323 (1) DNA mismatch repair enzyme (predicted ATPase) [DNA replication, recombina-

tion, and repair]
COG0324 (1) tRNA delta(2)-isopentenylpyrophosphate transferase [Translation, ribosomal

structure and biogenesis]
COG0345 (1) Pyrroline-5-carboxylate reductase [Amino acid transport and metabolism]

COG0428 (1) Predicted divalent heavy-metal cations transporter [Inorganic ion transport and

metabolism]
COG0451 (1) Nucleoside-diphosphate-sugar epimerases [Cell envelope biogenesis, outer mem-

brane / Carbohydrate transport and metabolism]
COG0692 (2) Uracil DNA glycosylase [DNA replication, recombination, and repair]
COG0715 (1) ABC-type nitrate/sulfonate/bicarbonate transport systems, periplasmic compo-

nents [Inorganic ion transport and metabolism]

COG0726 (2) Predicted xylanase/chitin deacetylase [Carbohydrate transport and metabolism]
COG0727 (1) Predicted Fe-S-cluster oxidoreductase [General function prediction only]
COG1028 (1) Dehydrogenases with different specificities (related to short-chain alcohol dehy-

drogenases) [Secondary metabolites biosynthesis, transport, and catabolism / General function

prediction only]

COG1113 (1) Gamma-aminobutyrate permease and related permeases [Amino acid transport

and metabolism]

COG1191 (1) DNA-directed RNA polymerase specialized sigma subunit [Transcription]
COG1321 (1) Mn-dependent transcriptional regulator [Transcription]

COG1406 (1) Predicted inhibitor of MCP methylation, homolog of CheC [Cell motility and

secretion]

COG1414 (1) Transcriptional regulator [Transcription]

COG1516 (1) Flagellin-specific chaperone FliS [Cell motility and secretion / Intracellular traf-

ficking and secretion / Posttranslational modification, protein turnover, chaperones]
COG1536 (1) Flagellar motor switch protein [Cell motility and secretion]
COG1538 (1) Outer membrane protein [Cell envelope biogenesis, outer membrane / Intracellular

trafficking and secretion]

COG1569 (1) Predicted nucleic acid-binding protein, contains PIN domain [General function

prediction only]

COG1600 (1) Uncharacterized Fe-S protein [Energy production and conversion]
COG1766 (1) Flagellar basal body M-ring protein [Cell motility and secretion]
COG1896 (1) Predicted hydrolases of HD superfamily [General function prediction only]

COG1942 (1) Uncharacterized protein, 4-oxalocrotonate tautomerase homolog [General function

prediction only]
COG2018 (1) Uncharacterized distant relative of homeotic protein bithoraxoid [General function

prediction only]
COG2133 (1) Glucose/sorbosone dehydrogenases [Carbohydrate transport and metabolism]

COG2165 (1) Type II secretory pathway, pseudopilin PulG [Cell motility and secretion / Intra-

cellular trafficking and secretion]

COG2203 (1) FOG: GAF domain [Signal transduction mechanisms]
COG2207 (1) AraC-type DNA-binding domain-containing proteins [Transcription]
COG2249 (2) Putative NADPH-quinone reductase (modulator of drug activity B) [General

function prediction only]

COG2252 (4) Xanthine/uracil/vitamin C permease [Nucleotide transport and metabolism]
COG2831 (5) Hemolysin activation/secretion protein [Intracellular trafficking and secretion]

COG2849 (4) Uncharacterized protein conserved in bacteria [Function unknown]
COG2863 (1) Cytochrome c553 [Energy production and conversion]
COG2875 (1) Precorrin-4 methylase [Coenzyme metabolism]

COG2887 (1) RecB family exonuclease [DNA replication, recombination, and repair]
COG2967 (2) Uncharacterized protein affecting Mg2+/Co2+ transport [Inorganic ion transport

and metabolism]
COG2969 (1) Stringent starvation protein B [General function prediction only]

COG3034 (1) Uncharacterized protein conserved in bacteria [Function unknown]

COG3121 (11) P pilus assembly protein, chaperone PapD [Cell motility and secretion / Intra-

cellular trafficking and secretion]
COG3188 (2) P pilus assembly protein, porin PapC [Cell motility and secretion / Intracellular

trafficking and secretion]
COG3204 (1) Uncharacterized protein conserved in bacteria [Function unknown]
COG3210 (1) Large exoproteins involved in heme utilization or adhesion [Intracellular trafficking

and secretion]

COG3420 (1) Nitrous oxidase accessory protein [Inorganic ion transport and metabolism]
COG3434 (1) Predicted signal transduction protein containing EAL and modified HD-GYP

domains [Signal transduction mechanisms]
COG3458 (1) Acetyl esterase (deacetylase) [Secondary metabolites biosynthesis, transport, and

catabolism]

COG3666 (1) Transposase and inactivated derivatives [DNA replication, recombination, and

repair]

COG3847 (1) Flp pilus assembly protein, pilin Flp [Intracellular trafficking and secretion]

COG3850 (1) Signal transduction histidine kinase, nitrate/nitrite-specific [Signal transduction
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mechanisms]

COG3868 (2) Uncharacterized conserved protein [Function unknown]

COG3919 (1) Predicted ATP-grasp enzyme [General function prediction only]
COG3934 (1) Endo-beta-mannanase [Carbohydrate transport and metabolism]

COG3950 (1) Predicted ATP-binding protein involved in virulence [General function prediction

only]

COG4105 (2) DNA uptake lipoprotein [General function prediction only]
COG4124 (1) Beta-mannanase [Carbohydrate transport and metabolism]

COG4222 (1) Uncharacterized protein conserved in bacteria [Function unknown]

COG4378 (1) Uncharacterized protein conserved in bacteria [Function unknown]
COG4464 (1) Capsular polysaccharide biosynthesis protein [Carbohydrate transport and

metabolism / Cell envelope biogenesis, outer membrane]
COG4564 (1) Signal transduction histidine kinase [Signal transduction mechanisms]

COG4625 (1) Uncharacterized protein with a C-terminal OMP (outer membrane protein) do-

main [Function unknown]

COG4932 (2) Predicted outer membrane protein [Cell envelope biogenesis, outer membrane]
COG4935 (2) Regulatory P domain of the subtilisin-like proprotein convertases and other pro-

teases [Posttranslational modification, protein turnover, chaperones]

COG4960 (1) Flp pilus assembly protein, protease CpaA [Posttranslational modification, protein

turnover, chaperones / Intracellular trafficking and secretion]

COG4964 (1) Flp pilus assembly protein, secretin CpaC [Intracellular trafficking and secretion]
COG4965 (2) Flp pilus assembly protein TadB [Intracellular trafficking and secretion]
COG4972 (1) Tfp pilus assembly protein, ATPase PilM [Cell motility and secretion / Intracel-

lular trafficking and secretion]

COG5421 (1) Transposase [DNA replication, recombination, and repair]

pfam00545 (1) ribonuclease.
pfam00561 (1) alpha/beta hydrolase fold.
pfam00580 (1) UvrD/REP helicase.

pfam00665 (1) Integrase core domain.
pfam00672 (2) HAMP domain.

pfam00685 (2) Sulfotransferase domain.
pfam00754 (1) F5/8 type C domain.

pfam01040 (1) UbiA prenyltransferase family.

pfam01052 (1) Surface presentation of antigens (SPOA).
pfam01345 (1) Domain of unknown function DUF11.

pfam01522 (2) Polysaccharide deacetylase.

pfam01551 (1) Peptidase family M23.
pfam01609 (1) Transposase DDE domain.

pfam01925 (1) Sulfite exporter TauE/SafE.
pfam01964 (1) ThiC family.
pfam02049 (1) Flagellar hook-basal body complex protein FliE.

pfam02108 (1) Flagellar assembly protein FliH.
pfam02120 (1) Flagellar hook-length control protein FliK.

pfam02325 (1) YGGT family.

pfam02368 (1) Bacterial Ig-like domain (group 2).
pfam02643 (1) Uncharacterized ACR, COG1430.

pfam02687 (1) Predicted permease.

pfam02694 (1) Uncharacterized BCR, YnfA/UPF0060 family.
pfam02743 (3) Cache domain.

pfam02768 (1) DNA polymerase III beta subunit, C-terminal domain.

pfam02839 (1) Carbohydrate binding domain.

pfam03160 (1) Calx-beta domain.

pfam03358 (2) NADPH-dependent FMN reductase.

pfam03417 (1) Acyl-coenzyme A:6-aminopenicillanic acid acyl-transferase.
pfam03477 (1) ATP cone domain.

pfam03831 (1) PhnA protein.
pfam03880 (1) DbpA RNA binding domain. [Karl Kossen, unpublished data]
pfam04964 (1) Flp/Fap pilin component.

pfam05137 (1) Fimbrial assembly protein (PilN).
pfam05231 (1) MASE1.
pfam05738 (1) Cna protein B-type domain.

pfam05787 (1) Bacterial protein of unknown function (DUF839).
pfam05860 (3) haemagglutination activity domain.

pfam05957 (2) Bacterial protein of unknown function (DUF883).

pfam06724 (1) Domain of Unknown Function (DUF1206).
pfam06739 (1) Beta-propeller repeat.

pfam07119 (1) Protein of unknown function (DUF1375).

pfam07195 (1) Flagellar hook-associated protein 2 C-terminus.
pfam07589 (3) PEP-CTERM motif.

pfam07596 (1) Protein of unknown function (DUF1559).

pfam07602 (1) Protein of unknown function (DUF1565).
pfam07705 (1) CARDB.

pfam07793 (2) Protein of unknown function (DUF1631).
pfam07811 (1) TadE-like protein.
pfam07907 (1) YibE/F-like protein.

pfam08305 (1) NPCBM/NEW2 domain.
pfam08369 (1) Proto-chlorophyllide reductase 57 kD subunit.
pfam08376 (7) Nitrate and nitrite sensing.

pfam08447 (1) PAS fold.
pfam08668 (2) HDOD domain.
pfam08846 (1) Domain of unknown function (DUF1816).

pfam09479 (2) Listeria-Bacteroides repeat domain (List Bact rpt).
pfam11790 (2) Glycosyl hydrolase catalytic core.

pfam12138 (6) Spherulation-specific family 4.

pfam12245 (1) Protein of unknown function (DUF3607).
PRK06347 (1) autolysin; Reviewed

PRK11125 (1) cytochrome c552; Provisional
smart00060 (1) Fibronectin type 3 domain.
smart00062 (2) Bacterial periplasmic substrate-binding proteins.

smart00237 (1) Domains in Na-Ca exchangers and integrin-beta4.
smart00283 (9) Methyl-accepting chemotaxis-like domains (chemotaxis sensory transducer).
smart00342 (1) helix turn helix, arabinose operon control protein.

smart00419 (1) helix turn helix, cAMP Regulatory protein.
smart00560 (1) LamG-like jellyroll fold domain.
smart00782 (1) PhnA Zinc-Ribbon.

smart00849 (1) Metallo-beta-lactamase superfamily.
smart00871 (2) Bacterial transcription activator, effector binding domain.
TIGR00194 (1) excinuclease ABC, C subunit.

TIGR00229 (1) PAS domain S-box.
TIGR00414 (1) seryl-tRNA synthetase.

TIGR00618 (1) exonuclease SbcC.
TIGR00644 (1) single-stranded-DNA-specific exonuclease RecJ.

TIGR00845 (1) sodium/calcium exchanger 1.
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TIGR00875 (1) fructose-6-phosphate aldolase, TalC/MipB family.

TIGR00947 (1) probable bicarbonate transporter, IctB family.

TIGR00973 (1) 2-isopropylmalate synthase, bacterial type.
TIGR01065 (1) channel protein, hemolysin III family.

TIGR01075 (1) DNA helicase II.
TIGR01648 (1) heterogeneous nuclear ribonucleoprotein R, Q family.
TIGR01730 (1) RND family efflux transporter, MFP subunit.

TIGR01812 (1) succinate dehydrogenase or fumarate reductase, flavoprotein subunitGram-

negative/mitochondrial subgroup.

TIGR02135 (1) phosphate transport system regulatory protein PhoU.

TIGR02481 (2) hemerythrin-like metal-binding domain.

TIGR02543 (1) Listeria/Bacterioides repeat.
TIGR02601 (1) autotransporter-associated beta strand repeat.

TIGR02764 (2) polysaccharide deacetylase family sporulation protein PdaB.
TIGR03006 (1) polysaccharide deactylase family protein, PEP-CTERM locus subfamily.
TIGR03025 (2) exopolysaccharide biosynthesis polyprenyl glycosylphosphotransferase.

TIGR03026 (1) nucleotide sugar dehydrogenase.
TIGR03177 (1) Flp pilus assembly protein CpaB.

18.4 Multiple-sequence alignment

Each OtherG20G is denoted by an abbreviation (like “Eco-1-1”) that refers to
a taxonomy given in Section 18.1. Nucleotides proposed to basepair as part of
the consensus structure are shaded in color when they comprise Watson-Crick or
G-U pairs. Otherwise they are shaded gray. Conserved stems are also indicated at
the bottom of the alignment by angle brackets, where matching < and > denote
base-paired columns. Below these angle brackets, the symbol “2” denotes base
pairs exhibiting covariation, “1” denotes base pairs exhibiting compatible muta-
tions, “0” denotes base pairs that are not observed to mutate and “?” denotes base

pairs that have a significant frequency of non-canonical nucleotides for Watson-
Crick or G-U pairs (> 5%). Below these base pair annotation is the consensus
sequence: “R” = “A” or “G”, “Y” = “C” or “U”, red nucleotides: nucleotide
identity conserved more than 97% of the time, black nucleotides: 90%, gray nu-
cleotides: 75%, red circle (qa): nucleotide is present 97% of the time, black circle (qa):
90%, gray circle (qa): 75%, white circle (qa): 50%. All percentages of sequences just
described (e.g. 97% conserved) assume that sequences have been weighted by the
GSC algorithm implemented by the Infernal software package.

Duplicate sequences: the following putative homologs are not shown in the alignment because their sequences are identical to a homolog already shown: Csp-4-1,
Rpi-2-1, Rsp-2-1, Sgo-1-1, Tsp-1-1, env-10, env-2, env-4, env-5, env-6, env-8

alignment positions 1 · · · 79

Ama-1-1 UCAGUAGUUCUGCGGUUUAGCCUAUCGGGUGUUUCCAGCUAUGUUAGGUUCAUUGGGCUGUCAUACCCCCCGCAUAAGC
Ama-1-2 AAUUUAAUGGCUUUUUGUAGUCAUGGAGAAUAAAUCGGUUUAUACUCGUAUAUAGAUGGGCUAUCGAUCCCCCCGUAUA
Rba-1-1 AAGUGAAUUGCCCAAAUGCGGCGGUUCACUGCCACGUCGAGCAUUCGAAGGUGUGUUGCCUUGGACUGCUCGACUGGGU
Bma-1-1 GUCACCGUCAUUUCCUGUCUUUUCCGGAAUUCUCCGAGCAAUCAUAAAACUCGUUGGUUCGGUGAGGCAGGCAAUGGCC
Pst-1-1 GUGCCUGGGGAGGCGUGUUCGCUGCGGUAUUUCCGCUGUGAAAUGCGUCUCACUUGGUGCUUCUGAUUUCGGGCGGCCU
CMe-1-1 AUUGCUGGGCACACAAAUGAGUGCGCUAAAUGGAUCUUCAGACACGUGCUGGCACGAAUCUCGCACUGUUUUAGUGGCG
Asp-1-1 AUAGAUCGGACCGAGAGAAUUCCCAGCUAUCUCUUAGGCGGAACCCGGCCACGACCGAACAACCCCAUGCCAGGGGAUA
Cfi-1-1 GGUCGCCGCCGGGUGAAACCGCGGGUGACACGUCCCCUCGGCGGCCCCUCGACCCUUGUCGGCGCGGCAGCGGCGUUCG
[gi-1-1 GGUCCGUCCCGGUUCGGUCCGUCCGAAUUUCACCCGAAUGCCCGUGAUCGGUUGUUGCACAUCUGUCCAGUUUCGGGCA
Cfl-1-1 CGGCAGGCUGUGACUUUUCACCCGCUCCGGACAGAUCUGGCACGGCGGAGCUUCUUGCACAGUUGUCCAGAUUCAGGCA
[gi-1-2 GGGCCGAACGGGUGAAAACGCUGUCCUGGAGUAUUUGGGGGGUUUCGCGCCCUUGGCCCAGGAAAGUGCGGUGGUCUAC
Cfi-1-2 UGGGCCGAUCGGGUGAAAUGGACGUCCGUCCGUAUCUCGUGGCUCCAGCGGCUUCCUAAAACGUCUCACGGUGCUCUAA
Cfl-1-2 GGUACCGGCCGUCCGGGUGAAUUGGGCCGGUGUCCAGGACAAGUGACCCGGACACCUUCCGUUCCUCGUGAGAGCCGUC
Cfi-1-3 CUUCGGCAGGCUCUGACAUUCACCCGUUCGCCGCGUCCGGGAGGUGCGGAGUUUCUUGACUAACCGCUCGGAAACGGUC
Asp-1-2 GAUGGCGUCGCCUCACGUGGAUCUUCAGUCCCCGUGUUCGCGCUGCUGAGGGCCGGGUUCCCCGGUGCCCCGACCGCCC
Ami-1-1 UCGAUUCGGGCUUGUCGAUGGUCCAGCAUUGCGCUGCUCGAACCGGUUCCCCGGUGCCUGAGCGGCCCCUUCGACGGCC
Gob-1-1 UAUUCUAUCGUCCUUUAGCAACGGCCGAGGGCGAUUUUGGUUCUCGGCCGGGGGCGUGUGCCGGCGCGUUCUGUCGCGU
Esp-1-1 CGAAGCUUCAUCGGAGCGCGCAGCAAAAGGACGCUAUUCGCAAAAAUAGAUUGUCCUUCAAUCUUGAUUUGAAUGUAAC
Esp-1-2 AUGUUCUAUAGGGUGUCGAAAAAGCUCAUGACUUUUUGUUGGGGAAAAUGGCAUGAUUCAACCUUGAGUUUAGGCUGGG
Oul-1-1 GGCCACCUGCCCGGGCGGCCCCAUCGGGGCCGCCCGGCCCUUUGUGUCUCGUCCUUUAAGCCAUCUUGUGGUCAGCUUG
Osp-1-1 CGGGUCAACAGGUCGCACCUUCUGAUCCUCUCUAUUUUGAUAUUCAGCUUGAAGUUAUCCCUACUCUUCCUUUAAAAUC
Sex-1-1 CGGCGGCCGAUACCGAUCCGCUUCGGCGCGCAUUUCUGUGCAUUUUUCCGGAGGACAUUGUACGUCAUUCAACAAUGGC
Esp-1-3 GGUUGUUCAACAAAAAGAGCAAAAGACGAUGGCAAAACAAGAGUGUGAGAAGAGGGUUGUUUUCUCGUGUGAUAUGAGU
Sex-1-2 GUAUCGACCGCUUGCCGAGUCCAAUGUACGUUCAAGCAUACUUUUAAUGAAAACGUUGUACGUACAGCAUGAAUAGCGU
Cba-1-1 UCUGCCUUUUGGGGAGUUGAUGCAACCCGUGGUAGGGGGCCUGCCAUGGGGAGGGGCGGACACCCCUUGACAAUUGGUU
Cwo-1-1 GACGACGUCGCGGCAGACGUUCCUGACGAUGAUUGACGUCACCCUGCGUGAUCUUCGCGCGUCCGCUGCGUCCUACCUC
Psp-1-1 CUCCGCGGAUCCGCAGGUAGUACAGACGUCUAGUCGCUCUCCAGCCCCGGGAGGCCUGGCCCGAUGAGUGCUGUGCAAG
Sth-1-1 CAAAAGCACCGCGGAGCCUAGCCAGAUCGGAAGUCCGCGUUGGCCCCAUUGGGUCCUGCCCUCGAUUCUACCUACCGCC
Nho-1-1 GUGGGAGACCGUUCUGAUAAACCUGAUCGUGCAUUACUAUAAACAACCUGUCACUUGUACUGUGAAGAAGGGUAUGUUA
Nho-1-2 GAGAGGCACGGCUAGGUAACGGUCAGUCCGCGACGGGCUGACGGUUCAACGGCGCCUGAGGCGCCGCUUACAAUCGAAA
Nho-1-3 AAUUGGGGGACAGAUCAUGCGCAUCCAUGCGCUCCGUUCCGAGCGGGGUGUCAAGAGCAUCCCAUCAUGACAAACGAUA
Csp-1-1 CGCGAUCAUGUUGACCUGCGUUACUGCCUGGAGAGAGAACCGCUUUUACACUGAGUCUUACAUACGCUGCACCCCCCGC
Csp-1-2 AAAUUUCCGUGAAAUUACGCUGUUCCUGGAGAACGGGUGCAUCCUAGAGUAAUAUGACCGGGCAAAGUUCCCCCUUUAC
Csp-1-3 AGAUAGCGUUGACGAUCGUUACUGCCUGGCUAGAAAAAUAGUCCUACGCUACCUCUAUUACGCUGCAACCCCCCGCUAG
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Csp-1-4 GGAUAGCGUUGACGAUCGUUACUGCCUGGCCAGAAACAUAGUCUUACAGUACCUCUAUUACGCUGCAACCCCCCGCUAG
Csp-1-5 ACUCCAUUUAGUUGAUCCGCGUUACUGGCUGGAGUGUGAUCUGGAUUUAGAUUAUGAGUGUUGGGCUGCUUCCCCCACU
Csp-1-6 AAGAUCCGUGAAAAUACGCUGUUCCUGGUCUAAAGGGGGGAACUACAGUAGUUUUGUUGGGCUAACUUCCCCCGCUUAG
Csp-1-7 AAGAUCCGUGAAACUACUGUUGUCCUUAGUGAAAGGUGAACUUAGAGUAAUGGUGUUGGGCUAGCUUCCCCCCGCUUAG
Csp-1-8 UAAUAGCGUUGACGAUCGUUACUGUCUGGGCAGAAACAUAGUCCUACAGUACCUCUAUUACGCUGCAACCCCCCGCUAG
Csp-1-9 CAAAUUCCGUGAAUUUACGGUUCUCCCUGCUUGAGGCUGGAGAUUACAGUAGUGCCAUCUACGCUGCACCCCCCGCUAG
Csp-1-10 AAAUUUCCGUGAAUUUACGGUUUUAUCUGUGUGAAACUGGAGAUUAAAGUAGUGUCAUCUACGCUGCACCCCCCGCUAG
Asp-2-1 UUCAGUGAUUCUUCGGUUUAAUUUGUAUUACAUCGGUAGCUACAGUAGAUGUAUUGAGCUGUCAUACCCCCCACGCCAG
Asp-2-2 UCAGUAGUUCUGCGGUUUAGCCUAUCGGGUGUUUCCAGCUAUGUUAGGUUCAUUGGGCUGUCAUACCCCCCGCAUAAGC
Asp-2-3 AAUUUAAUGGCUUUUUGUAGUCAUGGAGAAUAAAUCGGUUUAUACUCGUAUACAGAUGGGCUAUCGAUCCCCCCGUAUA
Csp-1-11 AGUGAAUUCUACCCCUUGCCAUAUUUAAAAGGCUGAGUUAGAUUAAAUUCUUAGAUGGGCUAUCAUUCCCCCCGCAUAG
Dpr-1-1 CUGACCAGUUUCUGACGAACAGGCCGAUAUCAGGCCCCUCAGUUCACCCACUUUUCUAUCGUUUUUACUGUUCGCUGCU
Dgo-1-1 CAUAACAGGCUCCCCGGCUUCUGUAAGCCGCCUGUGAGACUCUUUAGGCUACCUUCAUCCCAGCACGCGAUACCGUGCG
Dde-1-1 GAACCUAAAUAAAACCAGAGCUCUGUAAGAUCAGUGUCAUUUACCAGAACUUAAUGUGCAUGAGGCGAUGAACCCGAUC
Dma-1-1 GAAGGGUUCCUUGGCGUGCGUGUGAGUUUUCCCCUUGGAGAGCCUGAAGUUUUCCUUUAUGUUGAGGGUAGUUUUCGGA
Dde-1-2 AUUCUGAGGCAAGUCGUAGUGUAAGGACUUUGUUAUUUGUUUGGGCUUAAUCUGCAGGCGGUGAUGAACCCAGGUGUGG
Dde-1-3 UGAGAUACUCGUUAUUGUAGAGCAUCUGCAAGUUAAGGAGACUUGAGUUGCAGGCGGUGAUGAACCCAGGUGUGGGUUC
Tca-1-1 UUAUUGCCCAAAAAAGGACUUGUCAAGGCCUGGAAGCUAUAGUAUGAUAAAACAAAAGAGGUAGGUUUUCGACAUAUUU
Tca-1-2 UAUAUUUUUACAUAAUUAAUAUUAUGAACUUUACUGGACUUGACCGACGGUGCAGCUAUGUUAUAACAUGAAAGACGGC
Tca-1-3 AAAAAUUGACAAAUUGUGUUAUAAUAUAAAUUAAUUAACAAUUAUUUUAUUAUUAUAGCUAAAUUUACAAUUUAACAGU
Tsp-2-1 CAAAUACGGUGACAAAGUUGACACCCUAUUUAGGGUAUACAAUGGAAUUUGUCUUCGUUAUAAUUAAACAUGAAGAAAU
Tsp-1-2 GAUUCUACUUUACAUUCACUGGGAAUUUCUUGUAUGAUGGGAAUGCGUAAAAGUUGUAGAAAUCGCAUGAAAAAAUGUA
Csp-2-1 AAUUUAAAAAGUAUGAUUUAGUCAUACUUUUUCCUUAUUUGUCGAAUUCAUUUUCUUGAAUAUAUUAUAGUUUAUGAUA
Csp-3-1 UAGUUGAAAAUAAAAUUGUUUUUUUUAUAAUACAUUUUUUAAGCAAACUUUUUGACAUUAUCACAUAGUCAUUGUAUAA
Cra-1-1 UUAGUGAAAAUAAAAUUGUUUUUUUUAUAAUACAUUUUUUAAGCAAACUUUUUGACAUUAUCACAUAGUCAUUGUAUAA
Dsu-1-1 UUAUUCUUGUUCAUACAUUCGAUUUUUCUUGGAAAUAUCUGCUGAAAUCUGUUAUAACAAAUUGGUGAUAAUUUUAUAA
Mel-1-1 UGGCUUGAUGCCAUAGUAUAUUUAUGCUUUUGUAUGCUGUUUAUUGACACAAAUUUAGGCUGGGUAUAUAAUGCUUGAU
Afe-1-1 GAAGGGGACGCGGCCCGGUAAGGAAAAGUAUGGCUGGACAAAUCACAACAUAACGUUUAUAAUAAUGAUAAUCAAAAAA
Alo-1-1 AAAAAUUAAUGCAUUUGAUAAAAAAAUAUGUCAUAAUAGUCACCAUAAUACCAUCUACAUAAUAAAGUGCAUGAUCUCU
Pfe-1-1 UUUUUAUUUUUCUUCAAAAUAUGACAUAAUUCGCCCUUUUUAUAUGGUAUCAUUUUGUUUUAAUACUACAAUUAUUUUU
Pfe-1-2 GUCGAAAGUCGUGAUAUAUACCCUUAAUGCUAACAAUCAUGGGAGAUGUUGACAGUUUAUGUAAUAUAAUGUAAUAUUG
Pfe-1-3 GUGUUGAGCUUAAUAAUAAGAUGAAAAAUUUGUCUUAAUUUAGAGGAUUUUGGAGGUUUGAGGAGAAUUAUUAAUACAU
Pfe-1-4 UUUUUAUUAUUUUUAUCUGAAGGGUCUUGUAUAUUUUGCUGUAAUGAACUAUUAUUAGCAUAAAUAUUUACAAUUGUUU
Pfe-1-5 UUGGAGGACUUUAGUCCUUAAGUUUUACUUGACUUAAUAAUAAUAAGGCAAUACAAUUAUAUGUAUAAUUUGACAAAAA
Pfe-1-6 ACACGGAACCUGUCCCUGUGUCCCAACGCUGUAUUUCUGCGUUCAUUGACGAAACAGGUUAUUGGGUGUAGAAUAAACA
Pfe-1-7 GCAAUAGGACUUAUAUCUCGAAUCAUGGGGUUUAAGUCCUAAAAAAUGCUUGACUUAUGUAGUUUUUAGUAUUAUUAUG
Ipo-1-1 AGAUAGUAAAGACAAGUAGUAAUAUACCUCAGAUUGAGCAUUUCAUUAUAUUUUAUUAUUACUCGAUUAUAUAAAGAAU
Ipo-1-2 AGUAAAAACCCUUUGUGCAAUUAAAUUACUAAAAUAUGUAGUUAUAAAAAAGGAAAAGAUAUAAAACAAAGAAGAUAUC
Ipo-1-3 UCUCAUCUUUUAUGAAGUUAUCGUAGAACCUUUCUGUUAAGUAUAUUAAAAACUUGACCUAUAUGGUCGAAAAGUGGUA
Ipo-1-4 UAAAAAAAACCAAAAUGAUAGCAAAAAUACUGUGUCUAACAUGGUUUUUUUCAUCAUUAUAUGCUAUAAUUAUUUGAAA
Fsp-1-1 UAAUCUGUUUUCAUGCUCUAAAAAACAUUGACUUUUUUAAUGAAGUAUAGUAUUCUUUAAUUAAACAUAGUCGCUAAAA
Ful-1-1 UAAUCUGUUUUCAUGUUCUAAAAAACAUUGACUUUUUUAAUGAAGUAUAGUAUUCUUUAAUUGAACAUAGUCGCUAAAA
Fsp-1-2 CAACUCAUAUCUUUGAAUCGUAAAUAUAAGCAUUUUUUUAUUGACAUACAUUAAAUAUUGGAUUAUAAUAUAUUAAAGA
Fva-1-1 AUCGUUGUUUUUUUGAAUAUUUUCGAAAAUUAUUUCAUUGACAUACGAAAAUUAAUAGUGUAUAAUUAUAUUACAUAAG
Fva-1-2 UAUAUAAUAUCUUUAAUUCUUGCUUUUACACAUUUUUUUAUAUUGACAUAUGUUAAUUACUAAUAUAUAAUAUAUUAAA
Fva-1-3 UUAAUUAUUUUUCCUUUCAAAAAAUAUUGACUUUUUUACUGAAGUAUAGUAUUCUUAAGUAUAAAAUACGUAUAAAAAA
Fsp-1-3 CUAUUCGUAUUUUUUAACAUAUUAAAAUAGAAAUAUUUUAUUGACACACAUUAAUUAAUAAUGUAUAAUUAUAUUACAU
Ful-1-2 UCUAUUCGUAUUUUUUUCUUGAUAAAAUAAAAAUAUUUCAUUGACACACAUUAAUUAAUGAUGUAUAAUUAUAUUACAU
Hco-1-1 GAAUCAUAAAUGUCAUUUUCUUGUAUUAUUUGCUCAAUAUGAUAUAAUGAAAGUGUCAAAUCAAAACCAUAGACACACU
Hco-1-2 UUAGAUUAAAAACUGUAAAAUUAUACAUAAACAUAUUAAUUGAAUACUAAACGGAAUAUGAUAUAAUUAUAAUAUAAAA
pKS-1-1 CCCUCUCGGGAGAGGAUUGAGGGGUGAGUAAAAAGCCGUUGGGUUUUGUCUUUUAAAACCCAACCUAAUGUAAUAAGUU
pKS-1-2 AAUAAGUAUGUAUAAUCUGUUAUUCCACACAAACAAGUUGCACUUAAAGUUUUGCGAGAAGACGUGGGAUAAGAUAUAC
pKS-1-3 AGGAGAUUUCAUAGUCUAAAGUAUUUCCAGUUUUUGUUUGACUUAGAACAUCACGGAUGUUAUAUAAGCAAACAUCUGG
pKS-1-4 CACUUCUUUUAUAGCUUUUAAAUAAAAAUAUUAUUUUAUUUGACAUAAGACAACAUACUUGUUAUAUAGGUAGCGUUUA
pKS-1-5 CGAUAUUGUUGUAAAGAUAUUAUUUUAAUGAAUAUAUUUAUUAGAUAAAAAAACAUACAUGAUCAAAUAAGUAAGCAUU
pKS-1-6 UACCCUUUUGUUCAACGUUAAAAUACUUAGGUAACCGGAAUCGGCAUGUAAAUUGAUAUGCUUUUAAGGUCAAAAUAAU
pKS-1-7 UACCCUUUUGUUCAACGUUAAAAUACUUAGGUAACCGGAAUCGGCAUGUAAAUUGAUAUGCUUUUAAGGUCAAAAUAAU
pKS-1-8 GGAAAAUUUUUGUAGUUCAAAAGAAUAAUAAUUUCCUUGAUUUUUGGUUUAUAAAUUGACAUAUUAAGGUCAAAAUAGU
pKS-1-9 UAUAGUAAUGCUUUAAAAUCAUAUGGGUAAUUAUAGAUAAGGUAAACUAAAAAUAUAAAAUUUAUUUAGAUUCAUUAUG
pKS-1-10 UCGUUGUAAAGGUUUAACAUCAGAAUUAAAAAUUUUAAUUGACAUAAAAUAUUGUACAUGUUAUAAAGCAGCUGCUUAA
pKS-1-11 UCGUAAAACGGAUGAUUUCGGCUAUACUAUACCUUAGGCUGUAUAGGUAAAAUGAAAAUUUCUCUGUAACAGAGAACUA
pKS-1-12 GGGCGAGCAUGCUCUUAUUUUAUUUUUUGACUUGACUUAAAAUACUAAAGCAUGUUAUGUAAAUAUGAGUAAUAUCAAC
pKS-1-13 UUAUUACCUGCAGAUUAUCUCUUAUGCCUUUAAGAUUUUAUAUUUUUCUUGAAAUACCGAGAUAUGCAUGUUAUUUAAG
pKS-1-14 UAUUCUCCUUGAAAAACAAUUCCCUUCUGAGUAUAGUGUUAAAACAUUAUACGUUUCACAAAGUAUCGUUUUUGUUGCU
pKS-1-15 UGCUAUGGAAUUUCUAAAAAUGUCAUUGCGGGGUAGUCUUUCCUCUGUUGAGGAUAUGUUCAGUUUCAUCCUUGAAAUA
pKS-1-16 AAAGAGAACUAUUCAAAUAAACAAUUAGUUUUUCCCUUGACAUAUAAUUCUACAAAUGGUUUAGUGGUAAAAAUAAUUU
pKS-1-17 UGCAGCAUCUUCAAAAGAUUACUCGCUUGCAAUGUAUUCGGAGAAGGGUUAAGCAAUAUGCAAUAAGGAUUCUUACCAA
pKS-1-18 UAGUUUUAUAAUCUACCAUCUCAAAUUAUUUGAACCAUUAAUAUUUUAAAUUAUUCAUUGACAUAAAAUACCGUUCAGG
pKS-1-19 CUAAAUACUUUUAUUUAAAACGUUUAUAAAGAUCAUAGUAAGUACUGUUGAUAUCAAAUCGGUUCUUUUGAAAUAAAGG
pKS-1-20 GAGCACUAUUAACGAUUUGUAGUUGCUAUAUCGUUUAUUGGUAUGUAAAAUGCUAAACGUAACGUUUGUAUCUAUAAAG
pKS-1-21 UUUGCCCUGAACUCUUUAAGAAAGGAGGCAGCAAAUCCCUCAUAUAAAGUAAUUUUAAGCAUUCUUCUGUAGUAAAGUU
pKS-1-22 UCUGCUUUGAACUCUUUAAGAAAGGAGGCAGCAAAUCCCUCAUAUAAAGUAAUUUUAAGCAUUCUUCUGUAGUAAAGUU
Sin-1-1 GUUCGGAUCUACCGGUAUUAUUCUAUCGCUCCCAAGCUAUUUCAUUGAACGUUUUCCCUGGUCAUCCGUUACGGGCGAA
Ssp-1-1 UCUGGCCGACGCUUUUAUAGUUGACCGACGAUCAAAUAUCAUUAGCGGAAACUCAAGAAGUCGGCGGCUCCAAUUUUCU
Sch-1-1 UUGCUCUGGCCUGCCGGAACGGGAUGUCCAUUGCGGACGCGGGCGUUUCCUCUUCUGAAAAAAGAGGUGGCGCGCCGGC
Ssp-2-1 GUUCGCGCCAAAGAUUGAUGCAAAUCCAAACCAAGCCUCGCGAUGUGGGCUUUGGCUACGGAGCUCGCAGCCGAUCAGU
Msp-1-1 AAGGGCGUUUUAAGGUUUAAGGCAUUUAAUCCCAAUUUACUAUAAAAAUAUUUUAUAUUCUUCACUGUUAAUUGAUAAG
Lch-1-1 AGGCGUCGCGGGGAACGCCGGGUCACGAUCAGAAAACAGCUGGAAACACCGCUGUUUCCGAUCGAUUCACUCCCGAACU
Nsp-1-1 UGGCAAUUCCCUGUGAAUUCAUAGAUGUGGCAAUUUGCCGCAGCGACAAUUUGUCACAUUGCUAUUUCUUCGAUUCAAA
Sli-1-1 CAGCCUGCACGCAUAUCCGAAUCCCUGCCGAUCGAUCCAAUGCCCUACAGUUCAAUUGCAAUUGACCCUGUAUGGGUAU
Nsp-2-1 CUUUGAAAUCAGCCUAUCAAUGCUGUGACAAAAUGCCGCGCGACAAUUUGUCGCAUUGUUUAUAUUGCAUAUUUCAGGA
Hgr-1-1 AGGGCGUUCUAACGUUGGAAACGGCUCGUUACCUUUCAAAAUCUGCACUCCCGCGUUUGCUGAUCAGAGCUAGUUAAGA
Oba-1-1 AACCGGCAGUUGGCUGCGCAGGAUGACUUAUCCACAAGCACAACAAAUUCACCAAAUUUAACUUGACUUGCUUUGCAGC
Msp-2-1 CAUCUCAAGCGUUAUUUCCAGAGUGAUACUGGGUGAAAUUGCAGGAUGCAGAGUUGACAUACCCGGCAAAGUUUGAUGA
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Msp-3-1 UAAAUUGUACUGCUGCCGUCCAGCCAGGUGUACCGCAUGUAAGGCUUCCGCAGUUGACAUCCCCAGCAAAGUUUGAUGA
Sli-1-2 AAAACCGAGCCUGUACGAAGGGGCCUUCUUGCAAUAACCGGGAUUUUAUGUAAAUGUGGCCGCCCGAUUUGCAAUGCUU
Nmu-1-1 GAUCGCGUUACGCCGGAUGGAGCCGAAGGGACUACAAGGACGCGCCCGAACACUGAGGGUUCUGUCAUAAGGGAAAGCU
Mfl-1-1 AUCCCCAGCAAUCCACCGACAAAAUAAAAGGAUAAAAUCCCGACCCGAGCCAAUUGACAUUAAUUCUCAAAUGGCCGGA
Msp-3-2 UGCGGUUGUCGUUUACUGACCAAAAAUGUCAGUCCUUUAGAAACAAGCAGAUAGUAAAUUGACUUUGCUGGAGCACGGC
Msp-2-2 CGCGGUUGUCGUUUACUGACCAAAAAUGUCAGUCCUUUAGAAACAAGCAGAUAGUAAAUUGACUUUGCUGGAGCGCGGC
Neu-1-1 UCUGAGAUCUCGAAUCACGUGAGUUACUCGAAACCAGUGCCGUAAAGAUUCAGAACAAUCCUGCCGUAUCCAUACCAGC
Neu-2-1 AGCAAUCCAGCACAGUGCAACACUGGCCAAGCACAAUGUGUAUAAAGAGUAGCGCUGAAACUGUCGUUAUCCAGUCUUG
Hgr-1-2 UGAAGUAGCGCUUGUGGCGCCCGCGUCACGGCGGGCGGCUUUCUCGCAUGCGGUCGGUCUCAGUCAAGGCCGUGCACAG
Tde-1-1 UUCGUAAGUAGUUGAAAAGUCGCAAUGUAAAAGACAACGUGUGUGUGAGUACUCACCUAAAGUCUGUCGGGAUGUCGAC
Sde-1-1 UCUGUGCUGCCAAAAUUAAAGUUUGUUAAUUCUGUUGAAAUUCCCUCGAUUAUUUAUUGCAAAACGCUGUUCUGUCUGA
Hgr-1-3 CCAAUUGCGGCCCGCCAUGUGCUCAGUGUUCAAUUUGUUACCUUGUGAUGUCUGCACGAACGCCUGUCCGCUGCACCGA
Asp-3-1 AGAACAACACCCUGGGAAUGCGCGUCGGGUGCGGGCGUUGCUGUGCGCCAUUCAAUGGUUGCCAGCGCAACCCAUUCCC
Nmu-1-2 CUUUAAAUAAAGCAACGAACAGAAUGAUUUUUGUGCAGUUGCUUCACCCAUACCCCCUGGGGAGUUCAGAUACGAUAAC
Nsp-1-2 UAUCCACGCAGUUCCUGCCUUUUAAUUAAACUAAAAGGAGGAAUCAAAUGAACAUAAUCCCACGGUAGCGAUAACCACA
Nsp-2-2 AACCAUCAAUUACUCUUUUCAAGAUCAAUUGUCGAACCAACUUAUCGCAACAAUUCAGAGUUGGCACAACUCGUGCUUU
Nsp-1-3 CAAUAUUUGUACGGCAUUCAUAGCUCUUAAGAGUGUAAUGCGCAUCGUAAAAAUUAAAUUGUGGCACAGUUUGUGCUUA
Bba-1-1 CAUCACAGCCGGGUAACGAAAUGCACUCGCACACAAUGGCUUGUCUGCGCUGAAAGGUUGCCAACGCAACCAAUGUUCA
Mun-1-1 CGCUGCAGGUCUGACCGGCAGCGCCGGUGCCGGCCGAGCCGGCCUCAAGUUAUCUGCACGGACAACUGUUACAGACGGU
Rge-1-1 UGUUACCGACUGCUUCCGUUCACGACGCGGCUGCGACACACUGAGCGCAUCGGUCAGGGUUCGCCCAGGCCGUCAGCCG
Rbe-1-1 GUGCCGACGGCUUCCGCGCAGGACGCGGCCGCGAGACACUCGCGCCGCCGGCUCGGGCAGUCGCCCGGGCCGUGAGCCG
Rge-1-2 GUCAUGCCGUUAAAGAAGAGAACUAGUUCACGUGUCCGAAGCUAUCCGCCGGUUACGGCCUGCAACAGCCCGGACGCCG
Jsp-1-1 AAUAAAACUAUUGAUUGAAAAUAGUUAACACUUAUUUGGCGAAUUCGCUAGAAUUAAUAAGGCAUCAGGGAGUGUAGCG
Asp-3-2 CCGACCCAGGCCUGAGGAGGAGGGGUGCAGCCCCCUUCGCCUAUACCCGACCAACUUCCUGACAUAUUUGCUUACAGGU
Aar-1-1 CAACCGAACUAUAUUGUUUCCAAAUGUAAUUCAAAAAAACUUUGCCCAACUUGUGCCGUAAGUUCCCUAUGCUGACAGU
Dsu-2-1 GCCCCUGGCGGACCCUGCCUGAGACCUUUGCCGCGGCGCUGGCGGGCCGCUCCCGAUUGCCCCCCCGCCGGCCCCGGUG
Mun-1-2 CAGGGCAUUUCCCCGCCCAGAACGUGAAUUUUUCACACAUCACCUUCUGCGCUCCUCAAGGCCGGAGCGGCCGAGGCCG
Rsp-1-1 GCUUCGCAUGGCUGCCAGCCCCUUUUGCGCAAUCUCCGUUUGCCGGGCCGGCGCGGCCCCGGUAGAGUCUCUUUCCAAU
Rpi-1-1 CGCUUCAUGCGACAGCCGACUCGUUUGCGCAUUCUCCGUUUGCCGGGCUGGCGCCGCCCCGGUAGAGUCCUUCUUCAAU
Bsp-1-1 UUCCGGGAAGGCCCGUAAGCGCACCCGCCUCAAAACGCGACAAAAAAAAUUAAACUGGCUCCCUAAAGAAAAUGCGAGA
Bph-1-1 UAAUUUUCCGAUAUCCUUCACGGGCAUUCGAUUCAAACGCUGCGAAUAAAUAAAUCGGCACCCUAAAGAAAAUUCAGGA
Sde-1-2 ACUACAAAAUUGCAUGAUCAGUCCGUAAGGCCCGUAACAAUCGACAAGUAAUGUGCCUGUGUCUGAAUCAGCAACCAGG
Sli-1-3 AUUGACAUUAUUGGCGGAUCGAAUGGCGGGUUUGACAGUUCCCGCCCGAUAACCAUAGAAUCCAGGCGCAAUCGUUGAU
Nmu-1-3 CACGAAAAUACCGAUUGUGUUUCACAGACGGUUCACGGCUGUCACAUAUAGUGACCCACGUCCGGUAACAGGUACAGUC
Ssp-3-1 AAUAAAAAAUUAUAAAUUUUUAAAUUUUUUUUAGAAUUUAAGUUCUUUCUCUUAGGUAAGUGUGUUAUAAUUCUUUCAU
Ssp-4-1 ACUUUGACACCGAAUAUCAAAUACUAUAAAAAUUGCUUAUUUUAUAUUUAUUUUAUCUUAGACAUGUUAUCCUUAAAUA
Ssp-3-2 CAAUAACUAAUAUUUUUAAUUUUGCUUUCUUGAUCAUUACUAUUUUAAAUUCAGUUUGUUUUUAAAUAUUCUGACAUAU
Cba-2-1 UUUUAUAAUAAUAGCAAUUUCUUAUAUUAAAUUUAUAUAAAAUAUUAUCUUUUAAUAAAAUAUUAAUUUUACUUUAAUU
Nsa-1-1 UUACGGAUAUUGAAUUUGGCCGUUCUGGAUGAGUUGUGGUGUACCCCCAUCACUCAAUUAGAUUUAAAAUAAAAUAUGU
Nsa-1-2 UAUAUGAAAAAUAUCCAUUCUGAAAGCGUAAAAUCUAAAAAUAUUAGUAGGUUUGGCAAUCUUUUGAUAUUUUUGGUUA
Ssp-3-3 UAUCUUCAAGUGAAAAAAGACCAGAUGGGACAUCUGCUUUAACGUCAUUGUAAAAAAAUAUCAUAUUUAUGAUAUACUC
Ssp-4-2 UGAUGAAAAAUCAAUUUUGAUAAAAAAAUAACUUUUGUUUAAUAUUAUGCCAAGUAUAAUCAAUAAAGACAAAAUGUAA
Ssp-4-3 CUUUGUAAAAGUUGUAGGUUUGGCACGGCCAAACCUACAUUUUAUAUUAAAUUCAACCUAAAUUAGAUAAAAUAGUAGG
Ssp-4-4 CAUCUGCUUUAAGCAUACGAGACAGUCAAUUUACGCUCCCCACGUUUAAUAAUUGAUUAAUAACCAAAGAGAUAUAAUU
Ssp-3-4 ACUGAAAAAAGUAACAUAAGUAAAUAUAAUGUAUUAUGUUUAGAAUUAUCAUAUUAGUUUAAUGUAAAUGAUUUAUAAU
Sku-1-1 GGAUUUUGUCGGCGGGGGAUGAUGUAAAUAAUCGAUUUUUGUAACCGUUCCAAUACUAUUAAGAAUUAUAAUAGUAGAA
Ssp-3-5 AUAAUAAAAUAUAUUAUAUUUAUUUAAGAAAAAAAUAUUAUUAUUGGAAAAUAAGUAUUAUUAUAAUUUAUACUAAUAC
Ssp-3-6 AAGGUAACGCUUGUACAACGAGAAUAUGAUAUAAUUAAUUAUUAUUUAAUAUCAAUUUUAUAUUAACUAUGAUAUUCUU
Ssp-3-7 CAGGUUGAGAGUAUGAAGGGUUGGUUAAGUAAACAAAAUUAAUAUCUUAUUUUUUUUAAAACUUUUCAUAGUACAAUGU
Ssp-3-8 AGCAAAGUAUGAAGAAAAUAUGAUUAAAUCUUGGUCGUAAGGUAGUGUAUUAUGUCCAUAUAAGCUAUAGAUAGAUACU
Ssp-3-9 AGUUUAGUUGUUAUAGAGUUUUAGCAGUGCUAUUAUGUUUGCAGUAUUUCCAGACAACAAUGUUCUAGUGCAUCUUAUG
Ssp-3-10 UUAUAAUAAAAUCACUCAAUUUAUCAUAAAUACUGCAAUUAUUAAGUAUUUGAAAAGAUAGGUAGCUAUAUACUUCGCG
Ssp-3-11 AUUUUAAUUUUAUAUUAUUUUCAGUUUAAUUAUGUAUUAUUCCGAUACGACUAUGAUUUAAGGUAUUACUUAAUCAUAA
Ssp-3-12 CUCUAUUGUAUAACUUUAAAUCAAAAAUUAAAAUGAUCACUUAUAACUCUUUUUAAAUCUUAUCUUAGUAUAAUCCAUG
Ssp-4-5 UUUCAGCUUUUCACAUUAAAAAAUAGAAAAAUUUUGAUAUUAUUCACUAUGAUUUAAAGUUAAUAUUAUAAAAUGUGCA
Ssp-3-13 UCUGUAGUAUUCUAUCAAUGUUAUCAUUUUGUUACCAAUUGGUGAAAAACUUUUAUAUUUCUUUCGUAUAAUAUAUCUG
Ssp-3-14 UAUUCAUACUAGUGAAUUUAUUCUUAAGAUAUUCAUACAGUUCUAUGAGUAAUGUUUAAGUAAUGCUCUUACAAUAUAA
Ssp-3-15 AGGUUGCCAAAUACCAAUACAGAAGUGUAUGAUGUAUUGUUCUGUUUUUAUCUACUUGUGCUGCCUGCAAAUUCUAUUU
Ssp-3-16 CAUAAAUAUAAUUUAAGAUUUUAAGAGUCAUUUAAUCGGAAAUAUACAAUAAUUUGUAAUGUUUAUAUAAAACUAGCUC
Ssp-3-17 UUACAAAUGUUACUUGUUAUUAGAUGGUUGCGUAAGAUUUAUUUAAUUAAAUAUCCAAUAUAAUGAACCACGAAAAAUU
Ssp-3-18 CUGAUACAAUAGAUAAGAUUGAGUCUAAGUAUGCACCUAAAUAUCUUAAAUAUAUAGGUAAUGCAGUGGUAAUAGUUUG
Sau-1-1 AAUAUGUUAAUUUUAAAAUGACGUAAAAAUAACAAAUUUUUUCAUAAAUGUUUAAGGCUAUUUUUUAUAGACUGCUAGC
Ssp-5-1 UUUUCAUUUACUAGUUAAUUGACCAUAAAUUAAAAUGAUACUAGUAUGUAUAAAAGAUUUUAGCAGGCAGUAUUUGAUU
Ssp-5-2 CCUUCAUUUAUCGUUUAAUUGACCAUAUAUUAAAACCAUGCUAGAAUGAACGGAAGAUUUAAGCUAAUAAUGUUUGAUU
Ssp-5-3 AUUUUUCAUUUACUAGUUAAUUGACCAUAAAUUAAAAUGAUACUAGUAUGUAUAAAAGAUUUUAACAGGCAGUAUUUGA
Tli-1-1 UCAUCUACACACAAAUUACCUCGCUCUAUUGACUGCCACUUGUAAUCCGAAUAUACUAUUUCACACAUUUACACAUUGU
Tli-1-2 GUUUUGACUAUAAAAAUCAAUGACAAUACUUGACAAAAACAAAACAAGUGCCAUAAUUGAACAUAGGAUUAGUGUUUGU
Ssp-5-4 UAUUUUUAGUGGACCUUAAUAUAAUGAACAUAAAAAAUAAACAAAUAUUGACAUGGGGGGGGGUAGUUGUAAAAUCAGU
Ala-1-1 UUAUCAAAUUACUGAGCGUCAAAAAUAUAAAUAUAAAACAGACUUAGAAAAAUAUAAACAAGAAUUAAAACAAAAAAAC
Ala-1-2 AUUUUUAAAAGCUAGAAAAGAAUUAGAAAAAUAAAUAUAAUGAUGUAAAGUUAUUGACAAGCAAUAAAUUACUUGAUAG
Ala-1-3 AAAUAAUAAACAAUGGUUAAUAAGGUCGUCAAAUUAUAGUUUUACUUGUUUAAGAUUGAUAGCUUUGUUAUAAUUAACU
Mba-1-1 UAGUGAAAAUAAAAUUGUUUUUUUUAUUAAUACAUUUUUUAAGCAAACUUUUUGACAUUAUCACAUAGUCAUUGUAUAA
env-1 AUCGUUGUUUUUUUGAAUAUUUUCGAAAAUCAUUUCAUUGACAUACGAAAAUUAAUAGUGUAUAAUUAUAUUACAUAAG
env-3 AUCGUUGUUUUUUUGAAUAUUUUCGAAAAUUAUUUCAUUGACAUACGAAAAUUAAUAGUGUAUAAUUAUAUUACAUAAG
env-7 UUAAUUAUUUUUCCUUUCAAAAAAUAUUGACUUUUUUACUGAAGUAUAGUAUUCUUAAGUAUAAAAUACGUAUAAAAAA
env-9 UUUAGUGAAAAUAAAAUUGUUUUUUUAUAAUACAUUUUUUAAGCAAACUUUUUGACAUUAUCACAUAGUCAUUGUAUAA
env-11 NNNNNNNNNNNNNNNNNNNNNUUUUUAUAAUACAUUUUUUAAGCAAACUUUUUGACAUUAUCACAUAGUCAUUGUAUAA

...............................................................................
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alignment positions 80 · · · 214

Ama-1-1 C.CAGUUCAAG......U.CCC.C..G.......AAAUGGCAAC.UU.GCACCGAAA.GG.GUA..AGGC.GCAAAUUAG.C.AGGCCUAAAA.UCCAAGCAUUACGG...........................
Ama-1-2 GCUCAGUUAAG......U.CCU.C..G.......AAACGGCAAC.UU.GUCUCGAAA.GA.GCA..AGAC.GCAAAUUAA.C.GAGUCUAA...CCCUUUAUA................................
Rba-1-1 C..AGCCGAAG......U.UC..CCUG......ACAAAGGCAAA.CC.GU.UCGAGA.GG.ACG..GCAC.GCAAAACCA.C.GGGUCCGUG..AGUCGGUCGAUCGCAUUGUUUGCGUUCGGCUUGGC......
Bma-1-1 UGCUGCCAGAC...GU.C.CU..C..G......AAAAAGGCAAA.CC.GA.UCGUGA.GG.UCG..GGAC.GCAAAGCCA.A.GGGCC........ACGUAAGU...............................
Pst-1-1 GCCGCCUCACA....U.C.CU..C..G......AUAAGGGCAAA.CC.GG.UAGAGA.UG.CCG..GGGC.GCAAAGCAA.A.GGGCCUUU...GGCCCGCUGGGAUCACGCAAGUGAACUGGUGGG........
CMe-1-1 UAGAAGGUUCC....U.U.U.C.C..G......AUAAAGGCAAA.CC.AG.UCGCGA.GG.CUG..GGAC.GCAAAGCCA.C.CGGUC......AGCAAACGGG...............................
Asp-1-1 ACGAAGUCCGC....U.C.GG..C..G......AGAAGGGCAAA.CC.CG.GCGCGA.GC.CGG..GGAC.GCAAAGCCA.C.AGGAC........CCAAGAG................................
Cfi-1-1 UAGCCUCGAGA....G.G.UC..A..G......ACAAGGGCACA.CC.CG.UCGCGA.GG.CGG..GGCC.GCAAAGCCA.C.GGGACCCA.....CGCG...................................
[gi-1-1 UAGUUCUCACU....U.G.UCAGC..G......ACAACGGCAAA.CC.CU.CCGCAA.GG.AGG..GGAC.GCAAAGCCAAC.GGGAC......CCACGC...................................
Cfl-1-1 UAGUCGGAGAC......G.UCAGC..G.....ACAAACGGCAAA.CC.CG.CCGCAA.GG.UGG..GGAC.GCAAAGCCA.C.GGGGC........CCACGAG................................
[gi-1-2 UGUCAGACCUG......U.C.AGC..G.......AAACGGCAAA.CC.CU.CCGCGA.GG.AGG..GGAC.GCAAAGCCA.C.GGGAC........CCACGACG...............................
Cfi-1-2 UGUCGGACUUG........UCAGC..G.......AAACGGCAAA.CC.CU.CCGCAA.GG.GGG..GGAC.GCAAAGCCA.C.GGGAC........CCACGAG................................
Cfl-1-2 UAAUGUCUGAC...UU.G.UCAGC..G.......AAACGGCAAA.CC.CU.CCGCAA.GG.AGG..GGAC.GCAAAGCCA.C.GGGACCCA.....CGCG...................................
Cfi-1-3 AUAGUUCUGGA....U.G.UCAGC..G......ACAACGGCAAA.CC.CG.CCGCAA.GG.UGG..GGAC.GCAAAGCCA.C.GGGAC........CCACGAG................................
Asp-1-2 C.AAGGUGCGG......UACC..C..G.......AACAGGCAAC.CU.CG.UUCCGAUGA.CGA..GGAC.GCAAAGCCA.G.GGACC......UCCCUGCUG................................
Ami-1-1 GGCAGGCGCGG....U.A.CC..C..G.......AACAGGCAAA.CC.CG.UCGCGA.GG.CGG..GGAC.GCAAAGCUA.G.GGGCC......UCCCCGAACG...............................
Gob-1-1 CACACCUUUCA....U.C.CU..C..G.......AAAGGGCUAA.CC.CG.CUGCGA.AG.CGG..GGGC.GCAAAGCCA.C.GGGCC......UGCGGUCUCCCCACCACACCGACCG................
Esp-1-1 GACGGGAGUAC....U.A.UG..U..C......UUCAAGGCAAA.CC.UG.CCGGAA.GG.CAG..CGGC.GCAAAGCUA.AAGGGGCC.....CAUUCUAAGA...............................
Esp-1-2 GGGGGGGCUAU........CAU.AUUC.......UCAAGGCAAA.CC.CG.CCGUAA.GG.CGG..CGAC.GCAAAGCUA.CAGGGGCCAUA..UCGGUUC..................................
Oul-1-1 CCUCUCCUCUA.AAAU.AUGU..C..C..........UGGCAAA.CC.CA.UCGAAA.GG.UGG..GGAC.GCAAAGCUA.UAGGGCC......UUGUGCGC.................................
Osp-1-1 GCCUUAAGCAA.......AAA..AUUA......AACUUGGCAAA.CC.UG.CCGAAA.GG.CAG..CGAC.GCAAAGCUA.UAGGGCCUUAA..CUGGUAACCAGCUGCAUUCUCCGCAAG..............
Sex-1-1 GUAUAGUACCC................ACAAAUAUAAUGGCAAA.CC.CG.UCGAAA.GA.CGG..CGAC.GCAAAGCUA.UAGGGCCUUU.....CGCAU..................................
Esp-1-3 AUGAUAUCGGC.......................UACGGGCAAA.CC.CG.UCGAAA.GA.CGG..UGAC.GCAAAGCUA.AAGGGCCUUCG..CCGCGUGC.................................
Sex-1-2 AUAGUAUCCGC........A....AUU.......ACUCGGCAAA.CC.CG.UCGAAA.GG.CGG..CGAC.GCAAAGCUA.CAGGGCCUUUC....A......................................
Cba-1-1 UGCCGCGUGCU...A..U.UU..UUCG.......AAUCGGCAAA.AU.CA.UCGAAA.GG.UGA..UGAC.GCAAAGCUA.UAGGGCCUGA.....AAU....................................
Cwo-1-1 GUGACAGCACA........CU..C..G.......AACGGGCAAC.CC.GGAUCGCGA.GAUCCG..GGGC.GCAAAGACC.G.GGGCCU.......CACGCA.................................
Psp-1-1 ACGCCAGCACC.....GA.GG..U..G......CCAAGGGCAAA.CC.AC.UCGUGA.GG.GUG..GGAC.GCAAAGCCA.C.GGGCC......UCUCCCACGUGGA............................
Sth-1-1 UAACCUGAGCA......C.AGC.U..G......AAAAGGGCAAA.CC.CG.UCGCGA.GG.CGG..GGGC.GCAAAGCCA.U.GGACC......UCCACCCG.................................
Nho-1-1 G.UAUCCUGAA....A.U.CA.....G......AAAAGGGCAAAACC.CG.CCGUGA.AG.CGG..GGAC.GCAAAGCCA.C.ACGUC......UCCAGGUG.................................
Nho-1-2 CGGGUUCCGGA......U.CGACC..G......AAAAAGGCAAA.CC.CG.CCGCGA.GG.CGG..GGAC.GCAAAGCUG.G.GGGAC........UCUUCCGA...............................
Nho-1-3 UGGGUUCCAGA......U.CGACC..G......AAAAAGGCAAA.CC.CG.UUGUGA.GG.CGG..GGAC.GCAAAGCUG.G.GGGAC........UCUGCCGA...............................
Csp-1-1 UAGCGUAUUAA....G.U.CC..C..G.......AAAAGGCAAC.UU.GCUCCGAAA.GG.GUA..AGGC.GCAAAUUA..G.UGG..........UCCUGUAGCCAGAGUUAGGUGUCGG..............
Csp-1-2 C..CUAUUAAA....G.U.CC..C..G.......AAAAGGCAAC.UU.GUUCCGAAA.GG.ACA..AGAC.GCAAAUUA..G.GAGUC......CUGUAGCCAACCUUUGAUUGC....................
Csp-1-3 C.GUAUUAAAA....G.U.CC..C..G.......AAAAGGCAAC.UU.GCUCCGAAA.GG.GUA..AGAC.GCAAAUU..................GGUAAUCCUGCAGCCAGGGUGUCGGUAU...........
Csp-1-4 C.GUAUUAAAA....G.U.CC..C..G.......AAAAGGCAAC.UU.GCUCCGAAA.GG.GUA..AGAC.GCAAA....................UUGGUAAUCCUGUAGCCAGGGUGUCGGUAU.........
Csp-1-5 UAGCCCAUUAA....G.U.CC..C..G.......AAAAGGCAAC.UU.ACUCCGAAA.GG.AUA..AGGC.GCAAAUUA..G.CAGUU......CUGUAGCCAGAUUUAGGUGCC....................
Csp-1-6 C..CCGUUCAA....G.U.C...CACG.......AAAGGGCAAC.UU.GCUCCGAAA.GG.GUA..AGGC.GCAAAAUA..G.UAGUC......CUGUAGCCAGAUUUAGGUGCC....................
Csp-1-7 C..CCGUUAAA....G.U..C..CACG.......AAAGGGUAAC.UU.GCUCCGAAA.GG.GUA..AGGC.GCAAAUUA..G.UAGUC......CUGCAGCCAGAGCCAGGUGCC....................
Csp-1-8 C.GUAUUAAAA....G.U.C...C..C......CAAAAGGCAAC.UU.GCUCCGAAA.GG.GUA..AGAC.GCAAAUUG..G.UAAUC......CUGUAGCCAAAGUGUC.........................
Csp-1-9 C..GUAUUAAA....G.U.CC..C..G.......AAAAGGCAAC.UU.ACUCCGAAA.GG.GUA..AGGC.GCAAAUUG..G.UAAUC......CUGUAGCCAAGGUGCC.........................
Csp-1-10 C..GUAUUGAA....G.U.CC..C..G.......AAAAGGCAAC.UU.ACUCCGAAA.GG.GUA..AGGC.GCAAAUUG..G.UAAUC......CUGUAGCCAAGGUGCC.........................
Asp-2-1 CUCAGUUUAAG......U.CCC.C..G.......AAAUGGCAAC.UU.GCACCGAAA.GG.GUA..AGAC.GCAGAUUAG.C.AGACCUAAAG.UCCAAGCAUUACGG...........................
Asp-2-2 C.CAGUUCAAG......U.CCC.C..G.......AAAUGGCAAC.UU.GCACCGAAA.GG.GUA..AGGC.GCAGAUUAG.C.AGGCCUAAAA.UCCAAGCAUUACGG...........................
Asp-2-3 GCUCAGUUAAG......U.CCU.C..G.......AAACGGCAAC.UU.GUCUCGAAA.GA.GCA..AGAC.GCAAAUUAA.C.GAGUCUAA...CCCUUUAUA................................
Csp-1-11 C..CCGAUGUA......U.CCC.C..G......AAAAUGGCAAG.UU.AUUCCGAAA.GG.GUA..AUAC.GCAAAUCCG.A.GAUCCUGAAG.CCACUCUUUCCAGG...........................
Dpr-1-1 UGACUAUUUGC....U.U.CU..C..G......ACAAAGGCAAA.CC.CU.CCGCGA.GG.GGG..GGAC.GCAAAGCCCAC.GGAAC......UCCGCUGCUCCGCUCUUCUCUCAGGGCAGCA..........
Dgo-1-1 CCGCCAACUUC.......CUAAAC..G.....ACCAAAGGCAAA.CC.CC.UCGCAA.GG.GGG..GGAC.GCAAAGCCA.C.GGGGC........CCACAGG................................
Dde-1-1 AGGGUCCUUCC....U.ACAC..C..G......AAAAAGGCAAA.CC.CG.UCGCGA.GG.CGG..GGAC.GCAAAGCUCCC.GGGAC........CCCUGAG................................
Dma-1-1 CCACAGGCAUC.......CACA.C..G.......AACAGGCAAC.CC.CG.UCGCAA.GG.CGG..UGAC.GCAAAGCCAAC.GGGACCCA.....CGCG...................................
Dde-1-2 GUUCCUCCCUG.......AAAC.C..G......AAAAAGGCAAA.UC.CG.CCGCGA.GA.CGG..AGAC.GCAAAGCUACC.GGGAC........CCACGAG................................
Dde-1-3 CUCCCUGAAAC............C..G......AAAAAGGCAAA.UC.CG.CCGCGA.GA.CGG..AGAC.GCAAAGCUACC.GGGAC........CCACGAG................................
Tca-1-1 CGAUAUACAUA......A.GU..U..G...........GGCAAA.CC.CG.GCGAAA.GC.CGG..GGAC.GCAAAGCCA.U.GGGUCUAAG..GACAUUGGGUG..............................
Tca-1-2 AUAACUUUUCA......U.GC..U..G....AAUAUUGGGCAAA.CC.CG.UCGAAA.GG.CGG..GGAC.GCAAAGCUA.AAGGGUCUAAG..GACUUCGUG................................
Tca-1-3 UAAUCGCAAUA....G.C.AA..UUAU......CCAAGGGCAAA.CC.UG.UCGAAA.GG.CAG..GGAC.GCAAAGCCA.A.GGGCCUAAG..GAAUAGAAAUUAU............................
Tsp-2-1 C...............GU.AGGACAUG.CAAUCAAAUAGACAAA.CU.UA.AGGAAA.UU.UAA..GGAC.GCCAAGCUA.C.AGGGCUUAA..CUCAAGAUG................................
Tsp-1-2 UAAAUCCUAAA....................UUUUAUAGGCAAA.UU.UG.GAGAAA.UC.CAA..AGAC.GCAAAGCUA.AAGGGGCUAAG..GUCAAUUGAG...............................
Csp-2-1 UAAUAACGAUG................UUAUAAAAAUAGGCAAA.AC.UA.UUGAAA.GA.UAG..UGAC.GCAAAGCUA.UAGGGCCUCU.....UUAACGU................................
Csp-3-1 UCAUGGCGUUC...................AUAAAUAUGGCAAA.CU.CU.UUGAAA.AA.AGAA.GUAC.GCAAAGCUA.UAGGGCCU.....UCAUCAAUUAU..............................
Cra-1-1 UCAUGGCGUUC...................AUAAAUAUGGCAAA.CU.CU.UUGAAA.AA.AGAA.GUAC.GCAAAGCUA.UAGGGCCU.....UCAUCAAUUAU..............................
Dsu-1-1 GCAUAAUCUUU................AUAGGUAUAAAGGCAAA.GC.AG.GUGAAA.AU.CUG..UGAC.GCAAAACUA.UAGGGCCUGU.....UACAU..................................
Mel-1-1 GUAAAAAGUAA.......ACA..U..U.....AAAUUCGGCAAA.CC.CG.GGGAAA.CC.CGG..CGAC.GCAAAGCUA.UAGGGCCUCU.....GCU....................................
Afe-1-1 AAAAAAACACA....A.A.AC..CUUU..........UGGCAAA.CC.UG.GAGAAA.UC.CAG..CGAC.GCAAAGCUAACAGGGCCUGU.....AAAAU..................................
Alo-1-1 UAUGAGAGAAC......U.UAA.U..A......AACACGGCAAA.CU.UA.UUGAAA.AA.UAA..GGAC.GCAAAGCUA.U.GGGUCUACG..UACUUUAAG................................
Pfe-1-1 AUUUUCUUAAA............UUAU......AUAUUGGCAAA.CU.UA.CUGAAA.GG.UAA..GGAC.GCAAAGCUA.UAGGGUCUAAG..GAUUUAUAA................................
Pfe-1-2 AGUAGAAAAAU....................AUAUUGUGGCAAA.CU.UA.UCAAAA.GA.UAA..GGAC.GCAAAGCCG.U.GGGUCUAAG..GGAAGAUAU................................
Pfe-1-3 AAAUUCAAUAC...CA...UUG.A..A......CGAUCGGCAAA.CU.UA.GCGAAA.GU.UAA..GGAC.GCAAAGCUA.U.GGGACUAAC..GAUUUUUA.................................
Pfe-1-4 UAGAACAAAAA........AA..UU.A......UAAUUGGCAAA.CU.UG.UCGAAA.GA.UAA..GGAC.GCAAAGCCG.U.GGGUCUAAA..GAGCUAU..................................
Pfe-1-5 UUUCAAAGUUA.....................AUAUUGGGCAAA.CU.UA.CUGAAA.GG.UAA..GGAC.GCAAAGCCG.U.GGGUCUAAG..GAAUUG...................................
Pfe-1-6 AUAUUGAAAAG...................AAUAUUUUGGCAAA.CC.AA.UUGAAA.GG.UUG..GGAC.GCAAAGCUA.U.GGGUCUAAA..GACGAGUUG................................
Pfe-1-7 AUGAAAGUAAG..................UAAAUAUUUGGCAAA.CC.UG.UCGAAA.GA.UGG..GGAC.GCAAAGCUA.U.GGGUCUAAG..GACAGAGG.................................
Ipo-1-1 AAAAAAUAAAU....A.ACUC..C..G......AAAAAGGUAAA.AC.AG.GAGAAA.UC.CUG..UGAC.ACAAAACUA.UAGGGUCUAAU..UCUUUCUUAA...............................
Ipo-1-2 UUUCAAGUGAA...............U......UAUUUGGCAAA.CU.AA.UGGAAA.CG.UUA..GGAC.GCAAAGCUA.UAGGGCC........UUUAAAAU...............................
Ipo-1-3 CUAUCAAAAAA...............U.......AUUCGGCAAA.CU.AA.UGGAAA.UG.UUA..GGAC.GCAAAACUA.UAGGGCC........UUUAAAAU...............................
Ipo-1-4 UAUAUUAAAAA....................AAAUAUCGGCAAA.CC.AU.UGGAAA.CA.AUG..GGAC.GCAAAACUA.UAGGGCC........UUUAAAAU...............................
Fsp-1-1 AAACGAUUCAA.......ACA..GUUU.......UUAUGGCAAA.GU.AA.UGGAAA.CA.UUA..CGAC.GCAAAGCUA.UAGGGCCUGU.....AAAAU..................................
Ful-1-1 AAACGAUUCAA.......ACA..UU.U......UUUAUGGCAAA.GU.AA.UGGAAA.CA.UUA..CGAC.GCAAAGCUA.UAGGGCCUGU.....AAAGU..................................
Fsp-1-2 AGUAUAUAUUA.........A..A..U.......AUUUGGCAAA.AU.AA.CAGAAA.UG.UUA..UGAC.GCAAAGCUA.UAGGGCCUGU.....AAAAU..................................
Fva-1-1 AAAAGUAUAUU....U.U.AA..U.........UUCUUGGCAAA.GU.AA.UGGAAA.CA.UUA..UGAC.GCAAAGCUA.UAGGGCC........UUUUAAAU...............................
Fva-1-2 GAAGUUAUGUU....................AAAAUUCGGCAAA.GU.AA.UGGAAA.CA.UUA..UGAC.GCAAAGCUA.UAGGGCCUGU.....AAAAU..................................
Fva-1-3 AUGAUUCAAAG......A.UA..U..U.......UUACGGCAAA.GU.AA.UGGAAA.CA.UUA..UGAC.GCAAAGCUA.UAGGGCCUGU.....UAAAU..................................

...........<<<<<.<.<<..<..<............<<....<<.<<.<<.....>>.>>>..>....>>..<<<<..<.<<<<<......<<.......................................
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Fsp-1-3 AAAAUUAGUAU....A.U.AA..U..A......ACCUUGGCAAA.AU.AA.CAGAAA.UG.UUA..UGAC.GCAAAGCUA.UAGGGCCUGU.....AAAAU..................................
Ful-1-2 AAAACUAGUAU..AUU.A.UA..U..........CCUUGGCAAA.AU.AA.CAGAAA.UG.UUA..UGAC.GCAAAGCUA.UAGGGCCUGU.....AAAAU..................................
Hco-1-1 UAUGGAUGAGA........UG..UAUG......ACAAAGCUAAA.CC.CG.GAGCGA.UC.CGG..CGGC.AGAAAACUA.UAGGGUCUCA.....CGUA...................................
Hco-1-2 GCUCUAAAUAA....A.U.AA..U..G......UAAAAGGCAGC.GU.UA.GAGAAA.UC.UAAGCGUAC.GCAAAGCUA.UAGGGCCUGU.....AAAAU..................................
pKS-1-1 CUUUUUUAACA....C.A.GAA.C..G......AUAAAGGCAAA.CU.CU.GAGCGA.UC.AGA..GGAC.GCAAAGUAA.A.GGAUCUUUAAG..GCCCCAAAAUUAUCGCUGAA...................
pKS-1-2 AUAGUCAAAAU....C.A.AAA.C..G......ACAAAGGCAAA.CC.CU.GAGUGA.UC.AGG..GGAC.GCAAAGUAA.A.GGAUCUUUA..AUCAUACUGGUAGAGGCGUAUCAUGAUACGCCUCUACCAGU
pKS-1-3 AUCAUAGAUAC.......AGAA.C..G......AUAAAGGCAAA.CC.CU.GAGUGA.UC.AGG..GGAC.GCAAAGUAA.A.GGAUC......UUUAAUUAUACCGGUAGAAACGCAUCAUGAUGCGUUUCUCC
pKS-1-4 AAAAUUAAGAC.......AGAG.C..G......AUAAAGGCAAA.CC.CU.GAGUGA.UC.AGG..GGAC.GCAAAGUAA.A.GGAUC......UUUAAUUACACUGGCAGAGGCGCAUCAUGAUGCGUCUCUCC
pKS-1-5 AUAAAACAUCA......C.AUAAC..G......AUAAAGGCAAA.CC.CU.GAGUGA.UC.AGG..GGAC.GCAAAGUAA.A.GGAUC......UUUAAUCAUAGCCUGGCAGAGACGCAUCAUGAUGCGUCUCU
pKS-1-6 AAUGCGGUAAA....U.A.UU..C..G......ACAAAGGUAAA.CC.CU.GAGCGA.UC.AGG..GGGC.GCAAAGGAA.A.GGGUC......UUGUAGCCGUGAACAGUAUUUGUGAAUAGUGUUAGUAUACU
pKS-1-7 AAUGCGGUAAA....U.A.UU..C..G......ACAAAGGUAAA.CC.CU.GAGCGA.UC.AGG..GGGC.GCAAAGGAA.A.GGGUC......UUGUAGCCGUGAACAGUAUUUGUGAAUAGUGUUAGUAUACU
pKS-1-8 AGUGCGGUAAA....U.A.UU..C..G......ACAAAGGUAAA.CU.CC.GAGUGA.UC.GGA..GGAC.GCAAAGUAA.A.GGGUC......UUGUAACCGUGGAUAGUGUUCGUAAACAGUGUCAGUAUAAA
pKS-1-9 AAUGCGUAAAG....U.C.UUC.C..G......AUAAAGGCAAA.CU.CU.GAGUAA.UC.AGG..GGGC.GCAAAGGAA.A.GGGUC......UUGUAACCGUGGACAGUGUUCGUGAACAGUGUCAGUAUAAG
pKS-1-10 AGUAGAGAAAA......C.AU..UGUG......ACAAAGGCAAA.CC.CU.GAGUGA.UC.AGG..GGAC.GCAAAGUAA.A.GGAUC......UUGUAACAGUGGACAGUGUUCGUGAACAGUGUCAGUAUACG
pKS-1-11 AAGCGGUAAAA....U.A.UU..C..G......AUAAAGGUAAA.CC.UC.GAGUGA.UC.GGG..GGGC.GCAAAGGAA.A.GGGUCUUGUAACAGUGGACAGUGCUGGUGGGCAGUGUCAGUUUAAAUAACAG
pKS-1-12 GAGUAAAAACU.........AG.CAUG......AAAAAGGCAAA.CU.UU.GAGUAA.UC.AGA..GGAC.GCAAAGGAA.A.GGGUCUUGUAACCGUGGACAGUGUUCGUGAACAGUAUCAGCAUAAAUAGCAG
pKS-1-13 AUAUAUAAUAC........AUUAC..G......AUAAAGGCAAA.CC.UU.GAGUAA.UC.AGG..GGAC.GCAAAGGAA.A.GGGUC......UUGUAAUAGUGGACAGUGUCAGUAUAAGUAAUAGACGCUUA
pKS-1-14 AUAUUAUAGGC........AUUGC..G......AUAAAGGUAAA.CC.UU.CAGCGA.UG.AGG..GGGC.GCAAAGGAA.A.GGGUC......UUGUAAUAGUGAACAGUGUCAGUAUAAGUAACAGACGCUUA
pKS-1-15 CUAUAGCAAGC........AUUAC..G......AUAAAGGUAAA.CC.CU.GAGUGA.UC.AGG..GGGC.GCAAAGUUA.A.GGAUCU.....CUGAUAAACCCACAAAGAGCAGAUAGC..............
pKS-1-16 UGCGGUACAAA....U.ACCA..C..G......AUAAAGGUAAA.CC.CU.GAGUGA.UC.AGG..GGGC.GCAAAGUGU.A.GGAUCUCAG..CUCAAGUCAUCUCCAGAUAAGAAAUAUC.............
pKS-1-17 AGAUAAAAUGU..AGU....A..C..G.....GAUAAGGGCAAA.CU.CU.GAGUAA.UC.AGA..GGAC.GCAAAGGAA.A.GGGUC......UUGGGAAGAGUGAAAAGAAGUAUAG................
pKS-1-18 AAUAGAAUGCC......U.UUA.C..G......AUAAAGGCAAA.CC.CU.GAGUGA.UC.AGG..GGGC.GCAAAGUAA.A.GGAUCUUG...UAACAGUGAAAAGUAUUCGUGAACAGUGUCAGUUAUACAUA
pKS-1-19 CUUUUGAUAAA.......AGCC.C..G......AAAAUGGCAAA.AC.AU.UCGAAA.GG.AUG..UGGC.GCAAAGCUA.C.UGGCCUAAG..UCCUCUUACAG..............................
pKS-1-20 UUAAUUUUUGA......AACC..U..G......AUAAAGGCAAA.CC.AU.UCGAAA.GG.AUG..GGAC.GCAAAGCCA.C.UGGCCUAA...AUCUUCAUUAAG.............................
pKS-1-21 GUUUAGUACGA.......ACC..U..G......AUAAGGGCAAA.CC.AU.UCGAAA.GG.AUG..GGAC.GCAAAGCCA.C.UGGCCUAAA..UCCUUCAUAAG..............................
pKS-1-22 GUUUAGUACGA.......ACC..U..G......AUAAGGGCAAA.CC.AU.UCGAAA.GG.AUG..GGAC.GCAAAGCCA.C.UGGCCUAAA..UCCUUCAUAAG..............................
Sin-1-1 GGAUCAGGAAG.......AUCC.C..G......AUAAUGGCAAA.CC.GG.CGGUGA.CG.CCG..GGAC.GCAAAGCCU.C.CGGCC......UUGGUGGC.................................
Ssp-1-1 GGCGCUUGUUG....C.C.UU..C..G......CCAAGGGCAAA.CC.GU.CGGUAA.CG.GCG..GGAC.GCAAAGCCU.C.CGGCC......CCAU.....................................
Sch-1-1 AGCAGGGCGAU........CC..C..G......ACAGGGGCAAA.CU.GC.CGGUGA.CG.GCA..GGAC.GCAAAGCUU.C.CGGGC......UGUCAA...................................
Ssp-2-1 GAGGCGGCGAU......U.CGU.U..G........AAGGGCAAA.CU.GU.CGGCGA.CG.GCA..GGGC.GCAAAGCCU.C.CGGGC......UCCAAG...................................
Msp-1-1 AAAAGAGCAUA...UU.A.UU..A..A......AUAAAGGCAAA.UC.CAAAUGAAA.AU.UGG..AGAC.GCAAAGUUA.C.CGGUCUAAAG.AAAGCAUAUUCAAUAUGAAAUGCU.................
Lch-1-1 G......AAAC......C.UAC....GAUCAAUCACAAGGCAAA.CG.GC.GUGAAA.GC.GCC..GGAC.GCAAAGCCA.C.GGGCCCUCAG.GCGAUUCAUCCGAUC..........................
Nsp-1-1 A.UAAAAUAAAUCAGG.....A.UUUG......AUAUUGCCACU.CU.UG.UCGCGA.GG.CAA..GUUC.GGAAAGCCUAC.GGAUC......UCCGCAAAC................................
Sli-1-1 GGCUGUAAUAU......U.UCU.U..C......AACUUGGCAAA.CA.UG.CUGAAA.AG.UAU..GGAC.GCAAAGUCU.C.CGGCCUAAGG...GAA....................................
Nsp-2-1 UAAUUCCCUUC......A...C.AAAG......UUAAUGCCACC.CU.UA.CUGCAA.AG.UAA..GUCC.GGAAAGCCAAC.GGAUC........UCUUCAUUGA.............................
Hgr-1-1 UCAGUUCUCAU......U.CA..UGAG.......GCAAGGCACA.CC.UGCGCGAAA.GC.CAG..GGUC.GCAAAGCUA.C.CGGUCUAC...GUCCAGAC.................................
Oba-1-1 AAGAUAGAAUA......U.UG..C..G.......GCUGGGCAAA.CU.UA.CUGAAA.AG.UAA..GGAC.GCAAAGCCU.C.CGGCCUACG..GUCUUCACGG...............................
Msp-2-1 ACUGACCGCCG........UU..AUUG........AAAGGCAAA.CC.UG.CUGAAA.GG.CAG..GGAC.GCAAAGUUU.C.CGACCUAAG..GGCAUAUG.................................
Msp-3-1 ACUUAGCGCCG........UU..AUUG........AAAGGCAAA.CC.UG.CUGAAA.GG.CAG..GGAC.GCAAAGUUU.C.CGACCUAAG..GGCGCAUG.................................
Sli-1-2 CUGGCAUGUCG........GU..AUUG......AUAAAGGCAAA.CC.UG.UUGAAA.AG.CAG..CGAC.GCAAAGUUU.C.CGGUCUAAGG...CAAAAAA................................
Nmu-1-1 AUAUUUCUGCC....G.U.A.C.C..G......UAAAAGCCACA.CC.CG.UCGCGA.GG.CGG..GGCC.GGAAAGUCC.C.GGAUU......UGCGCAAUUGAAGGGAACUCGCG..................
Mfl-1-1 G..AAUAGUCA....A.A.AA..U..G......UUAAGGGCAAC.CUUGG.UUGAAA.AA.CCAA.GGAC.GCAAAGUCA.C.CGGUCUAAG..GUAAGCAGCUUGCU...........................
Msp-3-2 GCGUUAAUAGA....U.G.CA..U..G.......AAAAGGCAAA.CCCGU.UUGAAA.GA.ACG..GAGACGCAAAGCUA.C.CGGUCUAAG..GAGCAA...................................
Msp-2-2 GCGUUAAUAGA....U.G.CA..U..G.......AAAAGGCAAA.CCCGU.UUGAAA.GA.ACG..GAGACGCAAAGCUA.C.CGGUCUAAG..GAGCAA...................................
Neu-1-1 A.UCAUGCUGU......A.AC..C..G......ACAAAGGCUAA.UC.UG.UCGUAA.GG.CAG..GGGC.GCAAAGUUU.C.CGGUC......CUGAUCCAUGAUC............................
Neu-2-1 C..AUCAUGUA....G.A.AC..C..G......ACAAAGGCCAA.CC.UG.UCGUGA.GG.CAG..GGGC.GCAAAGUUU.C.CGAUC......CUGAUUGCAUC..............................
Hgr-1-2 ACUAGAAUGCG........GAU.C..A.....CACAAAGGCACA.CC.CGAGCGAAA.GC.CGG..GGUC.GCAAAGCUU.C.CAGUCUAAA..GUAGCUCGCGGACCGCGAGCC....................
Tde-1-1 GUUAUUGAUGG...AA.U.CC..C..G.......AAAGGGCAAA.CC.CG.CCGCGA.GG.CGG..GGGC.GCAAAGCGA.C.CGGUC........UCGAAAGA...............................
Sde-1-1 UAUUUUUAUAG....U.A.AC..C..A......AAAAAGGUAAA.CC.CA.UCGAAA.GG.UGG..GGGC.GCAAAGUUU.C.CGGUCUAAG..GGGCGAAAGC...............................
Hgr-1-3 GUUGCCUAUAC....U...UU..CUUC.......CCAAGGCACA.CC.UGUCCGAAA.GG.CGG..GGUC.GCAAAGCCA.C.CGGUCUAACG.CAGCGGCGCGAAGCGCAC.......................
Asp-3-1 CUAUACUGAAA....A.GCAC..U..G.......AAACGGCACC.CC.CGUGCGAAA.GC.CGG..GCCC.GCAAAGUCA.C.CGGUCUACC..GGUACCGAGAGCAUGUCUCGGCA..................
Nmu-1-2 GCUGCAAUUUU...UA.A.UC..U..G......UAAAAGGCAAA.UC.UC.GCGAAA.GC.GGG..GGAC.GCAAAGUCA.U.CGGUCUACC..GGGCUCAAGGC..............................
Nsp-1-2 CCCAAAGUCGC......A.CUA.U..G......AAAAAGGCAAA.CU.CU.GCGAAA.GC.GGG..GGAC.GCAAAGUCA.C.UGAUCUAAA..GGGCAAAUGC...............................
Nsp-2-2 AUAAGUAUUGC..........AAUUUG......AAAAAGGCAAA.CU.CU.GCGAAA.GC.AGG..GGAC.GCAAAGUCA.C.UGAUCUAAA..GGGCAAAUAC...............................
Nsp-1-3 GUUAGUUCUGU......AACU..U..G.......AAAAGGCAAA.CU.UU.GCGAAA.GC.AGA..GGGC.GCAAAGUCA.C.UGAUCUAAA..GGGAAAGCUC...............................
Bba-1-1 GAGCUGUCAAA....G.G.UC..U..G......UCAAGGGCAUC.CC.GC.GCGAAA.GC.GCG..GUGC.GCAAAGUCA.U.CGGUCUAAA..GGGCUUCGGU...............................
Mun-1-1 GAAGUCCGAAC......ACAGC.U..G.....AACCAGGGCAAA.CC.CG.UCGAAA.GG.CGG..CGAC.GCAAAGUUU.C.CGGUCUAAC..GGGUGACAACAC.............................
Rge-1-1 GCCGCCGCAAG......GCGGC.C..G........AUGGGCAAA.CC.CG.GCGAAA.GC.CGG..GGAC.GCAAAGCUU.C.CGGGCUACG..GGCGGCAACG...............................
Rbe-1-1 GCCGCCGCGAG.....GC.GGC.C..G........AUGGGCAAA.CC.CG.GCGAAA.GC.CGG..GGAC.GCAAAGCUU.C.CGGGCUACG..GGCGGCAACG...............................
Rge-1-2 CGCUUAGCAUG......C.GC..C..G.....CAUCAGGGCACA.CC.CGUGCGAAA.GC.CGG..GGUC.GCAAAGCUU.C.CGGUCUAAC..CGUCCCCCCGAGCGGGA........................
Jsp-1-1 AUGCAUGAUUA........AU..UCUG.........AGGGCAAA.CC.CG.UCGAAA.GA.CGG..GGAC.GCAAAGCCA.C.CGGCCUACC..GCGCGCAAGC...............................
Asp-3-2 AGGAUCGGCCG............C..A.......CAAAGGCACA.CC.CGUACGAAA.GU.CGG..GGUC.GCAAAGCUU.C.CGGUCUGAGA.CCUCGUGCGCGAGGG..........................
Aar-1-1 GCGCUGUCGGC...AG.C.UC..U..G......AAAAAGGCAAA.CC.CG.UCGAAA.GG.CGG..GGAC.GCAAAAUCA.C.CGGUCUACAG.GGGUCGC..................................
Dsu-2-1 CUAAUGUUGGC........GCC.AUUG......AUAAAGGCAAA.CC.CGUACGAAA.GG.CGG..GGGC.GCAAAGUCA.C.CGGUCUACC..GGGCGUCGGCAAGGGCGC.......................
Mun-1-2 UUAAGCGAUUC.....GA.AG..CU.G......AAAAAGGCAAA.CC.CG.UCGAAA.GG.CGG..GGAC.GCAAAGUCA.C.CGGUCUAAU..CCGCGCGUGCGC.............................
Rsp-1-1 GGGUUCUCACC........CA..GAGG.......UCUGGGCAAA.AC.CG.GAGUGA.UC.CGG..CGAC.GCAAAGCUA.UAGGGAC......UUCGCUGGACG..............................
Rpi-1-1 GGGUUCACACC........CA..GAGG.......UCUGGGCAAA.AC.CG.GAGUGA.UC.CGG..CGAC.GCAAAGCUA.CAGGGAC......UUCUCCAGAAG..............................
Bsp-1-1 GGAUGCCGUUA...GC...GC..A..G.......UUUGGGCAAA.CC.CG.GAGCGA.UC.CGG..CGAC.GCAAAACUA.UAGGGAC......UCCCUUGCGG...............................
Bph-1-1 GAUGCCGUAAG......C.GC..A..G.......UUUGGGCAAA.CC.CG.GAGCGA.UC.CGG..CGAC.GCAAAGCUA.CAGGGAC......UCCCUUGCGG...............................
Sde-1-2 UUCAGGACACU........U.U.CAGG......AUUAAGCCACA.CC.CG.UCGCGA.GG.CGG..GGUC.GGAAAGCCA.C.GGGUCUUAG....AACAA..................................
Sli-1-3 UUACACAUCAA....C.G.CC..U..G.......CAAGGGCAAA.CC.CG.UCGAAA.GG.CGG..GGAC.GCAAAGUUU.C.CGGGCUAAAG.GACAUGUUCCUAUUCGACAUCAGG.................
Nmu-1-3 GUUAUAGCCGG........UCAGG..A......ACAAAGCCAAA.CC.CG.UUGCGA.AG.CGG..GGAC.GGAAAGCUG.C.GGGUC......UCCAAGCAAGCG.............................
Ssp-3-1 ACGGUUAUACU.....GU.AU..U..G......AAAAAGCCAAG.UU.CA.UCGCGA.GG.UGG..GUAC.GGAAAGUUA.U.GGGUCUCA.....CGUA...................................
Ssp-4-1 UUAAAGUAUGA....U.A.CGA.U..G.......AAAAGCCAAA.CC.UG.CUGUGAAAG.CAG..GAGC.GGAAAGUUG.U.GGGUC......UUCAUUUUG................................
Ssp-3-2 A...CUAAUUA........UUACUUUA......AUAAAGCCAAA.CU.AU.CUGUAG.AG.AUA..GGAC.GGAAAGCAA.U.GGGGCUCAA....GUA....................................
Cba-2-1 AUACUCUCUGU.........U..AUUG.....UAUUUAGCCAAA.CU.UA.UUGCGA.AA.UAA..GGAC.GGAAAGCUG.U.GAGUCUUA...AAUUUUGUGUAAAA...........................
Nsa-1-1 AGAAUAGGCUG....U.U.UCGAU..G......UUAAGGCCAAA.CC.CG.CCGUGA.GA.CGG..GGAC.GGAAAGCCA.U.GGGUCUAAGG.AGAGUGUCU................................
Nsa-1-2 AAAUAUAAAGC....U.A.CU..A..G......AAAAUGCCACC.CC.UG.UUGCGA.GG.CAG..GUUC.GGAAAGCCA.U.GGGUC......UUUGAUACUGUCACUUGGCAGUAAAU...............
Ssp-3-3 AUAAAAAUUGA........UA..A..G.....AUAAAUGCUACA.CC.UG.UUGUGA.GG.CAG..GGUC.AGAAAGCCA.U.GGGUC......UUUCAUACUAUCAUUUGAUAGUAACA...............
Ssp-4-2 AAUUGUCUAAA.........AAAU..G......AAAAAGCCAAA.CU.UG.UUGUGA.GA.CAG..GGAC.GGAAAGUUA.U.GGGAC......UUUAGAAU.................................
Ssp-4-3 AAUUUAAAGAA......U.GAA.A..G......AAAACGCCACC.CC.UG.UUGCGA.AG.CAG..GUUC.GGAAAGCUA.U.GGGUCUUUG....AUGCUGUCGCCUGGCAGCAGACGAGAA............
Ssp-4-4 AAUAAUAUAUA....C...UA..AAAG......AGAAAGCCUC..CC.UG.UUGCGG.AG.CAG..GUCC.GGAAAGCUA.U.GGGUCUGUGA...GCUGUCAUGUGACAGCAGA....................
Ssp-3-4 AUAUGAUACUU........UU..G..U.....AAAAAAGCUACA.CC.UG.UCGUGA.GA.CGG..GGCC.AGAAAGCCA.U.GGGUCUUGCA.UACUCUAUUUAUAGAUGUGGA....................
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Sku-1-1 UAAAAAAAAUG.................AAAAUUCAAAGCCAAA.CC.UG.CUGUGA.AG.CAG..GGAC.GGAAAGCCG.C.GGGUCUC......AAAGCGA................................
Ssp-3-5 UUAUUUUCACA....U.U.U.A.A..G......AUAAAGCCAAA.CC.UU.UUGAAA.AG.AAG..GGAC.GGAAAGCCU.A.GAGUC........UUUUAGA................................
Ssp-3-6 UAAUUUAGUAU...UA.C..AG.A..G......AAAAAGCCAAA.CU.UA.CUGUGA.AG.UAA..GGAC.GGAAAGCCA.U.GGGUCUCU.....AGCA...................................
Ssp-3-7 AAAUCAAUUAU....U...AAU.G..U......UAAAAGCUAAA.CU.UG.UUGUGA.AG.CAA..GGAC.AGAAAGUCA.U.GGGUC......UUUAGUGCA................................
Ssp-3-8 AUAUAAUGUAU................CAUAAUAUAAGGCUAAA.CU.CA.UUGUGA.AG.UGA..GGGC.AGAAAGUUA.U.GGGUCUCAA....UGCA...................................
Ssp-3-9 UAAUACAUAAC.....GU.UAAAU..U.......AAAAGCUAAA.CU.CA.UUGUGA.AG.UGA..GGAC.AGAAAGCCA.U.GGGUCUUA.....UAAA...................................
Ssp-3-10 CCCAUAUACCU........UC..AUUG......AAAAAGCUAAA.CC.UA.UUGUGA.GA.UAG..GGGC.AGAAAGCCA.U.GGGUCUUA.....UUUUUGA................................
Ssp-3-11 GUUUCAGAAAU......AAAA..G..U......AUUAGGCCAAA.CC.UG.UUGUGA.AG.CAG..GGAC.GGAAAGCUU.C.AGGUC......UUUUGAAAAG...............................
Ssp-3-12 AAGGUAAAAAG............AUUG.......AAAAGCUAAA.CU.UG.UUGUGA.AG.CAA..GGAC.AGAAAGUCA.U.GGGUCUUGA....UG.....................................
Ssp-4-5 G.UACUAU............A..U..UAUCUAAUAUAUGCCAAA.CC.UG.UUGCGA.AA.CAG..GGAC.GGAAAGCCA.C.GGGUCUC......AUGAA..................................
Ssp-3-13 AUUUAUUAAAUAUUAU.......U..G.......UUGUGCCAAA.CU.UG.UUGCGA.AG.CAA..GGAC.GGAAAGCCU.C.CGGUCUCA.....AGUA...................................
Ssp-3-14 UUUUCAUCAAG......U.U...AGUG.....AAAAAAGCCAAA.CC.UG.UUGUGA.AG.UAG..GGAC.GGAAAGCCA.A.GGGUC......UCAAUUUUAAU..............................
Ssp-3-15 AAUUCAAACUU.A.......U..UUUG.......UUGUGCCAAA.CU.UG.CUGUGA.AG.CAA..GGAC.GGAAAGCUA.U.GGGUC......UUUAAG...................................
Ssp-3-16 UUUUUAAAUAUUAU.........UUUG.......UUGUGCCAAA.CU.UG.UUGUGA.AG.CAA..GGAC.GGAAAGCCA.U.GGGUC......UUACACUGUA...............................
Ssp-3-17 ACUUUUAAAUA...G....UAU.U..G......AUUGAGCCAAA.CU.UG.UUGUGA.AG.CAG..GGAC.GGAAAGCUA.U.GGGUC......UUAUGAAAU................................
Ssp-3-18 AUGAUACAAUG.......AU.GCA..G.....UAAAAAGCCAAA.CU.UG.UUGUGA.AG.CAG..GGAC.GGAAAGCUA.C.GGAUC......UUAUUUUAUGUAGAU..........................
Sau-1-1 ACGUGUUAUUA........AA..CUAU......AAUUUGCCAAA.CU.UA.UUGUGA.AA.UAA..GGAC.GGAAAGCUU.U.GAGUCUUAA..UUAGUAAAUU...............................
Ssp-5-1 AUGAACACACA........AA..AAAG......UAAAAGGCAAA.CC.CG.UCGAAA.GG.CGG..AAUACGCAAAACUA.UAGGGUCUUAC..CCCGUCA..................................
Ssp-5-2 AUUAACACACA........AA..AAAG......UAAAAGGCAAA.CC.CG.UCGAAA.GG.CGG..AAUACGCAAAGCUA.UAGGGUCUUAC..CCCGUCA..................................
Ssp-5-3 UUAUGAACACA.......CAAA.A..G......UAAAAGGCAAA.CC.CG.UCGAAA.GA.CGGA.GCGC.GCAAAGCUA.UAGGGUCUUAC..CCCGUCA..................................
Tli-1-1 UUACUAACUGA......A.AGC.U..G......ACAAGGGCAAA.GC.AG.GCGAAA.GC.CUG..CGGC.GCAAAGCCC.A.GGGUCUAAG..GCGCACAUUUCGC............................
Tli-1-2 CGGAAUAAGAG....A.A.UC..C..G.......AAAGGGCAAA.AC.CG.CCGAAA.GG.CGG..UGGC.GCAAAGCCA.A.GGGUCUAAA..GCCUUUAAAG...............................
Ssp-5-4 UCAAUGUAAAU...UA.U.CA..C..G......AAAAAGCCACA.AC.UG.CCGAAA.GG.CAG..UGCC.GGAAAGCCA..AGGGUCUAAG..ACGAAA...................................
Ala-1-1 G.....ACAAA....C...GU..CAAG....AUUAAAAGGCAAA.CU.UA.AGGUAA.CU.UAA..GGAC.GCAAAACUA.AAGGGUCUAAU....UAGUAAUA...............................
Ala-1-2 AAUAUGAGCGU....A.U.CA..U..A......AAAAAGGCAAA.AU.UA.GGGUAA.CU.UAA..UGAC.GCAAAACUA.CAGGGUCCAAA....UUA....................................
Ala-1-3 C...AUACAUC........CA..A....AUUAAUAUUUGGCAAA.CU.AU.AUGAAA.AU.AUA..GGGC.GCAAAACUA.UAGGGCCU......UG......................................
Mba-1-1 UCAUGGCGUUC...................AUAAAUAUGGCAAA.CU.CU.UUGAAA.AA.AGAA.GUAC.GCAAAGCUA.UAGGGCCU.....UCAUCAAUUAU..............................
env-1 AAAAGUAUAUU....U.U.AA..U.........UUCUUGGCAAA.GU.AA.UGGAAA.CA.UUA..UGAC.GCAAAGCUA.UAGGGCC........UUUUAAAU...............................
env-3 AAAAGUAUAUU....U.U.AA..U.........UUCUUGGCAAA.GU.AA.UGGAAA.CA.UUA..UGAC.GCAAAGCUA.UAGGGCC........UUUUAAAU...............................
env-7 AUGAUUCAAAG......A.UA..U..U.......UUACGGCAAA.GU.AA.UGGAAA.CA.UUA..UGAC.GCAAAGCUA.UAGGGCCUGU.....UAAAU..................................
env-9 UCAUGGCGUUC...................AUAAAUAUGGCAAA.CU.CU.UUGAAA.AA.AGAA.GUAC.GCAAAGCUA.UAGGGCCU.....UCAUCAAUUAU..............................
env-11 UCAUGGCGUUC...................AUAAAUAUGGCAAA.CU.CU.UUGAAA.AA.AGAA.GUAC.GCAAAGCUA.UAGGGCCU.....UCAUCAAUUAU..............................

...........<<<<<.<.<<..<..<............<<....<<.<<.<<.....>>.>>>..>....>>..<<<<..<.<<<<<......<<.......................................

...........?????.?.??..?..?............22....?2.22.22.....22.222..?....22..?222..?.22221......?2.......................................qa qa qa qa qa qa qa qa qa qa qa------ qa- qa qa-- qa--R------ qa qa qaR qaGGCAAA-CY- qa qa- qaYG qaRA-R qa- qa qaR--RGRC-GCAAAGYYR- qa- qaGGYC qa qa qa--- qa qa qa qa qa qa qa qa qa qa-------------------------------
5′

alignment positions 215 · · · 394

Ama-1-1 ...................................GGUAU.GGAUGCU.GCUAGUGU..C...GAAG.G.G.AC......UUUCCUUAAUCUCAGUG.GAUGCCCUCUGCAAUAUCUUUUGCAGAGGGCAUUGCUGCUUUAAAGCGUUUUAAUCGAUUCGCUUAAGUUCAGAGAAUUUUG
Ama-1-2 ...................................GGCAU.GAUGGUC.GUUAAUAC..C...GAAG.G.G.......ACUUUAUUUUUAUGGUGGGUACAUUACCCUACGCUUUAGUACGCACCAUAGCCGAACAACACAAUUCUUGCAGUUUCUACCAAUAUCUCGAGAUCUAGGUUU
Rba-1-1 ...................................UUCAG.GAAAGCC.G.AGUUGC..CGUGGAAA.G.A.......ACUCUACGUCGUUUC.....GAUGUGAAACACGUUUGAGUUUGAACCGAGGCUUGUCAGUUUGAUUUCCAUUGACGAAGGCUGUUGUCACCUGGGUCGGUUC
Bma-1-1 .........................................GGACGCC.A.GGCUGC..C...GA...A.G.GGU...GCGCUCGCGAAUGUUCGCGGCGGUAAGAACCACGGAGGCGAGAGUGAGGGACAUGGCGAAAUUCGUCGUAGGUUGAUUUUCAGUUGCAUUUUGCAGGCCGGC
Pst-1-1 ...................................CCGAU.GGUAGCC.U.GGCUGC..C...GAAA...G.GG....UGUCGACGAGUUGGAACUACAUCGCACAGCGAUGUGCCUCCAGUUACGAGACGACCUGACAGGCGAGAUAACGAGAACGAGGCGAGCUUCGUCUGUUGUUUU
CMe-1-1 ...................................CU....GACAGCG.G.GGUUAC..C...GAAG.A.A..A....GGAAGGGCGGCACCACCCACCGCUCCUCUCGGAAAGCGACCUUCCGACAAGGAGCGGUGUUCAUGAAAACUACAGUUGCUGUCGCCUUGGCUCUCACGCUGA
Asp-1-1 .........................................GUCGGCU.G.GGCUAC..C...A....C.C.GA....ACGAACAGGGGAACAGAUAUGCGCAGCAUGCUUCAGCUCGUGGGCGGCGUCGCGGCGGCCGGCGUGGUUGCCGCCGGAGCCACCGCUUUCACCGCGCCCGGC
Cfi-1-1 .........................................GUCAGCC.G.GGCUGC..C........G.A.CC....AGGGGGCCUUCCACAUGCACGCCAUGCACUGGCGCGCGCCCGCGCGCACGCUCGUCCGCACCCGCACCCGCACCCACACCCGCACCCGAAUCCGCACCGGCG
[gi-1-1 ...................................AG....GUCAGCC.G.AGCUAC..C...GAAC.G.A.CA....GGAGAGAUCGAUCAUGGCGAUCACCACCUCGCACACCGAGUCCCAGCUGCAGCAGGGCGCCCUUCUGACCCCCGGUGAGGUCGCGGUGCUGUUCCGCGUCGA
Cfl-1-1 .........................................GUCAGCC.G.AGCUAC..C...GAAC.G.A.C.....AAGGAGUACAGCCCAUGGCUCUUCACACCACCGAGGCCCCCCUCACGCAGGGCGCCCUGCUCACCCCCGGCGAGGUCGCCGUCCUGUUCCGCGUCGACCCGA
[gi-1-2 .........................................GUCAGCC.G.GGCUAC..C...GAAGA..........GACAGGAAGUUUCAUGGACCAGACCGGGUUCCCCCUCGAGCCGUCUCAGUCCCCCUCCCUCAGCCCCGCAUCGUCGCCGCUCGCCCGCGCUCAGGCGUGGGC
Cfi-1-2 .........................................GUCAGCC.G.GGCUAC..C...GAACAG.A.......CAGGACCCGUCAUGGACUCCCGUGGUUUCUCCGUCGACCCCUCCGACGCCACCCCCUUCAUCCUUCCGGCUUCGCGCCUGCAGGCCUGGGUGGCCCUCGCCG
Cfl-1-2 .........................................GUCAGCC.G.GGCUAC..C...GAAC.G.A.......AGGGGUUCGUCAUGGACCAGCGCAACUCGGCCGCAGAGCCGCACGAGGUCCGGCCGCAGGUCAUCCCGCUCGGCCGCUGGGCAGCCAUCGCCGCCCGCCUCG
Cfi-1-3 .........................................GUCAGCC.G.AGCUAC..C...GAAC.G.A.CA....GGAGAUCCAUCAUGGCCGUGACCACCCCCGCCACCGACGCCCCGCUCUCGCAGGGCGCCCUUCUGACGCCGGGUGAGGUCGCCGUCCUGUUCCGCGUGGACC
Asp-1-2 ...................................GA....GGUUGCC.C.AGCCGC..C...GAAG...G.A.....GACAGGAAGAGAAUGGGUCAUCGACCAAUCCAAGCGGCGUCGCACGAGCGAGUGCCGUUCACGUUCUGGGGACGACCUCGGAUCCGGACAGUUCUGGCGACC
Ami-1-1 ...................................GA....GGUAGCC.C.AGCCGC..C...GAAG.GAG.......AAAGAAACACAUGCGCUAUCCACAAGCCCAUGCGGCCAAGAGCGGCUCGAUUCCGUUCGCGCUGCGUGGUAAGAAAUCCAUGCGGACCGCCCUGUCCGUUGC
Gob-1-1 ...................................CA....GGUCGCC.U.GGUUGC..C...GAAG.G...G.....CAUGGCGGUGAAAACCUGUCCAUCCCUGGGGGCGUGGGGUCACACCCGCUCCCCUCCGCGCGCCGGAACACGGGCUCACGCCCGGUGCCGCCAGCGCACGCC
Esp-1-1 ...................................AGAAG.GCCAGCC...AGUUGC..A........C.G.UG....AAUUUUCGCCUGUGAUUCGCCUAUCGGCCCUCUUUUCUUUUUGGGUUCAACACGUCUUAGAUUUCGGGUGAGACGCGCUACAUGCGCGCUCGUUCUUGUAUC
Esp-1-2 ...................................GAUGG.GUCAGCC...AGCUGC..GGUCU....U.........UCUUUUCGCGCAGUAUCCUACCAAGUAGGGGCCAUUCCGUCGAAGCAUAGGUCCAGCGUGGAAGGCACCCAAAUGCACACUAAACGUUCGAGUAAAGCUCAC
Oul-1-1 ...................................AU....GGCAGCC...AGCUGC..G...G....U.U.U.....CUCUGAGGGGAUCGUGGCUGGUUUUUCAUACGUCGUGGCCUGUCUGUCCACAGGAGGAGGAUUAUGUCCAUCACAAGCAAGCUAAGCAGGGUCCUGACGCUG
Osp-1-1 .....................................GGG.GGCAGCC...GGCUGU..U...U....U.U.......GCGCGAAGUCGUCGGACGAGCACACAUAGCUGGGAGGACGGCACACCAAUUAUCCCAAAGCCGGCGUCAGCCGGAUGAAUAGGGAGCGAAGAUAGUACGUGG
Sex-1-1 .........................................GGCAGCC...AGCUGC......GA...U.U..CU...CUCAAGGGUUGCGGCUGGCUGCCGCUUGUUUUACUGCGAAGGAGGGGGCAUGAAGGCGUUCGCCAUCGUGUUCGCGUCGAUCGUUCUGCUCGCGUGCGUCGC
Esp-1-3 ...................................GGCAU.GGCAGCC...AGUUGC.....................AAAGAACGAGUGAGGGACUGUACUCAGUUCCGGCUGUUUUGCGCGCUGGCCGGCAAGGGAGUACGGUAUGAACGCGAAACGAUCAUUCUUAGUCGGCACGUU
Sex-1-2 .....................................UAU.GGCAGCC...AGCUGC..AACU...............CUCGUAAAGGUUGCGGCUGGCUGCCGUUUUGUAUAGCGAAGGAGGAGGCAUGGGGGGGGGUUCUCCGCUUUUAGAGCUCACUGCCUCGCUGCGUGCAGCGGU
Cba-1-1 .........................................GGCAGCC...AGUUGCA.CA..GUU............CCCCUUUCGGGGAGCCACUGCAGCUGGCUGCUUUUUUAUUCUCCGGUUCAGCUUGCAGGUUUUGCUCGCCUUGCGUUGUUGGCGAGCGGGGGUCAUAAGCAU
Cwo-1-1 .........................................GGCCGCC.G.GUCCGC..C...GAAA...G..G....ACGUCAGAUGUCACCAGCU.CACCAGUGCGCGCGCCCCAAGCGGCGUGCGCUCGCCGCCGCAGCGCUCGCCGCCGCAGCCACAGCCGUCGCCGGGCCCGCCG
Psp-1-1 ...................................GA....GGAAGCC.G.GGUCGC..C...A....C.C.GG....GGUGCAGUGAUGGACCCCGCGGCAGGAGUCGCGGAGCUGGCAGCAGGAGAACCACAAGGUCCACCACACAGGAGCACAACGUGUCUUCAUUCAUCCACCGGA
Sth-1-1 ...................................GA....GGCCGCC.A.GGCUGC..C...AGCA.C.........UCAAGACAGCAGCGGGUCCGAGUGCGGUAUUCCGCCCCCUCCUCCCGGGACGCCAAAUCGGUGGCACAGGGAUUGGGAGUGGAGCGGAAAUAUGAAGGAUCA
Nho-1-1 ...................................GA....GAUGGUC.A.GGCUGC..CAGU.......G.AU....GGCGGAUAGGCAUCUGUU..UGCCUGUCGCGUUCCGCGCACGCUGGGAAUGCCUCCGGCAUACCCGCCACCGGCGGUCGAGUGGAGCAGACAGGUGAAGCGA
Nho-1-2 .........................................GUUUGCC.C.CGCUAC..C...GAAG.C.G.A.....GACGAGCCGUACGCAGGCCCGCCUGUUCUGCCCGUUCCCGGUCGGAAUUCGCGGUUUUUUGUCUGCCGUGCGUCGUAGAAGGGCCCGAACCGAUGUCUUUCG
Nho-1-3 .........................................GUUUGCC.C.CGCUAC..C...GAAG.C.G.A.....GACGAGCCGCACGCAGGCCCGCCUGUUCUGCCCACUUCCGGCAGGGCCUUAUGGAUUUUCCGCCUGUCGUGCAUCGUAGAAGGGCCCGAACCGAUGUCAACC
Csp-1-1 .....................................UAU.GGAUGUG.C.UAAUGC..C...GAAG...G.AC....UUUUCUUUAAGAUCCCAU..CAGCUCUUCCGGCGUUGGGAACAGUUUUCCAUUGACAGUCUGGACAAACAACAACCUGGUCAUCGCAGCUAUAGCAAUUCUA
Csp-1-2 ...................................GGUAUGGACAGCA.C.UAAUGC..C...GAAG...G.AC....UUUUCCUCUAAUUUUUAG..ACGUACGCCUGGACAUCAGGACUUAUCUUUAUCGUUCCAAAAGGGACAUAUUGACAAACAUCAUCUUUGUUGAGGGAAUUUC
Csp-1-3 .........................................GGAUGUG.U.CAAUGC..C...GAAG...G.AC....UUUCUCUCAACCUCCCAU..CAACUUUGCAGGGAUGGGAACGAGUUUGCAUCUUAUGGUCUACCGACCUCAACAGUCCCCGUAGGCUUGGUCUUUUGCUAAU
Csp-1-4 .........................................GGAUGUG.U.CAAUGC..C...GAAG...G.AC....UUUCUCUCAACCUCCCAU..CAACUUUGCAGGGAUGGGAAAGAGUUUGCAUCUAUGGUCUACCUCAACAGUCCCCUUGGGCUUGGUCUUUUGCUGAUUGAGC
Csp-1-5 ...................................GGUAU.GAACGUG.C.UAAUGC..C...GAAG...G.AC....UUUCCCUCAAUAUCCCAU..CAGCUUUUUUGGCGGUGGGAAAACUAUUUCACGCUCAGGACAAGAUUGUCCUCCACCAAGCUCCCAGACCUAAGGGCCAAGA
Csp-1-6 ...................................GGUAU.GGACGUA.C.UACUGC..C...GAAG.G...A.....CUUUUCUUUAAAAUUGAUC.CAGGCUGAAACAAGGCAUUAUCCGAAGUGUAAGCGUCUUCUUUAAUUUGUUGAGGAUGUAAAUAAGUGCCUGGUUAAACCGA
Csp-1-7 ...................................GGUAUGGAUGAUA.C.UAAUGC..C...GAAG.G...AC....UUUUUAUGGUUUUUGUAA..AAUUUGCAUCAAUAUAGCGUGAAGCAUGAUCUACUGCUAACUUUAGCCACCAGUAGAUCAAUAGCCCGAUCGCGGUUAUUUA
Csp-1-8 ...................................GGUAU.GGAUGUG.C.CAAUGC..C...GAAG.G...AC....UUUCUCUCAACCUCCCAU..CAGGUUUUACUGGUGUGAAUUAAUUUGUGCCAAUAGGCAGUAUAGACAGGAAGCCAUACCUUAGUCAUUUUGACCGGGUCUG
Csp-1-9 ...................................GGUAU.GGAUGUG.C.CAAUGC..C...GAAG.G.G..C....UUUUCCCUAAGCCUCCCAU.CUGCUUUCUGUGGCAUUAGGGAAUGUUUUCUCUCCUUCGAAAACUUAGAAUCAGGAAAACCCCACAUCUUAAGAGCUGCCAU
Csp-1-10 ...................................GGUAU.GGAUGUG.C.CAAUGC..C...GAAG...G.AC....UUUUCCCUCAGCCUCCCA..UCGUUGGUCUGAUUGCUAAUACCAUGCCCGUCCCAGGGCUAAGAGCCGGGGUUGUUGCCAAGACUGCCAACUGGGUCACCGC
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Asp-2-1 ...................................GGUAU.GGAUGCU.GCUAGUGU..C...GAAG.G.G.A.....CUUUCUUUAUUUCUCAAC..AAUGCCCUCUACCACUGUGUAGAGGGCAUUGUUGUUGUGGUAAAUUUUUCGUGAGAGCUGCAUCAAAUCCCCAACACUAAUU
Asp-2-2 ...................................GGUAU.GGAUGCU.GCUAGUGU..C...GAAG.G.G.AC......UUUCCUUAAUCUCAGUG.GAUGCCCUCUGCAAUAUCUGUUGCAGAGGGCAUUGCUGCUUUAAAGCGUUUUACUCGAUUUGCUUAAGUUCAGAGAAUUUUG
Asp-2-3 ...................................GGCAU.GAUGGUC.GUUAAUAC..C...GAAG.G.G.......ACUUUAUUUUUAUGGUGGGUACAUUACCCUACGCCUUAGUACGCACCAUAGCCGAACAACACAAUUCUUGCUGUUUCCACCAAUAUCUCUAGAUCAAGGUUU
Csp-1-11 ...................................GGUAU.GGACGUCUC.UGAUGC..C...GAAG.G.G.A.....UUUUAUAAUCAGACAAUUU.AAUACUUGCCGGGGUUCAAACGCCAUGGCUUUUGCCGAUCACCCAGUGGCGCCUAAAGUAGCGGGACAGUGUCGUUUCCUCU
Dpr-1-1 ...................................CGGAA.GUUGGCC.G.GGCCAC..C...GAAA...G.AA....GGUCACAUGAAAAAACAAGGUCUCAUCUACGCCCUGCUAGGCUUGCUCAUGGCCGGUUGCUCCAAUGGUUCUUCCCUGCCCGCCACUCCCGCAGACAGUCUG
Dgo-1-1 .........................................GCCGGCC.G.GGUUAC..C...GAAAG..........AGGAGAACACACGUGCGCCGAACCGUACCGGCCCUGCUGGCCCUGUCUCUGGGCCUGAUGUCCUGCAUGCAGGCCCCCACGCCCCAGCCGAGCACUGCCGCC
Dde-1-1 .........................................GUCGGCC.G.AGCUAC..C...GAAA.G.CA......GGGAGACACUAUGCAUAUUUCAAUCAAAAAACCGCUUCAUCUGACCAUCCUGAACGCCACCCUGCUCCUCGCAGCCUGUGGAUCUACGACACCAACCCCCGC
Dma-1-1 .........................................GUCGGCC.G.GGCUAC..C...GAAAG..........GGAGACGCUCCGUGCGCCGAAUCAUCCUCGCUGUCCUGGCCCUGCUGCCGCUCGCCGGUACCUCACGCGCCAACCCCACGCAGGCGGCGGGCUGGACAGAUC
Dde-1-2 .........................................GUCGGCC.G.AGUUAC..C...GAAGA..........CAAGGGAGUUCUCAUGCGCAAUGCAUUUCGUAAUCUGACCGCUGUAACCGUUCUGGGCCUGCUGCUCGCUUCGUGCUCGAGCGCCCCAGAGGCCCCCGUGGU
Dde-1-3 .........................................GUCGGCC.G.AGUUAC..C...G..............AAAACAAGGGAGUACCGUACCCAUGCUCUAUGCAUUCAACCCUUUGGUCGUUGCUGCUGUUUUGAGCCUGCUGCUCGCUUCCUGCUCGAGCGCUCCUGAGGC
Tca-1-1 ...................................UCUAU.GAUCGCC.A.GGUUGC..C...A....A.U.U.....AGCAUUAGAGCUAAUUGUUUGUAUAUUAUGCAAUGAUGAAGCGAUUAUAAGCUGGUUGGCAGGCGGACAGCCUGCAUUUUUGCUGUUUUUCGCGGACAACCU
Tca-1-2 ...................................UCUAU.GAUUGCC...AGCUGC..C...G....G.U.UA....ACAGGAGUUAACUGAUUGU.AUUUAGGCAGCAUUUGUCUGCCUUUUUUAUUUCGCCAUAAACAGGAAAGGAGACGGCAAAAUGACAAAACUGCUUUCCCGGU
Tca-1-3 ...................................UCUAU.GGCAGCC...GGUUGC..AU..GA...U.U.GC....ACCGGAUCCUUCUAUGCCCUUAGACAUAGAAGGACUUUUUAUUUUGAAAAAGGAGGGGAUAAAGGUAUGAGGUAUAUGGAAAGAGGUGGAAUAUGGCGUCAA
Tsp-2-1 ...................................AUGAU.GCUAGCU...AGUUGC..CAUAGAAGG..U.......AAGAUAGAUUCUUUU.....AUGUUUAAUGACACCUGUUUUUAGAUAAAAUGGCAAUCACCUGUUUGCGGUAGUGUGAGGUUGCAGUCAUUGAAUCUACGGA
Tsp-1-2 ...................................ACUAU.GCUAGCC...AGUUGC..C...GAAGA..........AAAUCUAUUCUUUGUUCGUCAUAAAUUGAUUAAAACUAACAUGAUGUGAUUAGUUAUGAACUUUUUGUGGUGCUUAAAUUAGAUGGUAACUACCCUUUAGGG
Csp-2-1 .........................................GGCAGCC...AGUUGCA.C....AA............ACGUACAAAAGCAGGCUGUUUUGUCUGUUUUUUUUAUUUCAUGAAAGGAGAGAAUAUGAGUAAAAAUAAAACUUUCAUUAAAAUAGUAGUUAUAUUUUCUUU
Csp-3-1 ...................................GAUAU.GGCAGCC...AGUUGCA.U...U....C.A.U.....UCGUGUAUGUGUACGCUAUUUUUAUGUGUGCAUUUUUUUUGUGCGCAUAAAAUAGAAACAGCACAGUAAAAAUAAAUAACGUAACAUUGAUUUGCAAUGCGA
Cra-1-1 ...................................GAUAU.GGCAGCC...AGUUGCA.U...U....C.A.U.....UCGUGUAUGUGUACGCUAUUUUUAUGUGUGCAUUUUUUUUGUGCGCAUAAAAUAGAAACAGCACAGUAAAAAUAAAUAACGUAACAUUGAUUUGCAAUGCGA
Dsu-1-1 .........................................GGCAGCC...AGCUGCAA.C..GAA............GGAGCAAUUGCAAAAAGCACUGAUUCUGUUCAUCAGUGCUUUCUUUGGGCGCAGUGCAGGCUGCACUUUUUUAUGAUGCUUAGCUGAGAAAGAAAUGGAAGU
Mel-1-1 .........................................GGCAGCC...AGUUGC..AAUC.....U.........CUCUUUUUUGUGUGCAAAAAAGGAAUCAGGUUUCUGAUGACGGCCGCCGUACAGCCAGUAUGGGGCCGUUUUUUUUGUGUGUAUCAGACAGGGGGAUUCCAU
Afe-1-1 .........................................GGCAGCC...AGCUGC......ACAGUG.U.UU....UUCCUCCGCCCUGAAAAAUGCGGAAUGGUGAGAACCGUCAGCCGUCUGUCUAUGGGACAGGCGGCUUUUCGUUGUUUUGCCAUCCAAUAAGUAAGGAGAAGU
Alo-1-1 ...................................UAUAU.GGCUGCC.A.GGUUGC......AAA............ACUGCAACCUGGCUUUUUUGUUAGCUUAAAUCAUACGGUCAGUCUGAUGCGACGGUAAAUUUACCACAGGCGAACUUUGUCAGGCAGGGAGGGUUCUGGUGA
Pfe-1-1 ...................................UCUAU.GAUCGCC.A.CGCUGC..A...UA...U.G.A.....UGAAAAGCUUAACUGCCUCAUAUCUGCGGUUAAGUUUUUUUGUGUGAUUUCUCUUCAUCGUAUAUACUAACAGGCAUGUAUUGCUGAUUUUUUUGAAAAUAA
Pfe-1-2 ...................................CCUAU.GAUUGCC.A.GGUUGC..C...GA...U.U..C....AAUGUAGAAUUGUAAUUAGCACCAGUGCGUCUUGGCCUGGUGUUAUAUUUUUACAUUUGUAUUAUUUUAGGAGGUUGGCGUGAAGCUAAAGGUUAAAGGGAA
Pfe-1-3 ...................................UCUAU.GUCUGCC.A.GGUUGC..U...AU.....A..UG...AAUUACAGUUCAUGUAACAAUCUGGUUUUUUUUAUGGAAGGAGAUGCGAUAAAGAGUUUAUGCAGCCGUCUCAACAAUUAAAAUGUAAAGGAGUUAUUUUAU
Pfe-1-4 ...................................UCUAU.GACUGCC.U.GGUUGC..A...UAAA.U.........AAAUGAUAUACAAUUUUAGUUGUAUUCUUUUUAUGCAACCGGGUAUUUUUACGUUUUAGAGAAAAGGAAUAUUUUGGUAAAUAUAUUCCGUAUGAUUUUUGC
Pfe-1-5 ...................................UCUAU.GACUGCC.A.GGUUGC......GAAU...A.U.....AAUUACAAUGUAAUUAUUAAAUUGGCACCCGCUUUCUGUAGCUGGUGCUUUAUUUCGUAUUCUUUAUUCUCUGUGUCCUUUGUGGUUCUCAUCGUAGAGCCA
Pfe-1-6 ...................................UCUAU.GAUUGCC.A.GGUUGC..UAGU...............GAAUCAUAAAUUAAGUGAAUCGUGAUGAGUUAAUUAGCACCUGCCUUGGGCGGGUGCUAUUUUUUUUGGCGGGAUAGGUCGGGUUUCAUAUAGUAAUUUGGC
Pfe-1-7 ...................................UCUAU.GAUUGCC.A.GGUUGC..C...G....U.U.UUA...GUUUAAUUAAAAGUGAACGGUCAGGGUAUAUCUCUGAUCGUUCACUUUUAUAAGUAUAUGGAGCUGUAGAGAAUCAUGGAAAGAAGUAAAGCAGAGUAUGAU
Ipo-1-1 ...................................GAUAU.GACAGCC...AGUUGU..C...GA...G.AU......UUUUGGGAGGAAGCAUAUGAUCAAAACUUUAUUCAGAAAAUUUGAUAAAAAUGAUUUUCCAGGAGAACAAAAGAAAUCAGAAAAAGAGAAAAAAUUACUAAA
Ipo-1-2 .........................................GGUAGCC...AGUUGC..A...GAAAA..........AAGGGUUUUUCUAUUUUUUGCAUAGCUAGGUAAGCUAUGCUUUUUUAUUUCGACAUUUUUAGUUAAUUCUCAAAGCUAGAAAAAUCUAACUAUACUAAUCUU
Ipo-1-3 .........................................GGCAGCC...AGUUGC..A...AAAAA..........AAAGGUUUUUCUAUUUUUUGCGUGGCCAAAUAGGUCAGGCAUUUUUUAAUUAUGGAAUAUAUUUUGAAUAACCACGAAAAAAAUAAAAGGGGUAAAACAUGG
Ipo-1-4 .........................................GGCAGCC...AGUUCC.....................CGAGGAAAAAUUCUUUGUCCCUUUUUUAAAGUAUGGAUUUCUUUCCAUACUUAUUUUAUUUUUGAGGAGAUUUUUAGCUAUGAAGAAAACUGUCUUAUUAUU
Fsp-1-1 .........................................GGCAGCC...AGUUGC..AAUUU....U.........AAAAAUACAGAGACUCUCUGUCUUUUUGUAAUUGCACUUUUUUUAUCUAAAUUAUUAAUUUAGUUAUUUAUAUAUUUUGGAGGAAAAUUUAUGAAAAAAAUA
Ful-1-1 .........................................GGCAGCC...AGUUGC..A...AUUC.U.........AAAAAUACAGAGCUACUCUGUCUUUUUGUGAUUGCACUUUUUUUAUCUAAAUUACUAAUUUAGUUAUUUAUAUAUUUUGGAGGAAAAUUUAUGAAAAAAAUA
Fsp-1-2 .........................................GGCAGCC...AGUUGC..A...A....U.U.AUU...AUUUGAAAGCAUGAUUAUUAAGAUCAUGUAUUUGAGUAAUAGUUGCAUUUUUAGUAUAUGGGGGUUAUAUAAAAAAUAUUAAGAUAUUUAGGAGGGAUAGAU
Fva-1-1 .........................................GGCAGCC...AGUUGC..A...A....U.U.A.U...UAUUAAAAAGUAUGAUUGUCUAAUCAUGAGUUUUAAUAAUAAUUGCAUUUUUAGUAUACAGGGGAAUAAAUAAAAUAUUAAAAAUUUUAGGAGGGAAAGACU
Fva-1-2 .........................................GGUAGCC...AGUUGC......AA...UUA.U.....UAUUAAAAUAUAAGGAUAAGCCUAUAUUUUUAAUAGUAGUUGCUUUUUUUAUUUUACAGACUAUUAUUGUUAUUAAAUAUUUUAUAUUUUAGGAGGAAUAUA
Fva-1-3 .........................................GGUAGCC...AGUUGC..A...A....UUA.U.....AAAUAAGGUAGAGAAAUAAAUUAUCUACUUUUUUAUAGUUGCAUUUUUUUAUCUAAAUUUUAAUUUAAUCACUUAUAUAUUUUGGAGGAAAAUUUAUGAAAA
Fsp-1-3 .........................................GGUAGCC...AGUUGC......AA...U.U.AU....UAUUUGAAAGCAUGAUUAUUAAGAUCAUGUAUUUGAGUAAUAGUUGCAUUUUUAGUAUACAGGGGUUAUAUAAAAAAUAUUAAGAUAUUUAGGAGGGAUAGA
Ful-1-2 .........................................GGCAGCC...AGUUGC..AAUU.......A.U.....UAUUUGAGAACAUGAUUAUCAGGAUCAUGUAUUUGAGUAAUAGUUGCAUUUUUAAUAUACAGGGGUUAUAUAAAAAAUAUUAAGAUAUUUUUAGGAGGGAUA
Hco-1-1 .........................................GAUAGCC...AGUUAC..C...UUAC.C.........AUCACAUUUAUAGGAGUGAUCUAUUAUGAAGAAACUAAUUAUAGUUUCGGGUUUAAUUUUCUUUCUAAUGUUUAAUACGACUCGUAUCUAUGCGUACUGGAA
Hco-1-2 .........................................GGUAGCC...AGUUGU..C...A....U.U.AU....ACGUAAAGUAUGUGUUGACAAUGGCUUUUUUGUUUGCUUUUACAAAAUCCAAGUCAGCACCUUAUAGGUUGGCUUUUUCUGUUUUAGGGAGUGAUACAAGUG
pKS-1-1 .....................................AA..GAUAGCC.C.UACUAC..C...GAAAAU.G.......GUUAUAAAUAAAUUCAGGGAAAAACAAAGAGAAAACCUUACUACGAAAAUACAUACAUAGGUAUUUUCGUAGUAAGGUUUUUUUGUUUUUACAGCCAGAAAU
pKS-1-2 AUG................................AUUAAAGAUAGCC.C.UACCAC..C...GAACAU.G.......AUAAAUAUAUUUGAAAUAAAUCAGAGAACCUUACUCUGAGAAUAUUUGACUUAAUAUUCUCAGAGUAAGGUUUUUGUGUUUUAAGAGUGCGUGUAGGAACAA
pKS-1-3 UAUGAAUUA..........................AA....GAUAGCC.C.UACUAC..C...GAACA..........UGAUGAAUACAGAUAAAACAAACAAGAGCCUUACUGUCGAAACUGUUUGUAUACACGUUUUCGGAGUAAGGCUUUUUUGUUUUUAUAGAAUUUACCCUGAUG
pKS-1-4 UAUGAAUGA..........................AA....GAUAGCC.C.UACUAC..C...GAACA..........UGAUAAAUAUAUUCGAAAUAAAUCAGAGAACCUUACUCUGAGAAUAUUUGACUUAAUAUUCUCGAAGUAAGGUUUUUUUGUUUUAUCUGAACUUGAAAUUUA
pKS-1-5 CCUAUGAAUAGUA......................AA....GAUAGCC.C.UACUAC..C...GAAC.A.U.G.....AUAAAUAAAUUUAAGAUAAAUUUAGACAACCUUACUACGGGAAUAUUCCGCCGAUUAUUUCCGGGGUAAGGUUUUUUUGUUUUAAAGGCAUUUUCAAGAACA
pKS-1-6 UAACCAGACACUUACACUCAUAACUGACACGAAGAAAUAA.GAUAGCC.U.UACUGC..C...GAAG.A.........UAUUUUCCAUGAGUAUCUUUGCAGUAAGGCUUUUUUGUUUUCAUGAUGAGAAAGGAGGCUCAACAAUAUCAUAAAGAAAGUGCACAAUUCCUUUUAAUUUUU
pKS-1-7 UAACCAGACACUUACACUCAUAACUGACACGAAGAAAUAA.GAUAGCC.U.UACUGC..U...GAAG.A.........UAUUUUCCAUGAGUAUCUUUGCAGUAAGGCUUUUUUGUUUUCAUGGUUAAAUAAGAAGGCUGAACGAUAUGAUAAGGAAAGUGCACAAUUCCUUUCGUAAGA
pKS-1-8 UAACAGACACUUACACUUAUAACUGACACGAUAGAAAUAA.GAUAGCC.U.UACUGC..C...GAAG.A.........UAUUUUCCAUGAAUAUCUUUGCAGUAAGGCUUUUUUGUUUUCAGGAAUAGUUUUAAAAAUUGUAGUUACUCGGUACUCCGUAAAAUGUUCCUGAGAUUUAUG
pKS-1-9 UAAAAGACACUUACACCCAUAACUGGAACGAUGAAAAUAA.GAUAGCC.U.UACUGC..C...GAAG.A.........UAUUUCUAUAAAUAUCUUUGCAGUAAGGCUUUUUUGUUUUAUGGCCAGCAGGAAGAGAUUUCUCAUAAUAACUACGUAUUAAUUUUAAAGUAUUUAUUAUAA
pKS-1-10 UAACAGACACUCUCGUUCAUAACUGGCACGAUAGAAAUAA.GAUGGCC.U.UGCUAC..C...GAAA.A.U.G.....UCUUACAAAUUUAACAUGAGGAAAUAUAGCCUUACUUCAGAAAAUGUUUUCAGAAGUAAGGUUUUUUAUUUUCCUGAUAGUUGCAAAAAGAUCGCAUCCAUC
pKS-1-11 ACACUUACACUCAUAACCGACACGUUGA.......AAUAA.GAUAGCC.U.UACUGC..C...GAAG.A.........UAUUUUCCAUGAGUAUCUUUGCGGUAAGGCUUUUUUGUUUUUAGAAAUAUUGGUAAAGGAAUUUUGCGGAGCUGCAAUGUAUGUUGACACUGUAUCAGGCUU
pKS-1-12 AUACUUACACUCAUAACUGACACUAUAGA......AAUAA.GAUAGCC.U.UACUGC..C...GAAGAU.........UGUUAUGGUAAAUAUCUUUGCAGCAAGGUUUUUUUGUUUUUAAGGAGGUUGCUCUAUGACACAACAAUUCCAGGAAAAAAAGUAUCCGCCACAACAUCAGGA
pKS-1-13 CACUCACAACUGACACGAUUAA.............AAUAA.GAUAGCC.U.UACUGC..C...GAAGAU.........UUUCUUACUGAAUAUCUUGACAGUAAGGCUUUUUGUUUUAAAGAAUUUCCCAUAUCAUAGUAAAAAGCGAAUUCUGAUCUGAGAGAAUUUUUCUCUUUAAAA
pKS-1-14 CAUUUAUAAUUGACACGAUAGA.............AACAA.GAUGGCC.U.UACUAC..C...GAAG.A.U.......AUUCUUCUUGAAUAUUUGGGCAGUAAGGCUUUUUUUGUUUCCAGAAGUUAUAUGAAUCAUAAUGAAAAAACGGAGUCAGUGUAGGGCAAGGCUUCAGCCUUG
pKS-1-15 ...................................AGGAA.GAUAGCC.U.UACUGC..C...GAAGAU.........UUUUUUUCAAUAAAUAUCUUUGCAGUAAGGCUUUUUUGUUUUAUGGGUAUUCCUGAAUGUUUAUGGAGUAUAACGAUAGAGUACCGUGAUACUCUAUUUCCU
pKS-1-16 ...................................AGAAA.GAUAGCC.U.UACUGC..C...GAAGAU.G.......UUUUUAACAAAUAUCUUUGCAGUAAGGCUUUUUUUGUUUCAUUAUCAUUUUACCGUAAAAUAAUUAUUACUUCUGAUAAAGCAGUUAGGAAAGAGAGAAGCA
pKS-1-17 ...................................GAAAA.GACAGCC.U.UGCUGC..C...GAGG.U....GUU..UUUAGUGAAUAUCUUUGUAGUAAGGCUUUUUUAUUGCUAAUUCAAGAAAUGGCGAUUUAUUACUUAUAAGAAUACCACCAAGGAGUUUUUAUUAUGCCGACA
pKS-1-18 ACAGACACUUACACUUAUAAGUGACACGAUAGA..AAUAA.GACAGCC.U.UACUGC..C...GAAG.A.........UGCUUUUAAGAAAUAUCUUUACAGUAAGGCUUUUUUAUUUUUAACAAACAGGGAGAGAAAGUAGCUUGCCGGUAAUUUAAAGAGAAACGCUCCUACCCAUUG
pKS-1-19 ...................................GAUAU.GGUUGCA.G.GGUUGC..C...GGAAA..........AGAUCAUCUCAUUAUAUGAUUGUUUUAGUACAAUCAUAUUUUUACAUAAACGGGAUACUGCGAUCAUAAUAUUUUCAUAUUUAUAACCUACCAGUAGUUACA
pKS-1-20 ...................................AAUAU.GGUAGCA.G.GGUUGC..C...G....G.GC.G....AAUACAGCACUCCAUAGGCCGCUGUGUUUGUUACGGCCAAAUUUUAUAAAGGGGUGCUGGCAUGUUAUUAUCUCACGUCUCGAAAUUCUUUGUAACAAUCCC
pKS-1-21 ...................................GACAU.GGUAGCA.G.GGUUGC..C...G....G.G..C....AAAUACAACAGCACUUUGCAGGUCUUGUGUUUGUUACGGCCAAAUUUUAUAAGGAGGUGCUGGUAUGUUACUAUCCCAUAUUCAAAAAGUACUGAAUCUCCC
pKS-1-22 ...................................GACAU.GGUAGCA.G.GGUUGC..C...G....G.G..C....AAAUACAACAGCACUUUGCAGGUCUUGUGUUUGUUACGGCCAAAUUUUAUAAGGAGGUGCUGGUAUGUUACUAUCCCAUAUUCAAAAAGUACUGAAUCUCCC
Sin-1-1 ...................................AA....GGUAGCG.G.GGCUGC..C...GAAG.G.AC......CAUGGUUCGAUGGAAAAGCGCCCUAUCUACAAAAACAUUGCGCAACCUUCCGACCCUGCCGCCCCUGGGCAGCCCUCCUGCCGCGCGCCUGUACGCCCGGAC
Ssp-1-1 ...................................GG....GGUAGCG.G.GGUUGC..C...G....G.A.GG....ACAAGCUGAGCACUGCUGUAAUUACUGCAUCUGAAUGACGGUUCGAUCCGGCCAGCCUGAACAGUCCGGCUGAGCGCUAUCAUUCCGCGCAGGCAUGCACCC
Sch-1-1 ...................................CA....GCUAGCG.G.GGUUGC......GAAG.G.G.......GGAACGAAUGCUGUCGGGAUAAUCGACUCGCUUAUCGCCAUGCCGAAGCUGCGGGCGCCUUUUUUCACGAAAUCCAAAUUCGAUCGUCCGCGGACCGGGUUG
Ssp-2-1 ...................................GA....GCUAGCG.G.GGCCGC..CA..GCAC...........AGGGGGCUGUAUGGACAAGUGUCGAGACUGUGAUUGCGCGCGCAUGGCGUGGCGAUCCCUACCGCUCAGCAGCUUCGUCGCAACAAGCCUUCCUAUCGGAAA
Msp-1-1 ...................................AUCAAUGGCAGCG.G.GGCCGC......AA.....A.UGA...AAAGUAUCGUUUACUCGAUUCCUUUGAUAUGGGUUUAAGACUUUGUAACUUUAAUUUUAGCGAUUUAAAAUACAAAGUGGAUGACUUUUACAGCGAUGUUCU
Lch-1-1 ...................................GCACG.GGCAGCC.G.GGUUGC..U........U...G.....CGGCACGCAGUACAGGUGCGAGGCGACAAGGGGCUCGUGGACGAGGCGUCAGCCAGACAUUCCCUCGGAGCCUGCGGUCUGGCCACUGCAUGCGAUGUGAUG
Nsp-1-1 ...................................GA....GACGGCU.G.GGUUGC..CUCU..........CUUGAAUGAUGGGGAGUCACU....GAAUCGAAAAGUAAGAAAUCAAUCGACUUCAGAUCAUUGUUCGCCAAUCAAAUGCUGGAAGCCAUCGUUCAUUUCAUUCAUU
Sli-1-1 ...................................GCUAU.GGCAGCG.G.GACUGC..G...AUAUCG.G.A.....UCUCCAUCCGGCAUCCCUCUCCCUUUGCAUAUUUCCCUUUCAACCGCUGAAGCAUGGAUCUCCAUGCAUGCCGCCAGGAUGGCGUAUUGCUUGGAAGAAUGG
Nsp-2-1 .........................................GAUGGCC.G.GGUUGC..C...U......C.UCA...CGAAUGAUGGGGAGUAACUGGAGCCGGAACCGGAAUGUUACAAAAUCACCCAAUCGACUCCAGAUCAUCAUUCAUUAAUGAGACGCCAGAAGCUCUCUUGUU
Hgr-1-1 ...................................GACAC.GACAGCG.G.GGUUGC..CAGA...............CAGUGAUGAAAGCGCCGGUGCUGGCGCCAUCCUCUGUCUGCAUGGGGUGCGCGACUUGCGCGCCCAAAACCUCCUUCCCUGUCUGCGGUGUUCCUUGCGCCA
Oba-1-1 ...................................AUCAC.GGUAGCG.G.GGUUGC..CA..G....C.A.A.....GACUAUUCCAGCAGGAGCUGGCUGUCUUGUUGACCGCGUAAGCCCUUUGUUCGACUCAUCGAUAUAACAAAGGGGUACUACCAUGACAUCACCAUUGACCAG
Msp-2-1 ...................................CCUAC.GGUAGCG.G.GACUGC..CGUUU....A.........CCGCAAGGGUGAAUGUAUUCGGCGUUUUACAAUUUCCAUGAUGUAUCACCCGCAUCAGACAUGUGAGCCCAGCGUGAGCUGAGGCUUGGCUGUCAGGCGGCU
Msp-3-1 ...................................CCUAA.GGUAGCG.G.GACUGC..CGUUU....A.........CCGCAAGGGUGAAUGUAUUCGGCGCUUUGCAAUUUCCAUGAUGUAUCACCCGCAUCAGACAUGUGAGCCCAGCGUGAGCUGAGGCUUGGCUGUCAGGCGGCU
Sli-1-2 ...................................CCUUU.GAUAGCG.G.GGCCGC..CAAAUC.............CUUUCUGAUUGCUCCAGCGAUGUUGCUUCAUGGAGCGUCAAUAUGAUGGAACAGCAGGUUCCAGUGCGCCUCCCCAAGCCAUCCCGGACGACCGAGCAGCCU
Nmu-1-1 ...................................CA....GGUAGCC.G.GACUGC..CA..G......U.AC....AUCAAAAAGCAGACUUUU..CCUCAAUUUUCCGGAGGUUUUCAAUGUUCAAGCAGAAAAAAAUAGGCGCUCUUGUUUCAGGUGCGCUCUUGAUGGCGACCGG
Mfl-1-1 ...................................ACUAU.GACAGCG.G.AACCGC..C...A....UAU..U....UGAGGAUCCCGCCUCGCCGAUCCGGCCUGGUGCGUCAAUACUAGAUAUAUCCCAGCGUCUCGCGUGAUAUACGCCCGGCACUUGCCCCUUAGCAAUAAAAAU
Msp-3-2 ...................................UCUAU.GACAGCG.G.GGCCGC..C...AAUCCU.........CCAGUAAGCCAACCGGCUGGCUGCCUUUUCGGAUAAAUUCAAUUUUUUGUUCUUAACACCGUUAAAGAACACUAUGGAUGCAAGACGAGAGGACGACAUGAU
Msp-2-2 ...................................UCUAU.GACAGCG.G.GGCCGC..C...AAUCCU.........CCAGUAAGCCAACCGGCUGGCUGCCUUUUCGGAUAAAUUCAAUUUUUUGUUCUUAACACCGUUAAAGAACACUAUGGAUGCAAGACGAGAGGACAACAUGAU
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Neu-1-1 ...................................AG....GAAAGCG.G.GACUGC..C...GAA..G.U.U.....CGCAUCCGAUUUUCCAUUC.GGGCAUGCGUGCUGAUGAGUCGGCUUUCUAUAACCCAUCUUCUCAAGGAGCCGUGCAUGGCAAAUGCAAAACCAGUUUGCUC
Neu-2-1 ...................................AG....GAAAGCG.G.GACUGC..C...GAA..G.U.U.....CGCAUCCACUCCCUUUCUU.CAUACAGGUAUGCGUACUGCGGGUCGGCUUCGUUAUAACCUAUCUUUCCAAGGAGCCGCGCAUGUCAAAUGCAAGAUCAAUU
Hgr-1-2 ...................................GCCAA.GAUCGUG.G.GGCCGC..U...G....U.C.UC....AGGGAACUUCCGCGAGAGAGCGGUGUUCUUCCCUAUUUCCCCAGGUGUCUACUUUGUGAAGCCCAUCGUUCCACGAUGGAGUGAGUUGAUGCGCCCAUCCUC
Tde-1-1 .........................................GAUAGCG.G.CGCUGC..C...GU...G.G.AUG...ACCCGUGCUGGGUCCCCAGCGUGUGCAUGCCUGUCGGGAGUUCUUCGAACGCCAGGAGCCCCCAUGUCACGUCACAGCCCAUUCCCUGUCCACCUUUCCGCC
Sde-1-1 ...................................UCUAC.GAUAGCG.G.GAUUGC..U...G....G.G.UG....AGCCAGACUGGCGCUUUCUGUCAGCCAGUCGUCGUUCCUUUUCGCCUGCAUUCUCUAUUCCCUGGACCUGUUUUUCGGCACAACCGUUGCGCUCCGCUAACC
Hgr-1-3 ...................................UGACACGAUAGCG.G.GGCUGC..CAG.GCA............UCCGUUUCUGACCGUCAGGUCCUGGGUGUCUGUCGCAGAGGUUGUUUCGGCCGUUGCAGCGCGAUUCCUUUCCCUUCCUCACGGACCGAGUGCCUUGUAGGC
Asp-3-1 ...................................CCCAC.GACAGCG.G.GACUGC..C...AC...GUU.......GAAAUCCAGGGUUGCUCAGGGAAACCGCCGUCUCAGUGGUCAUCACACCCAACCGAGAGGCCGCCCCAGCGAUGCAACACCGCCCAGGUCCCGCACUCGCCG
Nmu-1-2 ...................................CCCAG.GACGGCA.G.GACUGC..C...A....G.A.UAA...UGCCAUUUUCUUUCUUGUCGAUUCUUUGGAUGACGAGAAGCUAUUAGAACGUGUUGAGUGGAUCUCGAUGCUCCGGCUCAGUACGUUUUUCGGCACCCGGCC
Nsp-1-2 ...................................CCCAG.GAUGGCA.G.GACUGC..C...A....G.G.U.....AACGCCACUCGUUUUACUCAUGCGUGAGGAUGGACGAGUCUCGAGUAAUAAAACUUCAGAGCGUAUCCAUGCAGUUCCUACCUUAACUUUAAGGAGGAAUUA
Nsp-2-2 ...................................CCCAC.GAUGGCA.G.GACUGC..CAUGAAAC...........ACAACUCGUCUCAGUCGCAUACAUGAAUUAACAUGCAUCGAACAAAACGGCUUUGUUGCGUAUCCAUGCAGUUCCGUCCUUUUAUCUUAAGGAGGAAUCUAA
Nsp-1-3 ...................................CCAAU.GAUAGCA.G.GACUGC..C...A....G.G.UA....ACGCCACUUGUUUCACUCACGUACUUACUUAGAUAAGUCACGGGUAAUAAAACUUCAGAGCGUAUCCAUGCAGUUCCUUUCUUGAAACUCUAAGGAGGAAUU
Bba-1-1 ...................................CCCAG.GACGGCU.G.GACUGC..C...A....G.A.UC....GAGCAGGCACCCUCACAUGCUUGGGGGUGCGUGACAUGCCGGGCACGCAGGCCGUGUCCCGUGAUCCGUCCCGCUCGUUGAUCGGCAGCCACGGCCCUCCGG
Mun-1-1 ...................................CCCAU.GACAGCG.G.GGCCGC..C...G....C.UAU.....ACUGCGCCGCACGUCGCGCCCAGAACACCACGCCCCGGUGUCGGCCUUGAACGGUCGCUUUCGCGCGACGUCAAAGGUAAACAAUGAGCGCAGCUUCACCCA
Rge-1-1 ...................................CCUAC.GCCAGCG.G.GGUUGC..C...G....C.CAC.....GGGCCGUCGCCCGGGUGUCAGGCCGCGCCUUUGUGUCCCGUACGUCACGAGCGGCCGAUGCAGCGACCUGUCUUUCCCCGAACGAUCUCCCUGCGCGGCCUG
Rbe-1-1 ...................................CCUAC.GCCAGCG.G.GGUUGC..C...GUCA...C.......GGGCCGUCGCCCGGGUGUCAGGCCGCGCCUUUGUGUCCCGAACGUCACGAGCGGCCGAUGCAGCGACCCGUCUCUCCCCGAACGAUCAUCCUGCGCGGCCUG
Rge-1-2 ...................................CGCAC.GACAGCG.G.GGCCGC..C...GG...G.C.G.....AAGCCGCCUCGAGCACCUCGGACGCACGAGGUGUGACGGCAUCGUCUGUCCAUGGCGCGGCGCGCCGUGGAGACCUUUGCGUUCACGCGGGUCGGGCCCUGU
Jsp-1-1 ...................................GCUAU.GGCAGCG.G.GGCUAC..C...AAU............GCAGGGCUGACACCGCCAGUGCGCGGCACCAUGCCUCGAUGCGUUGUAGAAAUGUGGCCCUCGCCAACCCGGAGAGUUUCGCCAUGAAAAAAAUCAUCCCGC
Asp-3-2 ...................................GGUAU.GGCAGCG.G.GGCCGC..U...G..............AUUUCCGGAUGACUUGCGUCCUCGGGUGACUUGCCGCCAGGCAGGGCGCCCCUUCAGGGCGCGCCGCUGAUCGCGCGCCCGCUUCUGCUCCCCGUGUGUCGA
Aar-1-1 ...................................CCCAU.GACAGCG.G.GAUUGC..C...A....G.GCGAU...GCAGUCGCUCUCCUCUCGGGUGGGGCUGUUUAUCUGCUGUCCGCAUUUCCUCGCGUGUUCCACGGAUCGGCCCGGAGAAACGCGAGGAAUCGAAGAUGAACG
Dsu-2-1 ...................................UCCAU.GACGGCG.G.GACUGC..CA..UAA..G.C.......AACGUGCCAUCCCGGGCCGGUUGCGAGGAGACUUCGGCGCAAGCCACGUGUAUUCCCUCUAACCAUUGAGUUUGGGAGGUUGGUCAUGUUUGCUGAAGUUCC
Mun-1-2 ...................................GGGAU.GACGGCG.G.GACCGC..CACUGA.............CCCUCCCGAGGGCGCGGAUUCCGCCGGCCGGUGAACCACCGAACCGACCGGCCGGAGUUCCGAACGAUGAUCGCCCUGAAUCGCCUCUCUCCCCUCUGCCAG
Rsp-1-1 ...................................AA....GUCAGCC...AGUUGC..CCGCCA.............ACCCGCAACGGGAGCGGGCCUGAUGACGCACGCACAGAAUGGCGUGGUCGGGGGGCACACAAUGAAAACGAUACAAACGGGGGGGCGUUCGCCUGCAUCCGC
Rpi-1-1 ...................................AA....GUCAGCC...AGUUGC..CCGCCA.............ACCCGCAGGGGGGCGGGCCUGAGGACGCACGCAGCGAUUUGCGUGGUCAGGGGCACACAAUGAAAACGAUACAAACGGGGGGGCGUUCGCCCGCAUUCGCCA
Bsp-1-1 ...................................GA....GUUUGCC...AGUUGC..CC.......GCC..GU...AUCCACGGCGGGCCAAUCGACAGCGGUUUCGAAGAACCGCGUCAGGAGGCUACAUGCGGAAAAAUCGGGGAAUGGGUGCGGUUUCGGCUGCUGCUUCGGAAU
Bph-1-1 ...................................GA....GUUUGCC...AGUUGC..C...C....G.CCG.....UAUCCACGGCGGGCCAAUCGACAGCGGUGACCACACCGCGUCAGGAGGCUACAUGCAAGACAAUCGGGGAAUGGGUGCAGUUGCGUUUGUGGCUUCGGAAUC
Sde-1-2 .........................................GACAGCC.G.GGCCGC..CAUCGAA............AAGGUUCGCAGUCAUGUCCCCUAAUUCUGCAGGGAACUGGCAGUCGGGCCAGGUACUUGGGGGGCUGCAAUAGCCCUGGCUUGAUGCUCGAAGCCUGCCGCC
Sli-1-3 ...................................UCGAGUGCCAGCG.G.GGCUGC..C...A....G.G.UA....AUCUGAUCCAUUUCUCUUUAUCGAUCGGCAUUCUGCUUGCGCGGAUUCUUUGCGUAUAACCUGAGGAGUUUUAUUAACGAGGUUUAUAUGGCAGUGGAUACC
Nmu-1-3 ...................................GA....GGUAGCC.G.GGUUGC..U...CCAG.G.........ACGGUUGAUCAGAUGAAGC.CAGGCUUCAAGGAUCAGUCAGCCGGAUUUUUUUGGUGCAACCAUUAAUUACCUACGGAGUAUCUCGCAUGAAAAUAAAUUUC
Ssp-3-1 .........................................GAUCGCC.A.GACUAC..C...AAUA.G.........AGAUAUAAACUCAUUCUAUCUAUUAGAAAGUUUCAUUUCUUCUAUUACCUGAGUAUUUUAGUGUUUGUUUGUCUCUAUGAUUUUAUUAGUUGACAUUCUUUU
Ssp-4-1 ...................................AA....GACAGCC.A.GACUGC..C...AAG..C.G.UA....AGCCAUAACAUUUAUGUC..AUCUUUUGAUAUACAUACGAAUUUCACUCAGUGACGACUGAGUAUAGAAGGUGUUACUUAUGAAAAAUUUGAAUUUUAUUUU
Ssp-3-2 .........................................GAUCGCC.A.AGCCAC..UCAGAAAU...........UAUUAGUUGAAAUGUAUA..UGAUGAGAGGGGUAUAAAUGUCAAAUUUUUUAGGUAUUAACUUUUUGUUUGAAAAAGAAGAGAUCGAAAGAAAAAUAGAAGA
Cba-2-1 ...................................UUGAA.GAUUGUC.U.AGUUGCA.CUUCU..............UUCAUCUGCGCUCCUUUUUUUUAAUCAGAAUAUGGCUCUAAACUAAAGGAUGUAAAAUGUUAAACAACAUGACAAUAAGAGGAAAACUAAUUUUCCUGAGUA
Nsa-1-1 ...................................UA....GAUCGCC.A.GGUUGC..CA...GAAA..........GAAUUUUCCACUUUUGCCCUCUGCCUUAUAUAUCUAAGGUAAGAGAAAUUGUGGGAUAUCCUCUGUAUCGUUCUCUGUUCCUGUCCCCAUUUUACUGCGAGU
Nsa-1-2 ...................................GAGAA.GAUCGCC.A.GGUUGC..C...UAAU.A.........GAAGAGUACGGAUGAGUAAGCGGAUAUUCUCUUCCAUAGCAAAGAGGCAAUAAUGGAAAAAAUACAUAAGCAAUUGUUGAAGCGGUUUUUUGUUUUGGGGAU
Ssp-3-3 ...................................GAGAA.GAUUGCC.A.GGUUAC..C...UAAC.U.U.A.....AUGUACGGAACAAAACAAUAGGUUAAGAUGACAGGCAAGUAUACAUUUAAGACACUCCAUGAUCAGAUAAAGGCACAAGAGAGAGAUUUUUGGCGUACCAAC
Ssp-4-2 ...................................AUCAA.GUUUACC.A.GACUGC..C...AUAGA..U.......AAAGUAGUAUCUAUUA....CUUCAUAUUACUUUAAUUGUGGUUCCUUUUUCAAUAUUAAAAAGGAGUUACAAUGCAUAAACCUCUCCAACACUGGAUAAAA
Ssp-4-3 .........................................GAUCGCC.A.GGUUGC..C...UAAA.U...A.....GAAAAAAUUUAUACGCUGU.AUUAAGUAUAAUUUGCUUGCAGAGAAGAGGCAAUUAAUGAAAAAUACAUACAAAACAAUACUGAAACGAUUAUUAGUUAUGG
Ssp-4-4 ...................................UAAAAAGAUCGCC.A.GGUUGC..C...UAA..U.A.......AAAAAGUUUAAAUAGUGUG.AGUGUAAUUCACUUACAGAUAAGGGGUAAUAAUGAAAAAAACAUACAAAAUAAUACUGAAACAGUUUUUGUUUCUGGGAAUG
Ssp-3-4 ...................................UGAAAAGAUCGCC.A.GGUCAC..A...CAA............UCAGUAUAAAAACUCAUACAGAACGAUUUCAAGGUAUGCUAUGCUCGACAAUAUGCACUUUUAUGAUUUUAUGCACAAACAGAUACUUGUGGUGAUCGCAUU
Sku-1-1 .........................................GAUAGCC.G.GGUUGU..CAUU.......U..A....UUGUCUUUGCUAUUUAAUGUUUAUGAAAUCGGGAAACAAUGCAAAGAAUCGUCUUUAAUAAAAUUGCUCUUCUCAUUAUCCUUUUCUCUAUCGGAUUUUUAU
Ssp-3-5 .........................................GAUAGUC.G.GGCUGC..C...UAAA...........CGAGAUAAGGGUUUGGCCUCUUCCAUUAUUUUAUCAUUAAAGCCGAACCCAGAUGCGGUAAUGGCUAUCUAAGUCAUUUAUAUUCAUUCUAUAAAGAAAAAA
Ssp-3-6 .........................................GAUAGCC.A.GGUUAC..CAA......UC..GUA...AGCCAUCAUGCUUAUAUCAUCAUUUCUCAAAUGUACAUACACAAAUUUAGCUUAUAUAAUAGAUGAGCAUUAAAGGGUAUUAUCAUGAACAAUUUGAGUAAA
Ssp-3-7 ...................................AA....GAUCGCC.A.GACCGC..A...CAU..U.U.......UCUUAUAUAUAGAUAGUUCUGCCUUUUUUACUUCCUAACUUUUAACAAUGAUAUGAUUCAAACCCAAUCAAAGGAUCAUUGUGAAGAAAUACCUGUUUUUUU
Ssp-3-8 .........................................GAUCGCC.A.AACUGC..C...AAAUG..........UAUUUGAUCUGCAUUUGUACUUCAUUGUGUCCUAUAAACCUUUAAUACAACAUAUCUAUUGUCCAUGGAGAAAAAAUGGGAAAAACAGUUAAAAAUAUUAUU
Ssp-3-9 .........................................GAUUGCC.A.GGCUGC..A....AAC...........AGUAAACUUUAUGAUUGUAAGUUUAUUGGAACUACACUUCUUACACUACACACUACAAAAGGGGGGAGAAUAAUACAAUGAAUAGACCUGAUCCAAUUGAUG
Ssp-3-10 .........................................GAUCGCC.A.GGUUAC..CAUA.....G.A.......UUCUUACUAUUCUUUUUCAUUCAGUUAUAUUGUUUUCAACCUCUGUGCCGAUAAAGGUCAGCAUUAUAUUUUUACAAGGAGUUAUCUUAUGAGCAUGAAACC
Ssp-3-11 ...................................AA....GAUAGCU.G.GGUUGC..A...U....U.U..AU...UUAAAAUAGUCGUAUCUCUUAUGAUCAAUUUAAAUAAAUUAUAACUUUUAACUAAAGUUUAUAAUCCUAAUCUUAUAUACAGUCCAGUGGGUAAUAUUGAAG
Ssp-3-12 ...................................AAAAA.GAUCGCC.A.GACUGCA.CAAU...............AGAAUAUACCUUUGGACUAUUCUACGUAAUUCUAUACUACACUUUAAUGCUUCAAUUCUUUUAAAAAAUAAAGGGGCUUCCUAUGGAUUAUCGUGUCAAAAA
Ssp-4-5 .........................................GAUAGCC.G.GGUUGC..C...AGAC.U...U.....UGAUUAUUUAAAGAAAAG..GGAACCGUGAUGUCAAAUAGUUUAGACAAACUUAAAGCACUUACCAGUCGUUUGGAAGAGGAGUUGUCACAGAAAGAAGCAG
Ssp-3-13 .........................................GAUAGCG.G.GGUUGC..C...AUA..A.U.......GAAUACUUCAUUACUUCCUUUUAUCCUUUCGAUAGGUUGUUCACUCAUCAUAUUUAAUUCAGGGCUGUUUUGUUAUGUCAAAUAUGUAGUAAAGCUACUGCU
Ssp-3-14 ...................................GA....GAUAGCC.A.AGUUGC..CUUUGU.............UCAAUACAAAGUAAUACUAUAGAGUACUGUUUUUAUAUAAAACUCUUCUAUGCCUUCACAAUAAAUCUUUCUUCACAACAAACACGUCAUCAAUCGAAGAAG
Ssp-3-15 ...................................AGUAA.GAUCGCC.A.GGCUGC..C...AAAA...U.......GAAUCUCAUUUCUUUUGUGCAACAUUCAAUUACGCUAAGGAUAUUUAUGAAAAGAUUUAACACUUUGAUCGGUAUUAUACUAUCGUUCAUCCUAAUGACACU
Ssp-3-16 ...................................AA....GAUCGCC.A.GGUUGC..C...AAAU.A.........CUCAUCUAUGUAUUCCCUCUUACUUCUCCAUUAGUUUAUCUAUCAAAUUUUAUUUAAUUCAAAAUUAUUUUGUUGUGCCAAACUUGUUGUGAAGCAAGGACG
Ssp-3-17 ...................................AA....GAUCGCC.A.AGUUGC..U...ACAUUU.........UCAUAUGUUAUGUACAGUUCUUCUUUCCUCUUUUAUGCAUAAAUCUUAUUAAAUUUAAAAUUAUUUUUGUUCUAACAAAAAUGACCCGUAUCAUAGAAUGUA
Ssp-3-18 ...................................GA....GAUAGCC.G.GGUUAC..C...UUAAU..........ACUUUUGUUUUGUAUACUAAAAUAAAGUCUUAUGUGAUACUUCAAGAUUCUACCGAAAGAAUUGAAAAAGUAGUUUUCUGUAUUUUAAUUUUCACAAUUGUA
Sau-1-1 ...................................AA....GAUUGUC.G.GGUUGC......GA...U.U.......CCCUUUCCCCUUUUUAUAAUUUUUUAGCAAAUUAGAUUAAAGGGGAUAGAAUGAUAAAUAACCUGACCAUCAGGGGUAAACUUAUUUUUUUAAGUGUCGUCC
Ssp-5-1 ...................................GGGAU.GACAGCC...AGUUAC..C........U.UC.AA...AGGUCCCAUCAGGACGUCGCCGGCUGUAUAUACCGGCGGCGUUUUCUUUAUCAAAAAGAGGGGGGCGGAGUGAUGCGAACAGGUUUUGCGGUAAAUAUUACA
Ssp-5-2 ...................................GGGAU.GACAGCC...AGUUAC..C........U.UC.AA...AGGUCCCAUCAGGACGUCGCCGGCUGUAUUUGCCGGCGGCGUUUUCUUUAUCAAAAAGAGGGGGGCGGAGUGAUGCGAACAGGUUUUGCGGUAAAUAUUACA
Ssp-5-3 ...................................GGGAU.GACAGCC...AGUUAC..C........U.UCAA....AGGUCCAAUCAGGACGUCGCCGGCUGUAUAUGCCGGCGGCGUUUUUUUUAUCAAAAAGAGGGGGGCGGAGUGAUGCGAACAGGUUUUGCGGUAAAUACUACA
Tli-1-1 ...................................GCUAU.GACAGCC.U.GGCUGC..CGGCGA.............UCUAAUCCGCCCCCUGCUUGGCUCUUAACCCGGAUUAGGGGGAAUAAAAGUGCAAAAAGAUUAUUUUUUCGCUAUAGGUAAAACUAUAAGAGUCCCCAUCAU
Tli-1-2 ...................................GCCAU.GACAGCC.A.GGCUGC..C...GAAG...A.UU....CCAAAAUAAGGAAUAGUGCGGUGUGGCGCCUUUCGGAUUCAAAUCUGAAAGGCGCUUUUUUGAGGCUUUUUGUUAAGAACAGAAAAAUUCAACAAAACUGAU
Ssp-5-4 ...................................GUUAU.GACAGCC...GGCUGC..CU..GA...U.G.......ACGGUAUCUUCUUACACGCCGACCUCAGACCGCCUGCCUAUGCGUAAGCCGACCAAACCGCAAUACGAAAAUACGAAAAAAGCGAACGGAGUUUCCGUGUCA
Ala-1-1 .........................................GACAGCC...AGUUGC..AUCGGAAAG..G.U.....ACGUAUGAAAUCA.......UUAAGAAGAUCAGUUAUCUUAAUCAUAUUCUUACUUGUAUCAGUGGCUUCCAUGGCAACUGGCGUUUUUGCUUGGUUUAUUG
Ala-1-2 .......................................G.GAUAGCC...AGUUGC..U...A....U...AU....AGCAAUUGGUUUUUAUUG..CUUUAUAAGACGUUUUAAGUACAAUUUGUUGACAAAUUUAAUCUAUAUGCUAAAAUAAGCAUGUGUAAAGUUUUUGGCAAAA
Ala-1-3 ...................................AAAAU.GGUAGCC...AGCUGC..A...UAA..U.G.......AAGAUAAAUUUUUUUAACUAUUUAUAACCAUGUGUAGCAUACAUGGUUUUUUUUAAUUAUUAGGAUGAAGAGGUACUAUAUUUGAAAAGUAUAAGAGUUAAA
Mba-1-1 ...................................GAUAU.GGCAGCC...AGUUGCA.U...U....C.A.U.....UCGUGUAUGUGUACGCUAUUUUUAUGUGUGCAUUUUUUUUGUGCGCAUAAAAUAGAAACAGCACAGUAAAAAUAAAUAACGUAACAUUGAUUUGCAAUGCGA
env-1 .........................................GGCAGCC...AGUUGC..A...A....U.U.A.U...UAUUAAAAAGUAUGAUUGUCUAAUCAUGAGUUUUAAUAAUAAUUGCAUUUUUAGUAUACAGGGGAAUAAAUAAAAUAUUAAAAAUUUUAGGAGGGAAAGACU
env-3 .........................................GGCAGCC...AGUUGC..A...A....U.U.A.U...UAUUAAAAAGUAUGAUUGUCUAAUCAUGAGUUUUAAUAAUAAUUGCAUUUUUAGUAUACAGGGGAAUAAAUAAAAUAUUAAAAA..................
env-7 .........................................GGUAGCC...AGUUGC..A...A....UUA.U.....AAAUAAGGUAGAGAAAUAAAUUAUCUACUUUUUUAUAGUUGCAUUUUUUUAUCUAAAUUUUAAUUUAAUCACUUAUAUAUUUUGGAGGAAAAUUUAUGAAAA
env-9 ...................................GAUAU.GGCAGCC...AGUUGCA.U...U....C.A.U.....UCGUGUAUGUGUACGCUAUUUUUAUGUGUGCAUUUUUUUGUGCA..........................................................
env-11 ...................................GAUAU.GGCAGCC...AGUUGCA.U...U....C.A.U.....UCGUGUAUGUGUACGCUAUUUUUAUGUGUGCAUUUUUUU...............................................................

...................................>>....>>>..>>.>.>>>>....>...>....>.>.>>>>>>......................................................................................................

...................................2?....122..22.?.222?....?...?....?.?.??????......................................................................................................
----------------------------------- qa qa qa qa qa-GRY qaGC qa- qa-RRYUGC--Y--- qa qa qa-- qa- qa------- qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa

3′

alignment positions 395 · · · 574

Ama-1-1 AAUCAUUAGGAUUAAAACGGCAUAGCCAUGAAAGAAUGUUCUAAAUUCUUGACUAGGCUUCAUUUAUCGGAACUACGCAAAUGAUCUCUGGAUUGAGAGGGCACCAGAAGAGAUUGUUCGCAAACCUUAAACGUUUAAGGCGAAGGAAUUUCCAUUGCUGUGGAUGUGUUGCUCUCACAG
Ama-1-2 AGGGACCAGUUAUCGAUGUAAUACAGAUCCAGGCGAGCGGCUUCAUUAAAGUUGCCCACCUGGGAGCGGCCUGAAAUUUGCCAUAACCCUGUCAUACCAGGAACAACAUGAUGGCGGAUAUGAUGCCAAGAGUCAAACCGCUCUACAUCCCGGAUGGGCAGUGGACGAGGCCCUACAAGG
Rba-1-1 ACAUCGAAUCGACUGACACUUUGUCGCCGGGUUAACGAGACAUAAUCGUGGCCCCCGUUUUUGUCUGGAGUUAGAUAUGAAAAAGUUUGCUGAAAACGUUGUUGCUUUCCUGAAAGAAGAAGACGGACCAACUGCUGUUGAGUACGCCGUCUUGUUGGCUCUGAUCAUCGUCGUUUGCAU

....................................................................................................................................................................................
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Bma-1-1 GUCGGAGACAACGUCGCGGCUGAAAAUCAAAAUCGCAUCCUUGUUAAAUGCCGCUUUAGGCACUUGUGGAGAUCUCAUGAACAUUCUCGCUCAAAAGAUUCAGAAUUUCCUGGUAUCGGAAGAUGGCCCCACCGCGGUUGAAUACGCCGUGAUGUUGGCCCUCAUCGUGAUCGUAUGCUU
Pst-1-1 GGAUUCCGGUGAGCUGGUUUGGCAGGCCGGAGCGGGCCAUGUUUGGCACGCUUACUACCAGCUACAGGGGUCCAGUGUGUUCUGUCGUGUCGGGUGCUUAGCGACUACGUUCGCAGCACGUAACUGAGGAGGAAGCCAAUGAAGAAUCUCGCUCUGAAAGUGCAACGUUUCCUGGUCUCG
CMe-1-1 GCUUCACGGGGAUCGUUGGAAAUCACGCCGAAGCCGCCAAGGCCAGGCCUGAUCUGAUCGUUGCCGCCGUCAGCGCCCCAUCUUCAACCUCUCCCAACACCAUUAUCGUCGUGUCCGGCACCAUUAAGAAUCAAGGCAGGGCAAGUUCCAAGGCCUUCAACGUUGCGGCGUAUCUCUCUG
Asp-1-1 CUGACCAACAGCGUGGCAACCUCCACGAAGGUUAUCUCGGCCGGUUCGCUGUCCUUCUCGACCGUCGAGGGCGCCGAGCUGACCAGCGUCGUCACCCUUUCCAGCCGCACCAACAAGGCGGAAAUCACCGGAGUCCGGCUCUACCUGGCAGGCCUGAACAGCACGGCGCUCAACACGACC
Cfi-1-1 CCGGCACGGGGCGCAGCCGAACCGCCCACGCGACCCCGCGGCCCCGUCGCGCGGGCCGGGUUGGGCUCGUCGCGCUGCUGCUCGCCACCACGGCGGUGCUCGUCCCGCUCGUCCCCGCGCCCGCGGCGGCGGCAGAGCCGGACCUCGCGCCGUCCGGCCUGCUGUUCGGUGCCUACGUCG
[gi-1-1 CCCGAAGACGGUCACGCGUUGGGCGCAGGCCGGCAAGCUCUCGGCGGUCCGGACCCUGGGCGGCCACCGCCGCUUCCACGAGGCCGAGGUCCGUCAGCUCCUGCAGGGCGUGCCCCAGCAGCGCGUCAGCGAGUGAGCGUCGCGGGCCCGUCCCGCAGCCCGACCGCCACGAAGCCCCGG
Cfl-1-1 AGACGGUCACGCGCUGGGCGCAGGCCGGCAAGCUCUCCGCCGUCCGCACCCUGGGUGGGCACCGCCGCUUCCACGAGGCCGAGGUCCGUCAGCUCCUCACGGGCGUCCCGCAGCAGCGCGCCGGGGAGUGAACCCCGCGCCGUCUGCGACGACGCACCCACGACACCGACGCCGGUGGUG
[gi-1-2 CGUGCUGGCCGCGAGCCGGAGCGUCCUGGACCGCAUCCCCUCGCAGCGCGAGCCCGCGGCGGCCUGACGGCCACACGACCCGGCACCCCGGUGCCACCCGAACGCCGAUGCGGACACCGCAUCGGCGUUCGUCGUUCGCAGACCAGGAUCCGGACCCGACCUCGAGCGGACGGGUCCGAC
Cfi-1-2 AGCGGUCCCACACCGUCGUCGAGCUCGUCCCCGCGCAGCGGGAGCACCUCGCCGCCUGACGCGUUCGCGCGUACCUCACCGACGCCGGCCCCGGACCCCGGGUGCCGGCGUCCGUGCGUCCAGGGCGUCGGCACCCGGGGGUCCGGCCGUGCCGCGUCGGAGCGGUGACACGCGUGACCG
Cfl-1-2 AGGCUUCCGUGAGCGUCCCCGCGCAGCGCGACGCGCUCGCCGCCUGAGCCACCGGCUCACGCACCAGCCACCGGCCCCCGUCGUCCGCCCCCGGCACGACGGGGGCCGUGCUGUGCCCCGGUCGGCUCAGAGCUCGCCGACGCGCUGCAGGUAGCGCAUCGCGACCCAGCCGAGGGGGAU
Cfi-1-3 CGAAGACGGUCACGCGCUGGGCCCAGGCAGGCAAGCUCUCGGCGGUCCGCACGCUCGGCGGGCACCGCCGGUUCCACGAGUCCGAGGUGCGUCAGCUCCUCCAGGGCGUCCCCUCGCAGCGCGCGGGCGAGUGACCCUCCGCGGCUCCUGCCGCGACCUGCACGACCCCGGACGCGGGCG
Asp-1-2 GUGGCAGCGGCCGCGGCGGCCUUCGCCCCGGCUGUGAUGGUGCCCGCGCCGGCGCUGGCAGCCAACCCCUCCACCGUUGACAACCUGACCAUCACCGAUGCCGGGAACUGGGAAGGCAGCAAGGUCACCUUCACGCUGACCUACACCGGCAGCUCUCCUGGCGACUUCACCAUCGCCACC
Ami-1-1 CGUCGCGGGUGCCAUCGGCCUCGUGCCGGGUGUGUUCAUCGCGACGCCGGCCCUGGCAGCGGCCGGUGACUACUCGAUCGCGGCUGGAUCCGGCACCGAAGGUGGCACGGUCAGCCUGCGCAUCACCCGAGCGGGCAAGGCCACCGCCAACGACCCGGCGUUGCCGGCGGAGAAACUGAC
Gob-1-1 CCGCUACGUUCAACAUCUCUGAGCAUCGGCCGCGCUCGGCGCGCCGACCGGCGCGCGCCGCGUGACGCCGAAUCCCAUCUGCGUCGUGUGACGCAAACUCAACAAAGACCUUCUGUCGUUUCACGUGCGGUCUGGGUUGUCAAGAUCCCCUGUCGUAUACACGAACCGG...........
Esp-1-1 UAAGGACGCGGAAAGGAAUUGCAUAUGAAACGCAGCAUCUACGCCAGUAAGAUUUUGGCCGUCUUUCUGUCACUCGUUCUUAUUGCUUCGUGCAAUGUGCCCCUUGCCUGGGGCGAGGCCAUUGGUGGCGAUUCCGUUUCUGCAGCCGGGGCUAACCAAGAAACUGCCUCGAAUGAGGAA
Esp-1-2 UCUCUCCUUGCCAUUAUGCUCAGUGUUUUGCUGGCAACUACUCUUAUGGUUCCACCUUUGGCUUGGGCCGAGAGCGAAAGCGAGACAAGCCAGCCCACCGAAGGCCAGUCGAAAGACCAGCCGAACGGCGACGACACGCAAUCAUUCCAGCCUAGUGAGAGCGAACAGGCGGGCACGGAG
Oul-1-1 GCGUGCACCGCCGUCUUGGCCAGUACGCUGAUGAUCGGCCUGACUGCGUGCUCCAAUGACGAGCAGGCCAUCAAGGACGGCAUCAGCACGGAGCUCGGCGCCUUCAAGAAUCCCACCAAGGAGUCCUUGGAGCCGUACGUCGGUCAGCUCAGCAGCUCCGACCUCAAGGAACUCGAGACC
Osp-1-1 CAAUAGAGAGGAGCGCCAUAUGAUGCACGGUAUUUCUAUGGAGGGACGGUUCAAGGCAUUGCUAUCCACGCUGUUUGCGAUGGUGCUUGCUCUGGGCGUCUUCUUCCCGUCUGCAGCGCUUGCAGAGACGACGGGUGUGACUGCCGCCAACCAGGGUACGGCAACCGGCAAGCUCACCGU
Sex-1-1 UUCGGAUUCGCCGCGUGCGGCCUUCGUUCCCGGGCCUUCGCUUCUUCAACGCAUAUUUCGACUUUUCUCCGAGGCUUCCGCGCCUUUCCUAUAUUGCUCCCCCUCCAUCUCCGGCAGCGCCGUCGCCCCCGGCGUGCCGGACGGGAUCUUGUCGUUCCGGCCCUCUUCCUCAACGCGGCG
Esp-1-3 UGCAGUCCUUCUUGUCUGUGCUCUGUUGAGCGUUCCGAUUUUUUCCUACGCAACUGACGAGGUGGCUCUUACGUCUCCUGCCGUAAGCGAGGAGGAGCUACUGACUCCUUCCAUUGAAGAGCCGACGCUCAGCGAAAACGGUGAUGCCUCCAAUAGUAUUGACAAGUCGACUGAAUCUGC
Sex-1-2 UGUUCCCAUGCCCUUCGAUUUUUUGCGCACAUUCCGAUAUUUCUCAAGGGCCUUUUCUGCGCCCUCAUUCCUUUGCUCCCCCUCCAUCUCUGGCAAUGCUAUUGCCCCUGGCAUGCCGGAAGGGGUUCUUUCGCGUCGUUCCUCUUCCUCUGCGUGAUGCAUACGGUGCGCAGGGAAUGC
Cba-1-1 UGGAACGCGAACCUAUGGAGAAGGACUAUGACGACUGAGAUGACCGCUGAGACCACAACCGAAAUCGAUGACGACAUCACGCUUGCGGACGGCAAGCGCACGCUGACGAACUCGCAGCUGCUCAUCCUGGGCUUCAUCGCCUCGUACGGCGCAGCGGGCUGCUCCGAGUCCAAGCGCGAC
Cwo-1-1 CAGCGGAGGCCGACGCCGCCCGCACGAACGGAGACGCCGGAGCCGUCCGGGUCGCCGGCACCGUCGUCGCGAAGGACGCCGCGCGCGGGACGGUCGUGACGGCGAGCCGCACCGGAACGGUCACGACGCUGCGAACGGCGAGCGCAGCGCGCUACCGCGUCGGCCAGCGGAUCGCCGCGC
Psp-1-1 UGCGCAACCGUGCAGCCGAGGAGCGGGGCUUCACCCUCGUCGAGCUGCUGGUCGUCAUCCUGAUCAUCGGCAUCCUCGCCGCGAUCGCCAUCCCGACGUUCCUGGGGCAGCGCGCGAAGGGCCAGGACGCGAGCGCGAAGAGCAACGCUCGUAACGCUGUUUCGCAGAUCGAGUCCUGCU
Sth-1-1 CAGAAACGGACCCGAGCGGUCUACGCGGCGCGAUUUCCUAAAAUUGGUGGUCGGCGGCGCAGUGAGCCUGCCGGCCGUGGCCUGGGCGGUCUUACCGGACUCCGUGGGCGCCAACGAGCGCCUGAGCAUCAGCAACCUGAGAUUGACCCCGCAACCCCGCAAGACCCCAACGCCGACGAA
Nho-1-1 ACGGCCCGCCUCGGAAUCGUGGUCCUUCUGCUCUCGAUCUUUUCGAGCUUCUCCGGUGUCUUUCCCCUACCGGCCAAGCCCCUCUCCUACCUUUCGCGCAUCGAUCCGGUGUUGGCCGCGACCCCAUGUAGCCUCUCGCUGCAAUCGCUGGUAGACGCGGCCGCGCCGGGGGCAGUGGUG
Nho-1-2 UCCUUCGACGCCUGUUGGCUGUCCUGCUAUCAUGCACCAUCAUGCUCGCGAUGAUUUCCAGCGCCACAUUCACCGUUCCGGAUGCCGCGGCAAGCGCCGGCGCGACUCCAAAGGGGGUGAGCUGGGGCGAUCCAUCGAGAGACUGGGGAAACGGGACCAGUAGUUUCAACUGGACGGCCA
Nho-1-3 UCCCACCGACGCCUGUUGGCUGUCCUGCUAUCGUUCGCGAUCAUAUUCCCGAUGCUCUCCAAUGCCGCCUUCACCCUCCCGGUGGCCGCCGCGGACUCAACCGCACCCGCAACGCUAAAAGGAGUGAGCUGGGGCGAUCCAUCGAGAGACUGGGGAAACGGGACCAGUAGUUUCAACUGG
Csp-1-1 UUUGAGAUCCAAACGGGGUAAAAGGGUGAAAACCCUUUUGUGGGAGAACCCACACCCCCUUUUUCUCAACCCAUUCAGGGUUGCCAUAGUUUGAUGCAGUAUGUCGGUGCCUUAACGCUGUUGGGGAAUCGCCAGCCAGCGUAGUUAACGAACGGGAGGAGAGUUCCUGACACAUGUAUC
Csp-1-2 UGUGUCUUUACCAUUUCAGAAACGUAUAAUUGAAUGUUUUAAGCUUUGUUCCAGAGAUCAGAUCGUAGAAACAUCGGCUCAGAUUUUGGUCCAUUCCAUCUCAAAAGACCCAAAAGCUCUGCAAAACGCACUCACCUACAUUCAUCCACUGGUGCUCAAAAGAGCAAUCGAGCUAGUUGA
Csp-1-3 UGAGCAGAAGGGCAGCAUAGCUUGGCUCAAUGCCGGGUUGAGGGGACGGAGGGGCAGUGGUGAAGGGGAUCAUUUGAAGGUCAAAAAUCCAUGAUCUUGCCCUUCCCAAGCUUACGACUUUAGGUACUAGCCUGGUUAAAACCCAAGGGUUCUCAGCAUAUUUUGGUUUGAUAGAUUUUU
Csp-1-4 AGAAGGCAGCGUCUGGCAUUCACUAGUGACAGACUUUAUCCGCUGUAAUUCCUACACUCACUUCGUCGGGUGAGGUUCAUCUUGCGGAGAAUCGUUUAUAGUGUCUAUACUUUCGUAUUUCUACAAUAGAGGGGGCUUGGUUAUUUAUGGAUACAAAUAGUAAAGGUGCGGAUUUGUUCA
Csp-1-5 GACUAGAUCUAUUUCAUUGAGCAGCAUUAGAUUGCUUUAACCGAGGGAGUUGCUCAGUACAUCCAAGGUAUUUAUAGUGCCUAGCACAAACGCAUCUCUCUUGGGGAGGAUGAAAUCAUCCAAGCAACUUGAUUAUGACCUUAAAGGACUCACUAGAGGUACAGAAGUGGAGCCUUUGGC
Csp-1-6 CAAUUCACCUCCUUCGGUGUUCGUCUCACUACAUGAGAUCGUAGUGGAUAUGAAUCAAGUCCUGCACUGGUAAGAACUUUUGAAUUCUAUCAUUCUACCCGUGGACAACCAUAAAUAAUAUUUAUCACUAUUGCCAUAGGUUUUCAAUAAAUUCAUCCAAUCCGGUGAUUGCACUAGCUG
Csp-1-7 AGUGCAGGUCCCAGUCGAAUCAGUUGCCCAUUCGCUGCAUCAUCAGUGAGGACGUAAAGCCACCCGUCUGGGCCCUGGCGGACAUCUCGAACCCGCUGCCCUAUCUUCAUUUCCUCCUGGCUGCGGACAUUCCCGGUAGCGUCCAGUUGGAGACGGCGGACGUCUUGCGAAACUAAUCCU
Csp-1-8 UAGAGUGGCAGCUCGUGAAUAGGUCAGCAACGCACUGCAGGGAGUAGCUCGUUUCGUUUCGGUCUAAAGUUUUUUAUCCUGGUAGGCAAAAUCGUAGCGCUCGGCGACAUUCCAGACGGAGCAACUGUGGUUCUCCCGAUCGAGGAUAGCUGGGUGGAUGAACAGAACGUACAACUGGCA
Csp-1-9 CCAAUUACUCCUUGGAUGGCAUUUUUUUUAUUAUCAAAUCAAGAAAAACAGCAGGUAUAAAAACGGUUAAAAAUUCCUUUUUGAUGCCUAAUCGUUUAUAGUUUUCUAUAAUUCAUAUUUAUGUGUCGGGAGACAUAUUUUGCGGAUGGAUAUAGAAAAGGAAGGCGCGAAUCCGCUCAA
Csp-1-10 UACGAUUCAAGCCCCUGCUGCCGCUGCCCUGGCUCCCCGUUGAGACUCACCCAUAAGUUUUCCCAUACUACUCAUCUCAUGCCCGUUGGUUUGCCGCCAGCGGGCUUUUUUGUGAGUGAUAGCUGCCCUGACCGCAGAUGAAGAUCACACUUUCUUCCUAUUAAUGAUCAUGCUCUGAGU
Asp-2-1 GAACCUGCCGCGCUUCCUUCGUCCCCUCCGGUAAUGGCUCUGGCUUCUUGGACUUCGCGGGACAGUACUUCUGAUAUCCACAGUGGUUGCAGUGCCCACCAACUUCCGGUUUCCACUCAUCAUCUGCUCUGAGUCUUACUGCUAUAUCCCCGAUCAACUCCCGGACCUGCUGGUGAUGGU
Asp-2-2 AAUCAUUAGGGUUAAAGCGGCAUAGGCAUGACAGAAUAUUCUAAAUUCUUGACUAGGCUUUAUUUAUCGGAACUACGCAAAUGAUCUCUGGAUUGAGAGAAUACCAGAAGAGAUUGUUCACAAACCUUAAACUUUUAAGGCGAAGGGAUUUCCACUGCUGUGGAUGUGUUGCUCUCACAG
Asp-2-3 AGGGACCAGUUAUCGAUGUAAUACAGAUCCAGGCGAGCGGCUUCAUUAAAGUUACCCACCUGAGAGCGGCCUGAAAUUUGCCAUAAUCCCGUCAUGCCGGGAACAACAUGAUGGCGAAUAUGGUGCCAGGAGUCGAAUCGCUCUACAUCCCGGAUGGGCAAUGGCCGCGGCCCCACCAAG
Csp-1-11 AAUGGUAGAUAGAUUGGCCGGCCGUGGGGGCAGGUCCGGGGAUGAUGGGUGCGCUGCCACUGCUCUAGCAGGUUUUGCAUUUCCUCCAGGGAUAGGGGGGUGCCAUUCCGAAUUGCACUGCGACAGGCGGUAGCAACAAUGGCAGCAUUCAAAUCCUCCCCUAAACUGAGUUCGAGCAAC
Dpr-1-1 GAAACCCAGGCACGCAAGGCUCCCAAGUCCACGGCACCCGCGCCGGCUCCGGCCCCAGCUCCCACGCCCGCCCCGGCACCCGAGCCCACAGCCCCCGCUGGCCCCAGCACCGCGCAGGUACGCGCCGACGGCACCCUGAUGGUGAACGGUCAGGCCAUGUUCCCGAUGGGCUUCUACCAC
Dgo-1-1 CAGACGGCGGACACCGCCGGCAGCGCCCCCGCCGACACCCAGACGGCGGCCCCCAGCGAGAGUGCCCAGGCCCUCCGGCCGCCCUCGCUCGUGCCCGGCACCUACGGCCAGCAGGUCAGCGUGCAGAACGCCGGCCUGCGGGUCGGCAACCAGGGCCUGUUUCCUUUCGGCUUCUACCAC
Dde-1-1 AAUGAAUCAAAGCCCCGCGUCCGACAUCACAGUGUCCGCGGAAGCCCUGACCACCAGAGUGCAGCCGGGCGUCGCGGCUGGUGGACGGACCCAGUACGACGCACAGGCAGACGGACAGCAGACGGUCGUCCUGCUCGGCAACAACCACGCCGCCACCUUCGCGGUUCCAGCCUCGGGCAC
Dma-1-1 AGUUUGAGCAGCUGGACCGCGCCCGGUGGGCCGCGUCGGACUGGAACGGCUUCUGGCAGGGCCGUGGGCUCGCUGGUCGUUUUGAUCCGGCGCUCGCGUACGCGGACGGCGCCGGCAACCUCGUGCUCGAGAUGAACGUGGACCGUUGUGGGAGCGGCUGGUGCGCGCGCGCUGCCGAGC
Dde-1-2 UGAAAGUCCUGUUCAGACCCCUGUGGCUCGCAUCCCGAGCGUUCCGGUAGCUCAAGCUCCAACCCCAGCUGACUCUGUGCAGAUUGCUGGCAGCUGGCGAGACGACUUCAACACUCUCGACACCACCCGCUGGGCCCUGUCGAACAGCGGCUGGAAACCCUUCUGGGCCAAAGACGGCCU
Dde-1-3 UCCUGAGGCUCAGGCAUCCAACGUUAAUGUGGCUACCAAAAGCCCUAUCCGGAGUUCCAUCGUCGGCAGCUGGCGAGACGACUUCAACGCUCUUGACACCACCCGCUGGGCCCUGUCGAACAGCGGCUGGAAACCCUUCUGGGCCAAAGACGGCCUGAACGGCACCUGGAACCCCGCGAA
Tca-1-1 GGUUUCAUUGCUUUCGCUAUUAUUUGGCGUAUAAAUUUUGCCGGGAGGGAAGCGCAAUGGCCGGAACAGGCGGAAACGGCGGCUUAGAGACGGCAGGCAACAUUGCCGAACGCGAUAUUUAUGAUGAGGACGGCGUCUUGCUGGUGGCCAAAGGCAAAGAAAUAACGCCGCAGGUCUAUC
Tca-1-2 UCACGAUGAAGACUAAACUACUAUUGACUUUCGUUGUGGUUGCGCUGGCGCCGUUGGUAGUUCUAAGCGGAAUUAGUUUCUAUCAGACUUAUCAGAAAGAUGUGCAGAGUACAUAUCAGGAUAAUCAGCGAAUGGCGGCAGUUUUGGCCGGUGAAUUUGAAAGCAUGGUUCAGUCAUGGA
Tca-1-3 UUUUUUGAGGGGAAGGAGAUGUUUAUGAAAUACCUGCGAAUAAACAUACAAAGCCUGCUAACAAGGAUGACCGUAUUUUUCGGGCUGGUCGUGCUGGCAGGGUGUGUGGCCCUGCGGAGAAACUUGCUAGCCUGGACAAAUCAGUCGGCCAGAUUGGGGAAAUUAUGGGCGUAAUUACCG
Tsp-2-1 UUCUUUAUUGGACCUGAUCAUAAAGCAUCUCAAAAACGUUAUGAUCUAGGCUACUCAUUCAUUUCAAUCUAGGACUCAAGCAAUGGCACUAAAGUCCUAAUUCCUAAUCCUUUUUGGAUUAGAGUCGUGAUCAUUUAUGAGAUGAAAGCAUCGUAUGGCCUCCCAAUCGUAUGAUAUGCC
Tsp-1-2 UAGUUUUUUGUUUUCUUAGGCAGGAAUAGUUUUCUUAGUCAGAUAAGAGGCGAAUAUUCCAUUGUUUUAUUGAAUAAUCCUUAAAAAUUUUCCAAGGGGGACGAAGUAUGAAAAAACAACUAUCAGCUAUUUUAGCAGUAUCAUUGAUAGCAUCUAACUUUUCACCAAUGAUCGACAUUU
Csp-2-1 AAUUAUUAUCUUAUUUGGCUCGUUCUUUCAUUUCGUUCAGCAAAUUAGUGAUAUGAAUACUCAAAAAAUAUUAAAUCAUUUAGAAGAUGUUGGUAAAGAAACUGCUAAUAUAUAUAAUUUAAAAUUCAAAUCGCUACAAAAUGUAAUUGUUAGUACUGCUGAAAUUCUUGGUAGAGUAGA
Csp-3-1 GUUAAGCCCAUUAAAUGGACAAAAAUAACAAAUAGGAAAGGAGAAUUACAAUGAAGAAAAUACUUGCUUUUUUUCUUGUCGUAGUUGUUUUGCUGGGGUCAACACAGUUAACUAUUUAUGCUGAUAAUGAAAGUCAGGGGCAAGAAAUAACUACAUCAGUUACAAAUGGUGAAUCAACAA
Cra-1-1 GUUAAGCCCAUUAAAUGGACAAAAAUAACAAAUAGGAAAGGAGAAUUACAAUGAAGAAAAUACUUGCUUUUUUUCUUGUCGUAGUUGUUUUGCUGGGGUCAACACAGUUAACUAUUUAUGCUGAUAAUGAAAGUCAGGGGCAAGAAAUAACUACAUCAGUUACAAAUGGUGAAUCAACAA
Dsu-1-1 UUGCAAUGGAAGAUGACAAGUUUAUACCGGACCUGGAUAUGAAUGUGCCGGUAGCCUAUGCUGCUUUUGAAGUAGUGAUGGAUGAGGAAAAGAAAAAGGCCAUAGACGCCAUCUAUGUAUAUGUCAAUAAGGCAUACUGCGAAAUGGUGGGGAAAGAUAAGUCCGAGCUCAUGGGCCGCU
Mel-1-1 GUACUGUAAUCAGAAAAAGAUGAUGACGCUUAUUGCGAUUUUGCAGGAUGCCGUGUGUCAGGCUAUGACUAAUGAUGAUCCAGACGACAUCCUCUUUUCCUUUGUUGCCCGCAUUGGCUCAUUUUUAGGCGCUGGAAAAGCGUUUCUCUUCGAUGAUACGCCUAUCCACUUCUAUUGCUG
Afe-1-1 UGCAUUGUGCGAAGAUUAAUCCGAAGUCUACAGGCCCAGUUUCUGGUGCUGAUCCUGGGGAUCACCCUGGCCCUGAUCCUGGUGCUGGGCUUUUUGAACCUGCAGACCGUCAACGGUACCUCCACCCGGAUUGCCGCCAUGAGCCUGAACUGGCAGGCCCAGCGGACUUCCGCCCCCAUC
Alo-1-1 AAAAGUUUUUACUAUUACCGUUUGCCAUGGCAACGGUAAUCAGCAGUCUGCCCGCAGGGAAUCCAUGCCGUGACGAACUGGCCGGGGCUGAGCCGUGGACGGGGAACAUAGCAUAUGCAAGCGGUUUUUCGGACGCCGGCGACCCUGCGGUUGCAUCCCGGGAGAAUAUGGAAGAAAACA
Pfe-1-1 AGGAGCUCUCAUUUUGCGACAGAUUAGGUUAACGGAAGUACACCCAGGUAUGAUAUUAGCACGAAACCUUUACAGCAGAAAAGGACAUAUCCUGCUUGCUUCAGGAGUCAGGCUAACGGAAGUCUACCUUCACAAGUUACGAAGGUUGAAAGUAAAAACUCUCUUUAUUCACGACGAAAG
Pfe-1-2 AAUACUUGCAAUUAUCUUAAUAAUAUCAAUGGCAACACUUUUAGUUGGUUCUAUCGGAUAUUAUUAUACCAACACGAUGAGUAAUGAAAUGAAAAUUAUGUAUAGUGAAAAUCUGUUGUCGAUUAAAAGGUUAAAUGAAACGCGACAUAAUUUUAGAGCCGUCCAUGGAAUGAUCCUGGA
Pfe-1-3 GCGUAGAAUACCUAUUAUUGCACAAUUAGGAGGUAUGUUCCUCACUUCUAUUUCCUUUCUGCUUAUACUGCUUGGAUAUACAGCAUAUCAGUAUUCGACAGCAAGUGAUACAUAUGAAAAUUUAAUUACACAUACUUCCGCAAAUAUGCUCUUACUCACGAAGGCACAGGAUGGUAUGCA
Pfe-1-4 UGGGAGGAUUUAUUUUGAAUUUGUCUGAACUGCCUAAAAGUAUAAUGGAAAAAAUGACACCGAAGCAGCUGAUUCUAUUGGCUUUUGCGGCGAGUUUUUUAGUAGCAUUACUGCUUUAUUUUUAUUUGUCAGGAUUAGAAGAUCAUCAGCAGAAAAAGGCACAAGUAUUUACAGAUGUAG
Pfe-1-5 AAAGAAUUACUAAUUACCGGGAAAUAGGAGAUGAUAUAGUUGACCCUGCGAUCCAAAAUAACAAUGCUAGUGAUCGUAACCUUUGGUCUAUUUAUUUUUUGUGUAUAUGCUUCCUUACAUUAUUCAUUGGAUCAGCAAUUUGAGGAAAAACAAAUCUUUAUUAAAAAUUCAGCUACUGGU
Pfe-1-6 AAUUUGGAUGAUAAGUGAAAAAUGGAUGGAGGAGAAUUAUUUAUGAAUUUGCUUAUAUGGAUAAAGAAAAGUAUUCAGGUAAAGGUUACAGCUGUUUUAGUAAUUGGACUAUUAAUAACAUUAAGCAUUCUAGGAGUAUGUAAUUUCUACAAUGCAAAAAGCAUAUUGGUUUCAGGUGUU
Pfe-1-7 GAUUAGGUGCCAUAGCAAGUGUAGAUAAUACUAGUUUAGAAGUAUCGGAGGUGAAAAAGUUAUAAUGUUCAUUUGUAUGUAUAUCAUCACGGUUAUUCUUUUUAUCAGCAGUCUAUUCAUAUUAAGUUUGCCCGAGAUAUAUAUUGUGGGUGCAAUUGUGUUAUUGGUAUUCCUGCCAUU
Ipo-1-1 AAUCUGUAAUAAGGCUAUUUAUUCUAAUCCAAAGAACCCUGUUGCUUAUUUUAACAGAGGAAAUUUAAACUUCAAAUUAGGAAAUUACAUGAGUGCAUUAAAGGACUAUAACAAAGCCAUAAGACUUAAUCCAAAAUAUUUACAUGCAUAUCAUAGCAGAGCUAUAACAAAAGAAAAAUU
Ipo-1-2 AUAAUUAAAGAAAAUUCAAAUAACAGUUUAAAGAAAGUCAUGCAUUUCAAUUUAGCAGUUUAUAGAAAACUUUUUUCCAUACACAACACACGUAAUAUGAUAAAAAAAGGAGGUAUCGAUGGUUUUAAACAUUAAUUUUCCAAAAGAUUUUAAUAGUGAGGUGAAAAUUUUAUACCUAAU
Ipo-1-3 ACAAGAGGACAAAAGUAUCAUAUUUAAUUUGUUUAAUCGUAACAAUAAUUUUAACAUACACAGAUAUGUCAUUUCCAAAGUUAGUGGGUUUUACCUCAUGGGAUAUUGUUAGUGAGCUUUUGAUAUGUAUCCAACCUAUUAUAUGGAUAUACUUUGUGAGGUUCGACCUCGGAAAAAAUU
Ipo-1-4 UUGCUUUUUAAUAGUUCUAUUUACCGGAUGUAAAGCUUACAAAGAACCCAUAAGGAUUUCCAUUAAUGGCUGGCCCCCCUGUGAACUAUGGUAUAUAGCACAAGAACAAGGAUACUUUGAAGACAUCCCUGUUGAGAUUAUAAGAUUUUCAACCUGGUCAGACUCCAUAGCUUCUCUUUA
Fsp-1-1 UUGAUUUUUUUAGAAAUAUUCACAUUUUCUAUCCUUGCAUUUGGAUUAAAGGAUAAUGAAGCAGAAGUAAAAGUUACUGCUGAAUUUAUGGCCCCUGUUACUAUUGAAACAACUGAUGCUGACUUUGGAACAAUAAUUGCUCAAAGUUACAGUCAAGGUAAUUUUCCCAGUACUGAUUCA
Ful-1-1 UUAAUUUUUUUAGGAAUAUUUACAUUUUCUAUCCUUGCAUUUGGUGUGAAUGAUAAGGACGAAAAAGAAGUAAUAGUUACUGCUGAAUUUAUGGCCCCUAUUAGUGUUAAUGUAAUUCGACAUGCCGAUUUUGGAACUGUUAUAGCACAAAACUAUAGUUCUAAAAAUAGACCUUCAACA
Fsp-1-2 AUGAAAAAAUUAUUAUUAUUAGCUAGUAUCUUAGCAGUUUCAGGAGUCACUUUAGGUGCAGGAAUGUCUGAUAGCGCUGAUUUAAAUGUUAAAGCUCAAAUUAUUAAACCAUUAAAAGUUUCUACUACACCUGUAGAUUUUGGUAUAUUAACUCAAGGACAAACAAACGCCUCAGAAGAA
Fva-1-1 AUGAAAAAAUUAUUAUUAUUAGCUGGAUUAUUGGUUGUAACUGGAUCAGCUUUUGCUGCAGAUAUUAAAACAGAAGCAAGUGGAAAUGUUGAUAUUUAUGCUCAGGUUCUUACUAAUUUGGAAAUUGAUUCAAAACCUUUAAAUUUUGGUGUUCUUGGAAUAAAUGACAGUAAAACUAUA
Fva-1-2 UAUGAAAAAAUUAUUAUUGCUAAGUAGCAUAUUAGCAAUAUCUACAACUAUUUUUGGUGCUGGAAUGUCUAGUAGUGAUGAUUUAAAAGUUACAGCUCAAAUUAUCAAGCCACUUAGUAUAACUACAAAAGAAGUUAAUUUUGGUAUAAUUACUGUUGGUCAAAAAAAUAUUUCAACAGA
Fva-1-3 AAAUAUUAAUUCCCUUAGGAAUAUUUAUUUUUUCUCUUACCACUCUUGGAGUAGCUGACAAUGAAGCAAUAAUAGAUAUCAGUGCUGAAUUUUUAGCCCCUAUUACCAUCGAAACCACAGAAGCAAGUUUUGGAACUAUAGUAGCAGAAACUGGUAUAGAGCCAACUACUAAUUCAGGGA
Fsp-1-3 UAUGAAAAAAUUAUUAUUAUUAGCAGGAUUAUUGGUUGUAGCUAGUUCAGUUUUUGCUGAUGAACCUGCUAAGAAGGUUAAUACAGAAGCAAGUAAAAAUGUUGAUAUUUAUGCUCAAGUUGUUACUGAUUUAAGUAUUGAAACUGAGCCAUUAAAUUUUGGUGUUGUUGGUAUAGGUGA
Ful-1-2 GAUAUGAAAAAAUUAUUAUUAUUAGCAGGAUUAUUGGUUAUAGCUGGUUCAGCUUUUACUGCUGACAUUCAAACAGAAGCAAGUGGAGAAGUUGAAAUUUUUGCUCAAGUUCUUACUGAUUUAAAUAUUGAGACUGAGCCAUUAAAUUUUGGUAUUCUUGGGUUAAAUGAUAAUAAAACU
Hco-1-1 AGAUACCAGUCACACAUAUGUAACAGAGGAAAAACCAGUCGAAAUUAUUACCGAGUCAAUGGUGUCAGAUACAGGAAAAUACCUUGUACCGAAAGGCUCAAUAUUGGGUGUGAAUGACAUCGAAGAAAUCGUGUUCACGUAUGAGGUGUUCGUAGAAGAAGGUAAAACAUUAGAUAUAAA
Hco-1-2 CUUAACCAUAAAGUGAUACGAAUUGGUAGUUUAGCAUUUUUACUCGUUGGUUUAAUCGUUACGUCAUCGUCUGCAUUUGCCUAUUGGAAGCAAGUUACAAUUUCAAAUGAUGUUGAAAUUGUAACCAUAGGGGAACCUGUAGAACUAAUUGUGACAGACUUAAAUUCAGGUUCACAAUCU
pKS-1-1 AAAACGCAUAUUCCGUUUUAUAAUGUUUACAGGGAAAUCUCAGGAGAGAUAAGGAUAAGCAUGUUGAAGAUAUGUUCAAUUUCAUCCUUGGAAUACUAUAAUUUGGAGCAGAAUACUGGGAAUUUCAUGCAAUUAAAUUCACCCGGGAGAUGUGUUAUACAUGUUUUAUAGUAAAUCUGC
pKS-1-2 CAUCAAAACAAAUCUUAGUUGAAUGGAAUAUAAUAGAUGUCACAAGUUAGCAUAAUUAUUCCUACGUAUAAUCGUGUUAAGCUUCUCCACUCGGCAAUUACCAGUGUAUUAAAUCAGACAUUUCAGGAUUUUGAGAUAGUUGUAAUAGAUGAUGGUUCACAAGAUAAUACGCAGGAAAUU
pKS-1-3 CACGGAAAUCUUUCUCUUUCACAACAGUAAUAUGAGACUUCCUUUUUUACGAACUGAUUUCAAAAAGUUUAGCUUACCUAUUCGGAAGCUGUCGCAGGUUCGAAAACUCUCACAGGUCUUUACAGAGAAUAAGACAAAAGCUGCAUGGGGCUUAGACAUUGGUGGCUAUGCUCUUAAGGC
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pKS-1-4 UAACCCCUUUUCUCUCCUCUGCAAGGGAGAAAUCAAGGGAAGCUCUCAGCUUGAUUUUGUGUAAUUACGGUAUAUAUACGAGAAAAUUCAGUACCUCCUCCCCCGUGGUGGGACGGGAAUAAGGGAAAGAAAACAAUCUCAUUGUGCACCCUUACCAUAGCCCUCUCCCAUCAAGGGAAG
pKS-1-5 UGGAUUUCAAUCUGCUGUUAAAGAUAUAUGUCCUUUUGCAAGAAGGAGGUGAGAAAAAAGCAUCUUUGUAACAUCGUGAGAGGAUACAUCUUAACAAUCUUAAAAGGAGGGGGGCUAGCUAUGGAGAUGAAGAAAAUGAGAAGUGCGGGUUUUACGUUAAUCGAGUUACUUGUUGUAAUC
pKS-1-6 AUAGGAAAAAUUUACUCCUGUGCGGAAUGCAAAGACACAAUGAUUUUGUCAAUUUUCACGAAUAAUUUUAUCUGAAUUGUUUUGCGAAGUGAAAGAGAAAAGGAGGGCAAUCAUGAUGUCUGUUCGAACAUAUUUUACUAUAAGAACUCCAGGGAUAUUGUUUACCAUUAGUCUACUACU
pKS-1-7 CGUAGGGCGAGGCUUCAGCCUUGCCUCCCCGCCAGAAUAUAUGUGCCGGGAUAGCAACCCUAAAGGGUUGCCCUACAGAAUUGAAAUUUCUAUGCAUUAAAAUAGGCAUUCAAAGACUUUAGCGACGUGUAGUGGCAAGGCGCGCCUUACCAUUUCGUAGUUUGUUUAAAUUUCCUAUGC
pKS-1-8 GCCACUUAUUCAUGAACAGGAGGUGAUACAAAUGACCUGAAAAACAUUGAAAUGAAUUGCUUAAGUCAAAACUGAGUAAAGUAUUUUCCCUAUUUUAAAGAAACAUGCAUGAUAUUCAUGAAGAAAAAGAAAUGAAAGGAUUUUUUCUCUUGCGUAAUACAACCUUAAAUAAAGGAAAAG
pKS-1-9 CAAAAUUAUCACAGGAUGUAGAUAGAAAGUUAAUGAAAAACAAACCAGUUUGCCUUUAUUAACGACCAGGGUAUUGUCAUCUGAUAAAUUAAGGGGGGGAUUUAAAUGUGCUGUGCGUACUGGCGUAAAAUUCUUUUAAUCUACUCAAUGCUCUUUGCUGUGUUUAUUUCCCUUUUUUCA
pKS-1-10 UUUAUCAUCCGUGGAACGAAGAGUAUCGCUUUUUCACGGGCGGGAGAUUCUUCACUCCGCUCCGAAUGACUACCAAACUUCACCUUGCUAACGAUUACAAAUAUUUAAAAGUCCUGAAACCAGAGAAAAGCUUUACAUAGAAUUUGAUGCAUAUAGAGAGUCAUAAAAUACCUUUUACGA
pKS-1-11 GCUUUUCGUAGAGUUUUGGUAUGGUAUUUCAAAAAAAGGGAUUAAUAACCGACCGGCUAAAGUACAAUUAUUAAUCCCCGGGACCAGGACAAGGAGGUUUUUUUGCCUCUUUGCUAGGCCUUAGUAAAAAUUAUAAAUACUUGAGAGGGUAAUGUCAAUAAAAACCGUAAACAAGCUUUU
pKS-1-12 ACAGCAACCGGGAAAAGAACAUCAAAUGCAGCCCAAGCCGAAAAGUCAAAUGAAGGAGUACCGUGGCUGCGAUAAGUUACAGGACAAGGUAGCUCUUAUCACGGGCGGGGAUAGUGGUAUAGGGAGGGCUGCAGCUAUCGCCUUUGCCAAGGAAGGGGCACAGGUAUCUGUUGUAUAUCA
pKS-1-13 AACCGAAACUAACCUUACGGACCGUAUUUGCAAUCAUCGAUACAACAUCAUGAGAGGAGGUGAUGAUUGAAUUUUUAAAAUUUUUUAUUUUAUGUAUCAAGUUUGAUGCACGUACAUUGGGAUAGAGCCAAUGAGUGCCUGACUUUUAUCUUAUAUAAAUUAAUGAUGCGCGCAAACAUC
pKS-1-14 CAGAAGGCAAAUCUUGUGCUCUCCCUGGUCAUGGGAAAAUACACAGGUUUUGAAUUUGCACAAAGGGUAGGCGAACACAAGGUUCGCCUCCAUAUGCAUCAAGCUAAAGGCUAUCCGAGGACUCUCGAAACAGAGUUUCCGGGCAAUUGUGUACCCAUACAAAGUUUGGGAACAAGCUAC
pKS-1-15 GUAAAAUUUUUAGAAGGGAGGUCUUAGAUGAAAGGCGCGUGUCGUGUCGUGUCGUGUCGUGUCAUUUUUGUCUGUUAUUUUUAUCUUUAUCUUAUUCUUGCAGGUGACGCCUGCCGGGGCACAGGUUGUAUACGAGUAUGGCUUCGAAAGUGAAUGGAGUGGUUGGAGUGCAGAUCAAGG
pKS-1-16 UGAAUACAACAAAUAAGCAAAUGGAUGUGGUGUCUGGAUUACUUCAUAUCGUAUUAAAUAUCUUUUUGCUCGUGUUUAUAAGUGUUUUUAUUUCUAAAAAUGCUUUAUCGCAAGAAAAAAACUCUGCUACUCAAUAUUUGGGCGUUAGAAGUGGUAAUAUUAAUAUAACGUUAAGUACUA
pKS-1-17 AAGAAAAAGUCUAUAAAGAAUGUGAGUGACAAAGAACAACGUCAAUAUGAACAUAUUAAAGAAAAGGCACAAAAAUCGGGCCGGUAUGGCAAGCGAGCAAAGGAAGUAGCUGCGAGAACCGUGAUCAAGCAACACAAAAAGAAAGGUCAUGAGAAGGGGAAAUGAAUUAUGAAGAUCGAA
pKS-1-18 UUCUCUCAUUCAGUAUUUCCAUGAAUCAUACAAGAGACUGCCUUUUUUGGCAGGAGAAGCGUAAAAUCUUACGGUCUCUCCCCAAUAAAAAGGCAGAGCCGAUGCAGGGCAAGGCUUUAGCCCAUAUGCAUCAAGCUAUGUAGUGGCAAGGCUAAAGCCUCGCCCUACGGUUUCAUAAAA
pKS-1-19 UCUCCAUUUGCGUCAUUCCUGUUGCUACCGUAUAUUUCCUUAAGAAAAUAAAAUGACUUUAGAAACUGUAAAAAAUCGCCUUGUUAAACAACCGCCCCAUCUUCGCAUUCUUGCGGCUGAGGACGAGGAAUCAGUUCAGCAGGUUUUAAAGAUUACGCUGGAGUAUGAGGGACAUCAUGU
pKS-1-20 UAUUUUUGCUUUCCAUACAAAGAACUGGUUUUGUGCAGAAUGGUUAUACAAACAGUUUAUUCCCUCUGUUGUUGGCUUUUGGAGUAUUGUCCGUAACAUUAUCAGGCGUAAACGUGCUAAAAAGACGCUUCGUGCAAGCGAAAGUAAAUAUCGGCUCCUCUUUGAGAGUCUUCCUCAGAG
pKS-1-21 CGUUUUUUCUCUUUCCAUUUUCAUAUCUUUUGUAAGCUUAACCUCAACCUUUUUUUUAUCAGCAAACGAAAGAUGUCUGGCAGAUACGUAUUAUGUUGCAACAAAUGGUAAUGAUUCAAACAGCGGAAGUUUAUCUAAUCCCUGGAAGACCAUAGAAAAGAGCAUCGAAAAAUUACAACC
pKS-1-22 CGUUUUUUCUCUUUCCAUUUUCAUAUCUUUUGUAAGCUUAACCUCAACCUUUUUUUUAUCAGCAAACGAAAGAUGUCUGGCAGAUACGUAUUAUGUUGCAACAAAUGGUAAUGAUUCAAACAGCGGAAGUUUAUCUAAUCCCUGGAAGACCAUAGAAAAGAGCAUCGAAAAAUUACAACC
Sin-1-1 AAGUGAGGAGAAAGCCUGUGUUGUCGUUCGAUCGGAAAUCAUCUCAUGGCAGGUUGCUGGCCCUGUCGGCCUGUUCGACCAUCGCCCUUCUGCUGAGCGCCUGUGAAAGCAGCGGCGGCCUGCGCGUCGCCAGCGUCGGAUCGGGCACGCCGGGCGCGGGUAGCGGCAGCGGCGGAUCGG
Ssp-1-1 GCCAUCGAGCGCGGGCAGCGCUUUCCCUCCGACACGACCAUGCGCUGCUGCGCCCCGGUUCGCCCUUUGCAUCGCUUUGAAGACCGAUUGCACAGGGGAACGAUAAUGCAGGUUGAGGAUCGCACAAAGAACAGCACCGUCCGCAAGUCUCUGAAGGCAGGCUUUUUCACGAGUGUUGGA
Sch-1-1 GUCCCGCGGCGAUGCGCCACGUCUGAAGCGGGGAAUCAUCAUGGCACUCAGGAAUGGAAAAGCAGCGCGCGGGGCAAGCGGCGCGCUUUGGGCGAAACGGUUCCUGGGCAGUUCCUCCCUGACGGCGGUAGCGUUGCUGGCGUUGGCUUCUCCCGCACGGGCCGAGGAUGUUUACUGGGA
Ssp-2-1 UUAGUCCCCGCCAUUUGCCUGCCCGCAUCGGGGCGGGAUCCAGCGUGUCUGAAAGAGAGAAGUAUGAACAACAACGUCGAGCGCAUCGUACACAAGCGCCGCACGAACCCUUUGUCGCGGGGUUUGCUGUGCGGCGCUUCGGUUGCGGCUGUGCUCGCGUUGGGCGUCCCGUCGGCGGCA
Msp-1-1 ACAAAUUUAUAGUUUUAAAUUUAUUGUAGACUUUACUUUAAAUCAUUUAAAUAUCAAGGAUGUCAUCAUGAUGGCCAAAUCUGGAUUUAGAACUAUUGUCAUUUCGACUUUAGUAUUUUUUUGCAUGUGCGCAGCUUCAGAAGCCGCAGUAUUUAAGUGUACUUACAAAGGCAAGUCCAU
Lch-1-1 GUUCCUUGGCUGCGCCGGACACGGCAGUCGAGUACCGACACCCGGGGACCGAACCACGGCCGCGCGCCCGCAGCGGGCGCACCCGGAGAGACCCUUGCCGCGCACUGCCCCUCAUCGCCUGCUCACCCUGGUCGCCCCGGCGACGUUGGCCCUGCUCACCGCCUGCGCCCAGUUGCCGCC
Nsp-1-1 GAUCGUAUAGCCGACAGUGCAAUGUAACUUGUUAUUGGAGAUUCCGAAAUGCAAAAGAAAACAAAUAUACUGGUUUCAGCAGCCAUCGUUUCUAUUAUCACACUGGCUUCUGCGAAUGCACAUGCUGCAGGUGCCGUAGGAUUCAAGGAUUGGACUGGCGGCAUUAACGAGCUUAACCCG
Sli-1-1 AUAUCAAUCAACAAGGGGUGUUUAUGUCGAACGAAGAAGUCUUCUUUAAGUGGUCUCCGGAGUACAGCGUCAACAUCAAAACCAUCGACGAUCAACAUCUGGAACUGGUCAACAUCCUCAACCGGCUGUUCGUCGCCGUAUCCAAACGCGAAGGAGAAAAAGCCAUCGCCGGCAUACUGG
Nsp-2-1 AAUUCUGCAAGCAGCCUAUGGCGCUGUCUAAUCUUUUAAGUAGCGUCUCAAAUAUUUGGAGAAAAGAAAAUGCGAAAAAAUUCAUAUGGUAAGAAAACAAACACGCUGGUUUCCGCAGCAAUUAUUUCUGUUGCCACACUGGUUAGCACCAAUGUAUACGCAGCUAAUGCAGUGGGAUUU
Hgr-1-1 ACAAAAAGGUCAGCCUUGGCGCGUGCGUUUGCAAUCUCCGACUGAGGACUUGCAGGCCGUGCCAAGAGUCGGGAACAGCGGAAGGCGUGGUGAGGCGCGUGAAAAAAGGACGUUUGGCACUGACCGUUGCAUUCGCAUGGGGAUGCGGGGGCGUGAUGGCUCAGCCGGUGGAUGCGGUCA
Oba-1-1 CAAACCGGCUACCACAGCCAUCAUCACCGCCAUCACCCUCGCCUUUGGCGGACUCGGCAUCUAUGCCGUGACUGCCGCAGAGCAAUCCACACCGGAACAACAAGCAGCGCCUGUCGCACUGGCGGCC.....................................................
Msp-2-1 AUCGCCCUGCGUGGCGUGGCUGGAGAUAAAUUCAACGGAAAGUAGUUAGUGAUUACCAGACUGGCAAUGAGACCUCGACCCGCUGCAGAUUGCCUGGCGGCUUUUCUGAUGGAGGCGGAUGCCAUCGCGACCGUAUCGUUCGCCAGGGGCAAUGUGCCAUGCCCCAUCUGAAUAGCCUGC
Msp-3-1 AUCGCCCUGCGUGGCGUGGCUGGAGAUAAAUUCAACGGAAAGUAGUUAGUGAUUACCAGACUGGCAAUGAGACCUCGACCCGCUGCAGAUUGCCUGGCGGCUUUUCUGAUGGAGGCGGAUGCCAUCGCGACCGUAUCGUUCGCCAGGGGCAAUGUGCCAUGCCCCAUCUGAAUAGCCUGC
Sli-1-2 CGCGGAAUAGGCCAUUUCAACUGACUAUAGUGCGGAAUAUGCAGGCAAUUGAUCAUCGAUAGAGGGAGGUCAUUGUGAAAGUACAGUUCAAAUCAAGUGAAGUGCUGAUAUUGCUGGCGGCUUCAGUAAUGAGUUUCCUUGCCAACCUGCCGGAUUCUUUGCUGGGGAAUGUGGUUGACA
Nmu-1-1 CACGACCGGAGCCAUUGCGGCGAACACGCAUUUCAGUAGCUUUACCCCGCUGAAAGACAGUGUGGCAGCAGGCUCGCUCCCCGAAAACGCCCCCUUCCGGUUAGCUUCCCCCAAUUUCUCCCAGAUUCGGAUCGCUGACCGCACGACCCAACUCGAUCUUGGUGAGGGUAAUUCCGGCAG
Mfl-1-1 ACCGAGUACAUAUUGUGAUAGGGGAACCAUACUUGCUGCCAUCCCGUUAUGGAUUAUGGGCGUUAUUGAUCCUGCUUUACGCAAGCCCCUCCAGCGCAGCGAUCGAGCCGAUCGACACAUCCGCGCAAGAGCAGCUACAGCAGCAGGAACGCCUGCGCAUCCUGCGCCAGCAACAGGAAA
Msp-3-2 GAACCCCAGAAACGCAAUAUUGGCCGCGAUCACUAUCAUGGCCAGCACCGCUGCGAUGACUGCUCAGGCUGCGGACUAUAUUAAGUGCACUGGCACAUCGGGCAAGACGAUUUAUACCAACUUGCCUUUUAUGUGCGCAGACGCUGCCAAGCAGGCCCAAGAAGCAACAAAAGCGGCACU
Msp-2-2 GAACCCCAGAAACGCAAUAUUGGCCGCGAUUACUAUCAUGGCCAGCACCGCUGCAAUGACCGCUCAGGCUGCGGAAUACAUUAAGUGCACUGGCACAUCGGGCAAGACGAUUUAUACCAACCUGCCUUUUAUGUGCGUAGACGCUGCCAAGCAGGCGCAAGAAGCAACGAAAGCGGCACU
Neu-1-1 ACUCUUUCACUCUACUUUUCAUGAUGGUAUUGCCAGUGUUUUUCACCGUUCUUUCAGCUUUCCACUUCUCCUGAUUCUGCUGAUCGCCUUUUCCGGCAGCGGCUACGCCAAUUCGAGCAAAGAAACCCGGGCAGCUGCCAGAUCGGAAUCUGCUGGUAAAACUGUUUCAUCCCGCUGGGC
Neu-2-1 CAUUCGCCAUUUUCAGAUCACUUAUAUCAUUGCUUCAGUUUUUCAAUUCUUCUGUUUCUCCUGAUCAUCUUCUCCAGCAAUAGCCAUGCCAAUCCAGGCAAGGAUAUCCGGGAAGCUGCCAGAUCUGAAUCAACCAGUAAAACCGCCGCUUCUCCCUCCCAUUGGAAAAAAGGUCGUCUG
Hgr-1-2 GGCGCCUAGGGGUAGCUGAAUGAAUAUCAAUAAUUUGCGCGUGUCGCAAAAGCUCUGGCUGAUCAUCAUGGGUCUGCUGACCUUGAUCGUGGUGGUCGGGAUCUGGGGGCAGAUCGCGCUGCGCUCCGCCACUGACCGUGCUUCCGAGGUGGUGGCGCACUACGAGUCCGCGAUCGCGAC
Tde-1-1 ACGCACCGCGCCGAGCGCGACGGCUCCGCCCGCCUCGGCCUAAGCCUGCUGGCGGCCGCCAUGCUCGCGAGCUACGCCGGUCUCGGCGAAGCCGCGCCGCAGGCCACGCCGCCGGCUACGGUCGCGAAAGCGCAACCCUAUCUCGGCUGGGCCAAGGGCCGGCUGCUCGUCGCGCCGCGA
Sde-1-1 AGGAGAACCAUUAUGAGCACUAGCUCGUACAAAAAUGUCGUGGAUAUGAGCAAGUUCGAUAAGCUGCGUGCCGUAUCCGGAGCCUCCGGCGUGCCUCUGCUCAAUGAUUGCCGAGACAUGGCCGCCGCACAGCUGGCGCAAUUUGCUGCUGCCAUGCUGGACAAGGCUGUGAACGAGUUG
Hgr-1-3 AGAGGGAGGGGUGCAUGUCCAAGAGGGCGCGCGCGUGUAAUGAAUCCGAUGCCCCAUGCCGGGGGCGGCCCGCUGCGGCAUGUCAGCGCUGGCGCGUUAGCGACUACACCCCCGUGUAUGAAUCCGCAGUGCAAACGAGCGCGAUGCGAGGGAGUGUCUGACAUGAAUCGGCUGUGCUAU
Asp-3-1 UUUCUGCUCCUGAUCUUCCUGCUUCGAGCGCGGGCCGGGCCAUCCAUGGCCGCCUUCACGGGCGCCAUCCUGCUGCACAGGGGGCUUGACGGAUAUGGGCGACGGGCUGGUCAUCGGUACCCAGGACAUUGCGCAGAAGGACCAACUGGUGCUGCGCGCCCUGGUGCGCCUGCUCGACGG
Nmu-1-2 UAUCUAGGCGGUUCCGCCUCCCCAAGAGGAGGAACUACGUGAAUAUCAAUCAUAAAGCGCCUGCAACUGGCUCAAGAGAACCCGCUUCAGGCAUUAUUCAAUCAAGCACUCGCAACUCGCAGCACAUCUCCAAACCUUGGUAUCCCCUUUGGAGCGGCAUACUGGCAGUUUUGCUGGGAU
Nsp-1-2 AUUAUGAAAACCAAUGAUCAAUUAUUGGUUAUCAAUUCGGUAACACCCAACACUAGCACAAGAGUUAAACCGGUGCAUAUUCUAGUCGCUUCAUUACUGCUUAUUAUCAGUAUGGUUUUAGCUCCGUUGAAUGUAUUAGCUGCAACAACUGAUCCUACCGCCGUCAAAUGGCAUCCAGGU
Nsp-2-2 CAUGAACAUUAACAAUCAAGUAUUACAAACUACCGGCUCACUGACACCGACCGCCAGAAAAUCUUUUCAGACAAACCAAGCUAAUAUAAGCGAUAUUAUAAAGCGCUGCAUCUUUUAUAAUUUCACAGGAAUCAAUACUAAAGCUGGACAGGCAUAUGCCCGACUACUUAUAUUAUUAUU
Nsp-1-3 ACUUAUGAAAACCAAUAAUCAAUUACUGAUUAUUAAUUCGAAAACACUAACUAUCCGCACGAGCAUUAGACAAGCACCUAUUUUAGUAGUCGCACUAUUAUUUUUUGUCAGUAUGAUUUUAGUACCCUUGAACGCGGUAGCGGCAACAACGGAUCCUACAGCUGUCAAAUGGCAUCCAGG
Bba-1-1 CAUUGAGGCCCGCUGUUCGAGGAAGAACGUCGUGGGACAUCGUGGGAACAAGAUGCGCGACAUCGCGCUGGCGUCUCUGUGCCUUUUGUGCGGCCCCAUGGCCCUGGGCCAGACCCAGGAAUGGGCACCGGGUCGCCUGCUGCUGCAGACACGCGCCGGCUUGUCGGCCGCUGAUCUGGC
Mun-1-1 CGCCUCCCAAUCUUUCACCCGAUCGCGGUCGGGUGAUCAAUGACUGCCGCGACUUCACGCUGCGCCGCCUGCGUGAGUCGCUGCACGGCAUGCUCUCGCGCAUCGAGGAAGAUCUGGUCGCGCGCGCCGAAGCCGAGCUCGACCGCGACCAGCGCAAUCUCUACAUGUUCGCCUGCGGCA
Rge-1-1 GCCUUGGGCCUGCUCGCCGCAUGCGCCGGCGGCGCCUGGGCUCAGGACGUCGGCCGCAUCGUCGUGCGCUACAAGCCGGUGGUGCAGGCCGCCGGCGUGUCCGCCGAAGCGACGGCCGCGACGAUGUCCCAGCGCGCCAACACGAUGGCCACGCGCGCCGGCGUGCGGCUGAAGACCUUG
Rbe-1-1 GCCGUGGGCCUGCUGGCGGCAGGCGCCGGCGGCGCCUGGGCCCAGGACGUCGGCCGCAUCGUCGUGCGCUACAAGCCGGUGGUGCAGGCCGCCGGCGUGUCGCCCGAUGCGAUGGCCGCGACGAUGUCCCAGCGUGCCAGCUCGAUGGCCACGCGCGCCGGCGUGCGGCUGAAGACCUUG
Rge-1-2 CACGAGCUCCGCACCCGAUGUCACGAACGCCGCCACCUGCCACCGCCUGUCGCACCGCCCCGAGCGGAGCGCGCCAGACCGUUCGCGGAUCGCCGGUGUCGCCGCUGCGGGCCGCCGUCAGAUUCGUUGCCAGUUCGAGAUCGAUGUUCUGCAUGCGUUUCCAGCGUUUCCGCUGGAGGC
Jsp-1-1 CACAUCGCCGCCACGCUCGGCUGCUGCUGGGCGCCACUGCUGCCCUCCUGCUGGGCGCUUGCGGCCCAGGGCAGGAAACAUCGACCCCGCCCGCCGCCGUCGCCACGGCUGCGACACAGUUUAGUGUUGAAGUGCCAGUCAUCCCCGCCGAUGUCGGGGCGCUGGUGGUGCAACCGAUGU
Asp-3-2 CUGCCUUUGUGGCGCCCCUCCCGGGAUGGACGGGGCUGGGCGCCCCUGUUCCAGUCCACACGAUGAAUCUCGGGGAAAAGCAAUGAAGUUGAACGAUAUCCGGGUGGCCACCAAGAUGUGGGGCACGAUCCUGGGCCUGUUGGUGCUGAUGCUGGGGGUGUUUGUCUUCACCCAGUACCG
Aar-1-1 ACACGCCCAUGAAUACCCGCCCCAACCGGUCCCGGCGGGUUUCACCGCAGCGCCGCAAUGUUUCCCUCCUGCUCGCGCUGGCCCUUGCCGGUUCGGGAGGCUCGAUGGCGGCAUACGGCGCGGACGACACUCCCGCGUGGGUGCCCGGACGAAUCCUGGUCCAGCCCCGCCCCGGCCUGC
Dsu-2-1 GGAGCUUUCCCCGGGGGCGUCCGCUCCCCUUGCCAUGGCAGCCAGCAUCGAGCUGGAGACCGUCAACGGCAUCCUCAGUACCGUCACCAUUCCGCCGUGCCCCAGCGUGGUCCUCUCCCUGAUGGAAGAGGCGCGCCAGGACGACGUGGAUUUCCAGCGCAUCAACCGUCUCAUCAGCGG
Mun-1-2 AGCCUGCUGUGCGCGCUCGCGCUGACUGCCGCCCUGCCCGCGUCAGCGGCGCUGCCGGUGCAGGCGACCGCUCCGGUGGUGCUGCAGCCCCUGCCGGCCCGCGACGCGGAAGGCGGCAUGUGGGCGGUCAGGCUCGAUCUGUCCAGCCUCAAGGCCGCCCGCGCGGGUGAGGUGUUCCGC
Rsp-1-1 CACGCUGACCGUGGCAUCGCAAAAGGGCAACGCAAAGCGCAGCUUCGCGCGGGCCGCCUAUGCAGCCUUCGCGCUGGUGUCCGGUGCGCUGAUGGGCGCAUCGCAUGCGCGCGCUGAAGGGCUGCUGGUGCCGUCCUACAUCUAUCCGGCGGGCACGGGCGCCACGCAAUGGAGUGCGCU
Rpi-1-1 CGCUGGCCGUGGCAUCGCCAAUGGGCAACGCAAAGCGCAGGUUUGCGCGCGCCGCAUGUGCUGCAUUCGCUCUGGUGUCCGGCGCGCUGAUGGGCGCCCCGCAUGCCAGUGCUGAAGCGCUGCUGGUACCGUCCUACAUCUAUCCGUCGGGCACCGGCGCCACGCAAUGGGGUGCGCUAG
Bsp-1-1 CGGUGCGCGGAACCCGCGUUGCGGGCCGCACCGGCAGGUAUCUGGGGCGAGCGGGACUCAUUGCGGGCCUGCUGCUGGGAUGCAUCGACGGCACGGCCUUCGCGGGCAGCACGGCAACCAGCCUCGUCGUACCCUCCUACUUCAAUGCCACCGGCAGCGUCGCGAACUGGAACAGUCUCA
Bph-1-1 GGCGGAAGCAGUCCGUCUUUUGAGCCGCACGGGUAGAAGUCUGAAACGGGCCGGGCUGAUCGCGGGCCUGCUGGUUGUGGGAUGCCUGAACGGCACUGCCUUCGCGGCGAGCGCGGCGACCACGACAACCACGAGUCUCGUCGUCCCCUCCUACUUCAAUGCCACCAGCAGCGUCGCGAA
Sde-1-2 CAGAGUUGGAUUUUGCUGGUUUAACUAUUGAUCUUAACUUUAAUUUGGAGAAAAACAUGAAAUUGAAAUUAAUCGCAGCAGCAGCAAUGUUCGCAGUCGCAGGUCAGGCAGCAGCUUCUAUCGCCGAUGGCACCACCGGUAACGGCGAGCUGUUCCUGUCCGUGUAUGACUCGGUUGCAC
Sli-1-3 CGGAAAUUUUCUUGCAGACAACAAGAUUCGUCGAUUGAUUAUCGCAGCUGUCGAUCUGGAAAACUGCAUCACAGUGGCAUAGGGAAUAUAUCGGUCGAGGCAUUUCCAUCAUGACGCGAUCAGAACUGAUACAACAGCUUGCUUCCCGUCAUCCCGAGCUCACCUCAAACGACAUCGAGA
Nmu-1-3 AGACUCAAGGCAUUCGCUGUUGCUGCCAUCGCGACUCUUUCCGGUCCGGCGCUUGCCGCCAUGGAUGGGGCGAUGAGUGGAAACGGUGAGCUUCUGCUCAAUAUGCGUUAUUACGGUGGCAGUUCCGCCACUUCCGGUGAUGACGAUAUCUCUGGACUGUUCGAUCUCGGCUUCAAAAUG
Ssp-3-1 CCCUAAAUCAUUCUUCUCCUAUUAUUGUAGGGCAAAUAGAUACUAGAUACUUGAGUUUACUUCAGAUUUUAUUCCCCCUAAUUUCUUAUAAUCCUUAGCUUAUUUAGCUAUAAUUAUCAUUCAUAUAAACAUAGGAUAAUAUAGAUGCAAUUUAUUGAGACACGCGGAAAUGACGGACAG
Ssp-4-1 UAAGAUAUUGUUAUUUCUAUUUAUAUUUAUUUCUUUUGGAAAUGCUGGGUGGAUAAAAUCAGGUACUACUGAAUGGAGAACAGAUCCAAGUCCUUACAACAAUAAUGAUGACUCAACCAUGGAUGCUGGAAUCAGCGGUGCUACACAAAUUGAAGUAACGAUAACUGGUAGUAUUGAAUA
Ssp-3-2 CUUCAUUGCUGACAGAAAGGUGACAUAUGUCUGUGCAGUGAACGCCAAUACUGUUACUGUGGCAAACAAUAAUCCAGAAUAUAAAAAGAUUAUAAAUAAUUCAGGAUUUAAUUUAUGUGAUGGUUCUUUGUUGGCGUUGUUUUACAGAAAAAUAUACAAAGAACCGGUUUCUUCUUAUCC
Cba-2-1 UUGUAGUUCUCUCCGUAAUCAUAGCUUUUUCCGUAAGAUCUUCUUAUUCUACUUGGAAUGAUCACAAAAAUAUUAAAGAUACAGCUUCAUUAAUAGAACUAUCUGUAAAGAUGAGUGCCGUUUUACAUGAACUACAAAAAGAACGGGGUGCGAGUGCCGGUUUUUUAGGUUCUAAAGGAA
Nsa-1-1 UUUAAACCUGAUUCAUGAUACAAUCUAUUAAGUCAGUCUUAUACUGAUUGAUUAAUAAGGAGAAGAAAUAUGAAGCGGAUGAGAAAACUCCUUUUCCUCGUGGUGAGCCUUGGUUUAUUUACGAGUAUGGGAUGUGCCAUCGAGAUCAAAAGUCUCGCCCAGGCAGUCAAUGAAGCGGGC
Nsa-1-2 GUUAUUGCUCGGAAGUUUGGCAUUCCCUUCAACAUUCGACUGGGAGACAGAAGGAUGGUCGCCUGAUGGAGCUUUGAGUCAAAACUAUACCAAUGUAGAUGAUUCCGGAGUUAAUGUCAGUAUCACUGUGACAGGUGAUACUGACAAAUUGCAGGACAGUACUCCAAAGCUGGAUGACGG
Ssp-3-3 CUGUUGGGGAUAGGUGCAACGUUGCUUUUGCUUCCUAUCCCAAUGCUUAUGCCUCUUUUGAUAGACGAGGUCCUGCUCGGGCAUCCAGGGAAGAUGACAGAAUUCAUUUCCAGUAUCUUUGGGAAUUCUGAAGUUUGGUUGUAUAUCUCUGUGAUACUCGCAGUGAUACUCACAUUGAGA
Ssp-4-2 ACCCUUCUAAUAAUGUGUUUCUCAAUCGGAUUUUUGCAUGCCAUUGAGAUUGUCAACCUAUCCCAAGCUGUGGAUGUCGCAGGAAAGCAGCGUAUGUAUACCCAGCGGAUGCUGAAAGAUUAUGCAAUGAUCGGUCUGCAGAACAAUUUCGGAAAUCCAAAAGAAGACCUGACGAAGACG
Ssp-4-3 GAAUGACACUGGCUGGAAGCUCGGUAUUUGCCGCGACACUGGAUUGGAGUAGCCAGGGAGGAUGGGAUGCCGGCGAUCUUUCAAAAAAUUAUACCAAUGUGGAUGGUAGUCACAUCGAUGUGGAUGUUGAUAUUACCGGAAACACGGGUAGGUUCGAAAAUAAUGAGCCUAAUGAUAUAA
Ssp-4-4 AUGCUGGCUGGAAGCUCGGUAUCUGCUGCGACACUGGACUGGAAUACAGUGGGAUGGUCUCCGGCAGGUUCCUUGACCCAAUCUUACACGGAUGUUGAUAGUUCAAAGGUCAAUAUUGAUGUUACGAUGACAGAGGACACAGAUAGAUAUAACAGUGGUGUUCCUUCAGUUAAUAGUACC
Ssp-3-4 AUUUGCCGGUACCGGUAUAGGCUAUCUUUAUAUCGGAUGGCUCUAUUCUUCUUCUUUGUUUCCUGAACUUUUAUGGUUUUGUUUUGUACUGUUACUCUCUUUUUGGGGAUAUAGAUUACAUAGGAGCUUUUUAGAGAAUGAUCUUAAUAUGCAACAAAAAGAACAGUGGCUUGGGCAACU
Sku-1-1 UUCUCGAGUUCGAAUACAAAAAAUCCACCUAUUUUCAAGAAAAAAUAUACGAUUUGCAGCUUCAAUAUAACGAUAAAGUUAAGAGUUUUUCGACCGGCGGGGCGGUUGAGAACGAUGAAAUCAUCCAGAAGAUGAACGAAAAUUUUGAUGCAGAGUACAGUUGGUAUGCCGUAAAAGAUU
Ssp-3-5 UAUCUCAAUUAGGAGGAUAUCAUGGCACGAAGUAAAAAAAGAAUUUUAGUUGGAAUGGUAUUAGCGUCCAUGACGCUAUUUACAAGUACUUCCACUUUUGCAAAAGAGGAAAAAGGGGUGAUCUGCCAUUAUACUGGCAACGGAGAUGUUAAAUCACUCUCGGUAGCGGUAAGCUCCCAU
Ssp-3-6 AUUUUUAAAUUAUAUCUAUUGCCAUCUCUUCUCUUUCUACUACUUCACACAUCUCAACUCACUGCCGCAUCUAAUUCAUGUCCUGGUAGUGUUAUAUCUGGCAGUGUUCUUAAUGCAGCACUCAUAGACGAUACAAAUGAAGAUGAUUAUUAUAGGUAUACCCCUGGUGAUUACGGACAA
Ssp-3-7 AUAUCAUCACCUCACUUUUUCUUUUUGCAAAUACUUCAUCUCCAUCGAAAUCUAAGGGUCUCAAAGCAGACUUGGUGACAGUAGUAAAAUCUCAAAGAAAGAUGUACCUUUCAUGUAAAGGCAAGAUCUUAAAAAAAUAUGACAUUGCUUUAGGCGGUAACCCUGUAGGGCAUAAGAGAG
Ssp-3-8 ACCGGUCAAGAGAUCACAAAACCAGAUCCUAUAGAUGUAGAAGUACCAUUUGAUGGUGGUGUAAUGAUCACGGAGACAGAUCCGGCAGGUAUCAUCACUUAUGCCAAUCGUAAAUUUCGUGAACUUACCGGGUAUACGAAAGAAGAACUCAUUGGAGCACCACACAGCAUAAACAGACAU
Ssp-3-9 AAGAGUAUAUCUUUGAAAAAGGCUUGAUCGUAAGUUCUACAGAUCUUAAAGGCAUCAUUACAUACGCGAAUAGAAAAUUCUGUGAAAUAGCAGGAUAUACCAAAGAUGAACUCGUAGGCAAAAAUCACAAUAUCGUCAGACAUCCAGAUAUGCCAAAAGCAGCAUUCAAAGAACUUUGGG
Ssp-3-10 AAUAGAUCUAGAACACGAAGUUAAAAGUGUUGAUAUUGUUGUUUCAAAAGGAGAUGCAGAAGGUAAUAUCACCUAUGCAAAUCCGAUAUUUUUUAAAUUAGCAGGCUAUACACAAGCAGAACUUUUAGACAAACCGCAUUCAAUUGUACGUCACCCGGAUAUGCCAAAAAUUAUUUUCAA
Ssp-3-11 UAAUACUCUUUUAAUAUAAUGCCCAUCAAGUUAGGGAGAAAAGCCAAACCUGUUGUGAAGCAGGGACGGAAAGCCAAGGGUCUCAUAAUAAUACUGAGAUAGCCUAGUUGCCUUUGUAACAUACAAAGUAAUGCUAUAUUAUAGUGGUUUAUACCGUUCUUCAAAGAAAAAUAUUUUCUA
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Ssp-3-12 CACCAUAAAAGAUCUAUUUCAGUUCUCUUUAUUGAUACGCAUACCACUAACGCUUUAUCGUAGCAGAAGCUGCUAAAAGGAUUUACAUGAAGAUAUUAAAAAACAAACUGAUACUUACUCUGUUCAUGCUAGUCAUUAUAGGGAUAUCAGCAGUGACAUCGUAUUAUACUUAUCUCUCUU
Ssp-4-5 CUGCUGAUGUCAGUACAGAGGAGAAAAGAGAACCCAAAGUAUCACCCGUUCCCACACCUGCCAAAAAGAAUGAAAAACCGGUUGAAAAUAUCAGCUUUGAGGGUGUCAGAGAAGAAAAUAUCGCGAGAGUCAAGGCUCUUUAUGAAAAGCUGAAGAUCUUUGAGAAAUCUCCGAAUUUUG
Ssp-3-13 GGAAUGCUUUGGGAUCUCUGAAUAUAUCCAGGUUCCAUAAGUGCUUUUCUUUAUUUGAACAACAUUGAACUCAAUAACAUAUAAAAUGAUUGAAGGAAAAGGUAUGAAAAAAAUACAUGUAUUAACAAGCGGGUUAGUUUCAACUCUGGUAGGUCUAUCUUUGAUGGGAUGCGGAGGGAG
Ssp-3-14 GAAAUUCAAACCAAUGUUUAGACUUAACAAUAUCAAACAAAAUUUACUUAUCGUAGCUUUAGCAACAUUUAUUUCAGGUUGUGGUGGUGGUUCGACAACUACUUCAGAAGGAAUAGCAUCUACACCAGCUUUAAGUUCGAAAGCUAUACAAGAAGGACAGGUGAUAGAUAGAGCUACAGG
Ssp-3-15 UAUCUCUGGAUGUGGAGGCGGUGGUACUUCAUCCGACGCUACUACAGGUAUAGUGAAUAUGAGACUAACAGAUGCACCCAUCGAUGAUGAGACUGUAGAAGGUGUAUAUGUUACUUUUACGGCAUUGCGUUACCAAUAUAAAGACAGCAAUGAGGGUUGGCAAGAUGUAGAUUUAAAUGA
Ssp-3-16 GAAAGCCAUGGGUCUUACACUGUAAAGAUCGCCAGGUUGCCUAAAUAAAUUAUAUUAUUUUUAACAGAACAUAAAAUAUGAUUAUUGUUUUUUGGGAGAAAGUUAUACAUUUUUAGACUUUCUUUACAUUCAUUUGUUAUGAUCCCCCGCCAAAUCAAAUAGAAAUGAUAGUAAAACUAU
Ssp-3-17 UGACAUUUUAGAAUCAUUUUUAAAAAUGCAAUAUCUACAGUAGAGGAUUAUCAUGUACGUAAGAAAUGAGACCAUAGAAGAAGAAAAUUUAGAUUGGGGUGAGCUUACAGAAGCAUCAAAAGAUAAUCAAGAUAAACUUAUCGAAGAUAUGAAAGAGGAAGCUUCUAAAGACACUACUAU
Ssp-3-18 AGUUUUAUUACUAAAAUAGUUUGUUAAAUUAAAAAAGGAAAAAUAAUGCAAAAUAGAACAAAGAUUCCAACUCCUUUUGGAAUAAAAAACAGUAUGGUUAAAUAUCUCAUUGUCAUAAUAUCACUCUUUUUUAUCCUACCAUCUUCUUCCUCUGCCGUAGAAGGUUCAUGGGUAGAACUG
Sau-1-1 UACUUUCUGUUAUUACUUUGUUUUCAAUAAAAAAUUUUUAUGAUACAUGGAAUAAUUAUGAAAAUAUCAAAGAGACAGCUUCUCUUAUAAAGUUGUCUGUGAAGAUGAGUGCUGUUUUACAUGAACUGCAAAAAGAGCGCGGUGCAAGUGCUGGGUUUUUAGGCUCAAAGGGAACAAAAU
Ssp-5-1 AAUAACAUUACCCCCCCCAUGUUGUCUGUAUGUAUCUGCACAUCUAAACACAUCCGUUAGUCAUUUCAUCAAACAGCGGCACGCCAGCCGUCUAUAUAUACCGCCAUGCAGCCCAAAAACCUGGGACGGCUGUGACGUGGCCUUUAAUCUGCGAUGUUGAAACAACAAGCGCUAAACGGC
Ssp-5-2 AAUAACAUUACCCCCCCCCAUGUUGCCUGUGUGUAUCUGCACAUCUAAACACAUCCGUUAGUCAUUUCAUCAAACAGCGGCACGCCAGCCGCUCUUAUAUACCGUCGUACCGCCCCGAAACCGGAGAUGGAUAUGAUGUUACGCUGAACCUGCGAUGUUGAGAUAAAACAGCGCAUGACA
Ssp-5-3 AAUAACAUUACCCCCCCCCGUGUGUUCUCUGCAUGUAUUCAUUCAUCAAACACAUCCGUUAGCCAUUCUCUCAGACAAAGGCGCGCCAGCCGCGCCACGCCGCCAUGCGGCCCGGAAAAAUUUCAGCCCCGUCUCCAAAUUGGACGCGCCGCAGACAGGCGUGUGCCGUUUUAUCUUUGC
Tli-1-1 UUGCAGUCGAAAUCCUUAUUACCUGCGCAGAGUUGAAGAAGUGUCAUCUUUGGUCAUAAAGGCUGUAUCUCUGUGGGAAAGCAUCUUCCCCCCAGAGAUAAAACCACCGCACCAUCACAGCCUGGGACACUUGAUUAGGCUGGUCGCAGAAAGCCUCCCCCAUGAAAAGCUGAAGUACCU
Tli-1-2 CCUUUAGAAAAACCCGAAAGGGCAAAACCGUCGAAAGGCGGCGACGCAAAGCCGAGGGUCUAAAGCCUUUAAAGGCCAUGACAGCCAGGCUGCCGAAGGUAGAGAACAUAUCCUUUCCUCCCUUCAGGCCGCCUGGCGAGAGAACGAAAAGAUCGCUGGGGGGCGACGAGGAAAUGAAAC
Ssp-5-4 GGAAUAUCCAUACAAACGCACGCCGGACCCGGAACAGGCUUCUGGAAGGAGAGUGACCCGCAAAAUCAUAAAAAUGAGGAUGAUCUCAUCGGGCGGUGUAAUCGGGUUUUGGAGUUAUUGUGAAGAAAGGCCGGGUGUGUAUUGAAUGGGAAAAUUGCAGGGAAGGGACAAAUUGAUACU
Ala-1-1 ACUAUGGCAAUCGUGCAAAUGUAGAUUACUUUGAAGGUUCAUUAAUGGGUAAUGAGGAUGUCUUAGAAAUUGAUGCUGAAACUGAAGGUAUCUUUUUAGGAGAUCGCAUAAGAGACUUAGUUUACUUAAAUGAUAGUGAUUUUAAUGAUACAAGUUUUAACUUUUAUGGAUAUGCAUCAG
Ala-1-2 UUAGGGUAACCUAAUGACGCAAAACUAUAGGGCCUAUAUAUUAGGCAGCCAGUUGCACUUAUCUAGGGUAAGCAAUUGGUUUUUGUUUUAAUAAAACGAGGAUGCGUAUAUGAGGACAACUAAAUUUUGGGGGAUCAAUAGCACUAUUAGAAGAUCAACCAGAACAUCUAAAUUCAUAUU
Ala-1-3 AAAAAUAUAGCAAUUUGCUUAGUUAUCUUAUGUUUAACGUCAUUAAUAAUUCUUUUAAAUCAACCAAAUCAGUCACCUGAAGUCAAUGAAGAAAAAAUUACUAUUAGUUAUAGAACGCCAUAUGGUGCGUCUAUUUUUAUGGCAGAAGGCCAAGAUGGAACCGAGACAAAUCCUUAUAUC
Mba-1-1 GUUAAGCCCAUUAAAUGGACAAAAAUAACAAAUAGGAAAGGAGAAUUACAAUGAAGAAAAUACUUGCUUUUUUUCUUGUCGUAGUUGUUUUGCUGGGGUCAACACAGUUAACUAUUUAUGCUGAUAAUGAAAGUCAGGGGCAAGAAAUAACUACAUCAGUUACAAAUGGUGAAUCAACAA
env-1 AUGAAAAAAUUAUUAUUAUUAGCUGGAUUAUUGGUUGUAACUGGAUCAGCUUUUGCUGCAGAUAUUAAAACAGAAGCAAGUGGAAAUGUUGAUAUUUAUGCUCAGGUUCUUACUGACUUAAAUAUUAAGACUGAACCAUUAAAUUUUGGUGUUCUUGGAUUAAGUGAUAAAAAAACUAUA
env-3 ....................................................................................................................................................................................
env-7 AAAUAUUAAUUCCCUUAGGAAUAUUUAUUUUUUCUCUUACCACUCUUGGAGUAGCUGACAAUGAAGCAAUAAUAGAUAUCAGUGCUGAAUUUUUAGCCCCUAUUACCA........................................................................
env-9 ....................................................................................................................................................................................
env-11 ....................................................................................................................................................................................
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Ama-1-1 GUAUUACGGUUCCCCUCUGGGAAAAAUUUGGAUUCUGU
Ama-1-2 CUCAUUUGUCCCAGUAAAACAUUAAUCAGUUGAGGAAG
Rba-1-1 CGGUGCUGUUACCACAAUCGGUAGCAACGCCAACGCGA
Bma-1-1 GACGGCCAUUCAGGCCAUCGGCACCCAGGCGAACGCCA
Pst-1-1 GAAGAUGGUCCAACUGCAGUGGAAUACGCUGUGAUGUU
CMe-1-1 CGGACCCCUCGAAUACCAUCGGCGCGACUCUCCUCGGC
Asp-1-1 ACCACCGUCGUCAACGCGUCCAUCACCGGCACCAGCGC
Cfi-1-1 CGCAGCGCUCGGCACCGAGCGUCGAGGCGGCCACCGCG
[gi-1-1 UGACCUCGGUCACCGGGGCUUCGUGCUGCACUGCGUCG
Cfl-1-1 ACCCUGGUCACCACCGGCGUCGUGCUGCGUGCGCAGGU
[gi-1-2 CGGGUGCGCAGGCGACGCGUGCGGACGUCAGCGGCCUC
Cfi-1-2 AUUCGCCCCGCGUCGUCGUGUUUCGAUACUUCACGCGA
Cfl-1-2 GCGCAGCCAGAAGGUCAGCAGGCGGAACAGCAGCGCCA
Cfi-1-3 GUGACACCAGUCGCCGCCCGCGUUCCGCGUGUCCGGAC
Asp-1-2 GCGGCGGGCUCGGCGAGCUCAGGGGCCAGCGACUUCAC
Ami-1-1 CUGGUCGACGAUCGCUGACGACACCCCUCAGGCGAACC
Gob-1-1 ......................................
Esp-1-1 AUCCCGUCCGGAACUGAUGAAUCAGAUUCCAACACUGA
Esp-1-2 AACCCCGACGAGAAUACCUCUCACGCAAACAACGAGCA
Oul-1-1 UACGGCAUCGACAUCUACGAAUUCUUGGGUCACUGCUU
Osp-1-1 CACCGGUCUGACGGAUGGAGACAAGGUUGACAUCUACA
Sex-1-1 UUUACGGCGCGGCAGGGGAGGUCCGCGGGCGUUCAUCC
Esp-1-3 AGGUGAUUCGACCGAUCUCGGAGCUGAUUUGUCGCCCG
Sex-1-2 AUGCGGAAGCUGACCCCGACAUGAUGCGAGCCGGCGGA
Cba-1-1 AUCGCAGAAGCGCUGCAGGUCAGCCUGAAGACCGUCGA
Cwo-1-1 GCGCGAGCGCACGCCCUGACGGCACGUACGCCGCGUCC
Psp-1-1 ACACGAACAGCGAGGACUACUCGACUUGCCGCACCGAG
Sth-1-1 GGUGAUGAAGCCCACUCCUACCCCGAAGCCAUCCAAGA
Nho-1-1 UCGAUUCCAGCAUGCAUUUACCGGGAGACGGUGACGAU
Nho-1-2 UCACCGGCGAUCUCGACGACAUGAAGAACGCCGGCAUC
Nho-1-3 ACGGCCAUCACCGGCGAUCUCGACGACAUGAAGAACGC
Csp-1-1 AAUCCCAGCGGUCUAAAAUGCCAGCCCAAAUCGUAGGG
Csp-1-2 GAACGAUCCAAGACAUACUGCCCUAAAGAUAGUGUUCC
Csp-1-3 UCUGUAUAAUGAAGCGUUGACUGUCAAUAUCAGUCAAA
Csp-1-4 AUAUCUACUGCCGUCUGGCUGUUCUGAUGGCAGAGAAA
Csp-1-5 AAUCGUGUUGCUGGGUCUGUCCGUAUGUGGACUCUUUU
Csp-1-6 CCUUGUGGUGGAAAUGAUCGGGGUAAAUCCUUGCCCUG
Csp-1-7 CCAGCAAAAAGCUUUCCACGCCACUGGGGAAAUCGAUC
Csp-1-8 AUGCGAGCCAGGGCAACUGGGGAAACUGUUUACCGACA
Csp-1-9 AAUUUACUGCCGUUUGGCUGUCUUGAUGGCAGAGAAAG
Csp-1-10 GUUAUUUUGUCACUGCAAGCUAAACUUGCUCACCGUAC
Asp-2-1 CAGGGGUCACAUCCAACGAAACUUUCUGCCCCUGCCGU
Asp-2-2 GUAUUACGGUUCCCCUCUGGGAAAAAUUUGGAUUCUGU
Asp-2-3 CUCAUUUGUCCCAAUAAAACAUUAAUCAGUUGAGGGAG
Csp-1-11 GCAGCCCCACAAUCCUGCCGUUGGGCCAGCAAUGCCGG
Dpr-1-1 GUCUCCUGGGCCGGUGACGCCGAGCGCCGCCUGCGCGA
Dgo-1-1 GUCUCCUGGAUGAGCGACGCGGCCACCCGCCAGCGCGA
Dde-1-1 CUUCACGGCCACCCUGCAGGCCCGGCAGACCGCCUUCC
Dma-1-1 UCAGCACGAAGGAGCGCUACGGGUACGGCCGGUACGAG
Dde-1-2 GAACGGCACCUGGAACCCCGCGAACGUCACCGUCAGCG
Dde-1-3 CGUCACCGUCAGCGGCGGCUACCUUGUCAUGAAGCUCG
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Tca-1-1 GGCGGCUGCUCGAGCGCAAAGUGGCACUCGAGCGAAGG
Tca-1-2 CUGAUGCUUUGCGGCUAAUAAGUCAGACCCCGCAAAUU
Tca-1-3 GCAUCGCCGACCAGACCAACCUUUUGGCCCUCAAUGCC
Tsp-2-1 UUUUCAUCCAUGAAUUGAAAAUGACUCAGUAUUGGCCU
Tsp-1-2 AUGCUAGUGAAUUAGCAAAAGAAACGGUAGUCGAUUUA
Csp-2-1 UCAUUCAGAUGAUGAAAUUGGCAAUAUUCUUGAUACAG
Csp-3-1 AAAAUGAAAACGAUUCUUCAAUGAUAACUAAUGAAAAA
Cra-1-1 AAAAUGAAAACGAUUCUUCAAUGAUAACUAAUGAAAAA
Dsu-1-1 CUUUCUUGUCCGUCUAUGACAAUGCCGAUGAAAAAUGG
Mel-1-1 GACCCCGGACGGCAUGACUUAUGAUACGGAUCGUGUCA
Afe-1-1 CAGGGGGUGCUCACCAGCACCAUGGACAUGACGGACAU
Alo-1-1 AAGCCAGGAUUUCUUACGAGCUGGCGAAAAUUACGGCC
Pfe-1-1 AUAUGAAGAUAUAGCGAUUCCAGAAUAUUUAUCUGUAG
Pfe-1-2 AAUGAUUUUUGGCAAUCUCGAUAAAGCAAGAGAAGAUG
Pfe-1-3 UACUGGUAUUGCUGAAUUGCGAGGUUUUAUGGCCUACU
Pfe-1-4 UUAUAGCGGUAAAGGAUAUUCCUGAAAGAAGCGUAAUA
Pfe-1-5 AGGUAUGAAAAUCUUGCUCUUACUAUGCCUUUCUUAGA
Pfe-1-6 GAGGAGGAUCUUGUUCAUCGGGCAGAUGCCUAUGCUGA
Pfe-1-7 UAUCUUUAGAAAAAGAACACAUUCAGAAGAUGCAUACC
Ipo-1-1 AAAUUACUAUAAUGGUGCUAUUUCUGAUUAUAACCUUA
Ipo-1-2 UAAAAACAGUAAACUAUUAUUAAAAGGUUACGGGUGCC
Ipo-1-3 ACUUCAAUAGAUUCAUCAUAUUCGGAUUUAUUCUAUUU
Ipo-1-4 UGCUGGAAAAACAGACUUGACACAUUCUACUUAUUUGA
Fsp-1-1 GGGAAUAAUGGAGCUAAAAACGGAACUUUAACUAUCAA
Ful-1-1 AGUUCUGGGCAUCACGGAGAAAUAAAAAUAUCUGGUGA
Fsp-1-2 AAAGCAGGUGAAAUAAAAAUAGAAGGAGAAAAAGGAAA
Fva-1-1 GGAGCAAAUGAUGGUGGUGCUGGUAGUUUUACUAUUAC
Fva-1-2 AGGUACAUCUGGAGAUGGUAAAAUUGAAGUUAAUGGUG
Fva-1-3 GAGGCAAUGCUAAAAAUGGAACCCUAUCAAUUACAGGA
Fsp-1-3 UACUAAAAUUAUAAACCCAGAAGAGGCGGGUGCGGGAU
Ful-1-2 GUAAAUCCAAGUCAGACUGAAGCUGGUAAAUUUAUUAU
Hco-1-1 AACAGAGAACCUUACGAUUAAUGGUAUAGAAUUAUCUU
Hco-1-2 ACUCAGUUAGUUCCAAGUGGACAUGCCAUGUUUGUCGG
pKS-1-1 CAAACUACACAUGUGUGUAUUAUGAGACAGAUAAUGUA
pKS-1-2 GUAAAGAAUUUUCAUGAUGAGAGAAUACGGUAUAUACG
pKS-1-3 AGUAAAGAUUGCACAAACAUCUGGUUGUUUACGGGUGG
pKS-1-4 GGAGGAUUAAUCUUGUGUUUCUGUUGUAUUAUUACUAC
pKS-1-5 GCAAUUAUUGGUAUCCUUGCAGGUAUCCUGUUGCCUGC
pKS-1-6 AAUAAUUCUUGGAGCGGUUUUUUGGGGAAGUUCUGCAG
pKS-1-7 AUCUAGAUAAUGUCAUUUCUAUAAAGGACUGAGCAUAU
pKS-1-8 GCAAUGAAAAAUGUAAAAAUAUGUAUAUCGUUUAUUUC
pKS-1-9 CUCGUAAUCAACUCAGCAACAUUUGCUCUGGAUACCGA
pKS-1-10 UAUUCCUCCUGUUACUUUACAUUAGCUUAUUUUUUUAC
pKS-1-11 UGAUAGCAGGCUGAUGAUACAGGGAUUUUAUUGAAUGC
pKS-1-12 UAAUGAGCAUAAAGAUGCAGAAGAAACCCGCAGAUUAA
pKS-1-13 CGGAGGGAUAUUCCUGAAAUUGAUUUAUGGAUAGUUUC
pKS-1-14 UAAUUUAAGUAUUGCGAUAAGACUAAAGAGGGUGGCAC
pKS-1-15 UAUUUGGGAUGUGGGUCAACCUACUCCGCCUUCACCUG
pKS-1-16 AAACAGCUUUAAUGUUGGAAGUUCCGUCAAAUGCAUUG
pKS-1-17 AAAGUCUUUUUUAAUUUUGUCUUGCUUAUUUUUACUGA
pKS-1-18 AACAAAAGUUGCCGAAGGCCUAUUUUAAUGCUUAGGAA
pKS-1-19 UAUCAUAGUGGAAAAAGGCGAGGAAGUCUUUUAUACCU
pKS-1-20 AAUAUUUUCUAAGGAUAAAAAUUUCGUAUACAUGUCUU
pKS-1-21 AGGAGAUACCCUCUAUCUCAGGAGCGGAACUUAUUAUG
pKS-1-22 AGGCGAUACCCUCUAUCUCAGGAGCGGAACUUACUAUG
Sin-1-1 GCAGCGGAUCAGGCACCGACGGCAGUGGCGGUUCCACC
Ssp-1-1 CUGGCAGGACUGCUGGCCGGUGCGCCGGCCUGGGCAGA
Sch-1-1 UGCCAACGGCGCGGCGGUCGGCAGCGGCGGCACCGGCA
Ssp-2-1 UGGGCGGGUGACCGUCACUGGGAUGCCAACGGCACGGG
Msp-1-1 UUUUACAGACAAUCCGAGUCUGUGUAUAAGCAGUAAUU
Lch-1-1 GCAGGCGCUCCAGGCCGAUGAACACCAGGCCCAGACCC
Nsp-1-1 GGUAGCAGUAUUUCUGCCACUGAAACAGGCCUGCAAAG
Sli-1-1 ACGCGCUGGUCAGCUACACGCAGACACACUUCGCACUG
Nsp-2-1 CAAGCCUGGACUGCUGGAAACGAUCUUUUUGUGGGUGG
Hgr-1-1 UUCAAGACGAAUGGCUGCGCCGCCAGCAGCGCGAGACG
Oba-1-1 ......................................
Msp-2-1 CGAUGCCAUUACGGUUCUUGUUCAAAUUAUUGCAGCAC
Msp-3-1 CGAUGCCAUUACGGUUCUUGUUCAAGUUAUUGCGACAU
Sli-1-2 GAAAAGCAUUGCUGGCCGCACUGACUGCCCUGAUUGUC
Nmu-1-1 CUGGGAUAUGAUCACCGCAAACGAAACCGGGCCGAAUG
Mfl-1-1 CCGCGCCAGAUGCACGCCAGCCUGGCUUGCAUCCGUCA
Msp-3-2 CGCUGCGCAGGCGGCCAAAGAAGCCGCUGCCAAAGCGG
Msp-2-2 CGCUGCGCAGGCGGCCAAAGACGCGGCUGCCAAAGCGG
Neu-1-1 GAAAGGCCGCUUGCUGGUCAUUCCCCGUGCCGGUUUGA
Neu-2-1 CUGCUCAUUCCGCGUGCCGGGUUGACCGCAAAAGAGUU
Hgr-1-2 GGCGGUGCGUUGGCAGGGGCUGGCCGAACUGGCCACCG
Tde-1-1 GCGGGCUUGCCCCCCGGCCAGCUCGACAAGGCACUCAG
Sde-1-1 UUCGAGCAGGCCGAAAAAUCCCUCGGCGGUGAAAUGCG
Hgr-1-3 CGAAUCAUUUUCAACCGCGCCCGUGGCGCGCUGAUGGC
Asp-3-1 CGGCGUGAACAUCCGCGCGCGCUUCAGCGAGCAGCUGG
Nmu-1-2 UGGGUCCGGUCAUUUCCAGUGCAGAGCCUCCGGAGGGC
Nsp-1-2 CAUUAUUAUACAAUCAUGAGUUGGGGCAAUAACAAUUC
Nsp-2-2 CAUCAUCAGCAUGGUUUGGGUUCUCUUCGGAACAGCGC
Nsp-1-3 GCACUACUACAUAAUAAAGGGCUCCAGCAAAAAUAAUG

......................................

......................................qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa
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Bba-1-1 CAAGGUGCUGCAGCCGCAUCGCGGCGUGGCGCGUCGCG
Mun-1-1 AGGCCCGCGAGAACUGGGCCGGCAUCGAACAGGCUUUC
Rge-1-1 CGCACGACGGGCUCCACCGCCGCGGUCUACGAGACCCG
Rbe-1-1 CGCACGACGGGCUCCAGCGCCGCGGUCUACGAGACCCG
Rge-1-2 UAAUGCCGGUUUUAUUCGCGGGCUCCGGAUUCACGCUC
Jsp-1-1 UCCAUGCGGCCCCGAUGCUGCUCGAUGCGCCUGACGGG
Asp-3-2 CUCCAGCCUGGCCAUGGAAGCGGCGCUGGCCGACGUGC
Aar-1-1 CGGAAGCCGCUUUCGAGAAGAUCAUCAAGGCUCACGGC
Dsu-2-1 CGACGUCAGCCUGGCGGCGUCCAUGAUGAAGACCGCCA
Mun-1-2 CUCGCGCUGCCGGACGGCCGUACGCUGGAUCUGGUGUA
Rsp-1-1 GGCCACCGCGGCAACGUCGGUACCCACCACGGUCAUCC
Rpi-1-1 CCACAGCGGCGACGUCGGUACCGACCACAGUCAUCCUC
Bsp-1-1 CGACCACGGCGCGCAAGGUGCCGACUACCGCCAUCCUG
Bph-1-1 CUGGAACAGUCUCGUGACCUCGGCGCGCAAGGUGCCGA
Sde-1-2 AAGUAUCCUAUACCCGCGAUCUGGGUGUCACCUUGAGU
Sli-1-3 UGAGUGUCCGCCUCAUCCUGGAUAAGAUAUCCAGCGUU
Nmu-1-3 AACGAUAUGGUCGCUGCGAACGGACAGGCGGGCUUCAG
Ssp-3-1 AAACCUUCAUCUGUACCAUUUUCAGAAGCAAUACUCAG
Ssp-4-1 UCAGGCAUCUUGCGGUUAUGAUUAUGUGCAAAUUACCG
Ssp-3-2 UGGUCCAGAUUUUUUUAUAGAUUAUCUAAGUAAAGGAA
Cba-2-1 CUAAGUUUGUAGAUAUACUUCCAAAGCAGCAUAGCUCC
Nsa-1-1 CGGCAGCGGAUGCUCACUCAGCGGAUGCUCAAAGAUUA
Nsa-1-2 UGGAGGGAGUCUUUCCAAUGAUAAUCUGGAGUUUUAUG
Ssp-3-3 UUUCUAGCAUUUUUUUUGAAUAACAAAAAAACUUUCUA
Ssp-4-2 AUGGCGAAUUUUGAAAAUCACCUCGACUCACUGAUCGC
Ssp-4-3 CUGACAGUGUCGAUACAUCGCUGGAUCUUGAUGUGAAU
Ssp-4-4 UAUGGAUUGGACUACUACGUAAAUUAUAGUUCUAAUAC
Ssp-3-4 GAGAUACUUUUUAUUCAGUUAUUUCUCUGUUUGGACGA
Sku-1-1 UUCAUGCGGACAAAUUCGCGCCAUUUCAAGAUGAGAUA
Ssp-3-5 CAGGAUCAUAUCGACCAGCACGAUGAUUAUUUUCCUCA
Ssp-3-6 AUAACGCUAAGCUUUAGUGCCACUGAAAAGAUAAAUAU
Ssp-3-7 UAAGAGGUGACCAAAAGACGCCUGAGGGAAAAUAUAAG
Ssp-3-8 CCGGAUAUGCCAAAAGCAGCGUUCAAAGAGUUAUGGGA
Ssp-3-9 ACACGAUACAGGGCGGAAAAGAGUGGACCGGUAUCGUA
Ssp-3-10 AUAUUUAUGGGAUAGUCUCAAAGCAGGGAAUGAUGUCA
Ssp-3-11 UUUACUUCAUAACAAAUUUUCUUCACAACAACACGUUC
Ssp-3-12 AUCAAAGAUAUGUAGCUGCACAAAACAAUGCACAGGUU
Ssp-4-5 AUGAUAUCUUUAUCUAUAAAGCAAUGAAUCUAUCCGGU
Ssp-3-13 UACCUCUACAGAACAAACAGUUUUAGAACCGACAGCAA
Ssp-3-14 AAGAGGUCUAGCAAAUGUCGAAGUAAAUAUCGAAUCAC
Ssp-3-15 GUCAAGAACGAUUAACCUUCUCGCAUUACAAGAAGGAA
Ssp-3-16 AAUUUGAUGUUGAAAAUAAUUUAUUAUUAUAGGAGAUA
Ssp-3-17 CCCUCAGAAAAAGAAAAUAUUUUUGAAUAACCAUGCCA
Ssp-3-18 AAUGGUAAAGUGUAUGGAGCCAAACCUGACUACCGAGG
Sau-1-1 UUGUAAAUAUACUUCCCAACCAAUAUAGCUCUACAGAU
Ssp-5-1 GCCCGUCAACAUUGUGACCGGCGGGCAGAGAGUUCUUU
Ssp-5-2 AUACCUGUGUACGCGUAGGGUAUGGGAUUUUCUGUAUU
Ssp-5-3 GCACCUCACAAGAUACACAAAGAGGAGGUGCGUCGAUA
Tli-1-1 CGGAAACAACCCCUCUUUGAAUCGUGCUGCGCUCCUUU
Tli-1-2 ACCUCCUUAAGAAUAAAACAGCAAAGUUCGUUGCCACA
Ssp-5-4 GGCGUUUAUGGCGGCAGGAGUAAUGUUGGGCACGGCGU
Ala-1-1 UACUUGAAAUUGUUAUUACUAAUCCAGGAUUAACAUCA
Ala-1-2 CCUGCUCAUACCGUUAUUUGGAUUUCUAUCCUUAACAU
Ala-1-3 AUCAGUAAUGCUGAAGAUAUGAAUGCUUUAUCUCAGGC
Mba-1-1 AAAAUGAAAACGAUUCUUCAAUGAUAACUAAUGAAAAA
env-1 AAUUCAAA..............................
env-3 ......................................
env-7 ......................................
env-9 ......................................
env-11 ......................................

......................................

......................................qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa qa
19 OtherG20Y

19.1 Taxa

The taxonomy of each organism containing a putative OtherG20Y is listed,
with abbreviations identifying each hit (e.g., “Eco-1-1” and “Eco-1-2” might hy-

pothetically represent two distinct RNAs in E. coli). The abbreviations will be
used to identify each individual OtherG20Y in Sections 19.2 and 19.4.

abbrev. of hits taxonomy of species
Rso-1-1 Bacteria Proteobacteria Betaproteobacteria Burkholderiales Burkholderiaceae Ralstonia solanacearum PSI07
Bba-1-1 Bacteria Proteobacteria Betaproteobacteria Burkholderiales bacterium JOSHI 001
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19.2 Gene contexts

Each OtherG20Y (indicated by “RNA→”) is listed. For each hit, the genes
located within 6 Kb of the hit are given, except that genes are not listed for
eukaryotes, because these organisms were not used in the statistics of genetic el-
ements associated with c-di-GMP riboswitches.. Some environmental sequences
and some RefSeq entries lack gene annotations, and so no genes are available for
such sequences. The direction of each gene is indicated with an arrow (→), and
each conserved domain in the gene is colored. Conserved domains associated with
more than one OtherG20Y are assigned a color; other domains are gray. Informa-

tion about these conserved domains is given in Section 19.3. The accession number
of the sequence containing each OtherG20Y is given. Accessions beginning with
“NC ”, “NS ”, “NW ” or “NZ ” are contained in RefSeq. Other accession refer
to environmental samples, whose sources are cited in Methods. Nucleotide coordi-
nates are given for the 5′ and 3′ boundaries of each OtherG20Y. If the 5′ coordinate
is greater than the 3′ coordinate, the RNA is present on the reverse-complement
strand of the containing genomic DNA sequence. Each hit is denoted by an ab-
breviation (like “Eco-1-1”) that refers to a taxonomy given in Section 19.1.

abbrev. Seq. accession 5′ at 3′ at genes

Bacteria Proteobacteria Betaproteobacteria

Bba-1-1 NZ CM001438.1 - 355300 355180 ←2A0125 (TIGR00901) RNA→ Peptidases S8 S53 (cd00306)→
Rso-1-1 NC 014310.1 + 25738 25850 ←hypo RNA→ Spherulin4 (pfam12138)→

19.3 Conserved domains

Conserved domains found in protein-coding genes listed in Section 19.2 are
shown below, with the first sentence in their description from the Conserved Do-
main Database (if any). Conserved domains associated with more than one Oth-
erG20Y are assigned a color, while others are shown in gray. The symbols ‘d’ and
‘u’ (if any) to the left of the colored domain name indicate whether the domain oc-
curs upstream or downstream of the RNA motif. Domains marked with lower-case
‘d’ occur (at least once) present downstream of some OtherG20Y in the opposite

orientation. Domains marked with capital ‘D’ occur downstream and in the same
orientation (i.e., a potential cis-regulatory arrangement). Domains marked with
a ‘u’ occur upstream of the RNA in either orientation. If the ‘d’/‘u’ symbols are
missing, then the domain is downstream and in the same strand. (This mode is
used for motifs predicted as cis-regulatory. The number in parentheses after the
colored domain name is the number of occurrences in Section 19.2.

cd00306 (1) Peptidase domain in the S8 and S53 families.
pfam12138 (1) Spherulation-specific family 4.

TIGR00901 (1) AmpG-related permease.

19.4 Multiple-sequence alignment

Each OtherG20Y is denoted by an abbreviation (like “Eco-1-1”) that refers to
a taxonomy given in Section 19.1. Nucleotides proposed to basepair as part of
the consensus structure are shaded in color when they comprise Watson-Crick or
G-U pairs. Otherwise they are shaded gray. Conserved stems are also indicated at
the bottom of the alignment by angle brackets, where matching < and > denote
base-paired columns. Below these angle brackets, the symbol “2” denotes base
pairs exhibiting covariation, “1” denotes base pairs exhibiting compatible muta-
tions, “0” denotes base pairs that are not observed to mutate and “?” denotes base

pairs that have a significant frequency of non-canonical nucleotides for Watson-
Crick or G-U pairs (> 5%). Below these base pair annotation is the consensus
sequence: “R” = “A” or “G”, “Y” = “C” or “U”, red nucleotides: nucleotide
identity conserved more than 97% of the time, black nucleotides: 90%, gray nu-
cleotides: 75%, red circle (qa): nucleotide is present 97% of the time, black circle (qa):
90%, gray circle (qa): 75%, white circle (qa): 50%. All percentages of sequences just
described (e.g. 97% conserved) assume that sequences have been weighted by the
GSC algorithm implemented by the Infernal software package.
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alignment positions 1 · · · 134

Bba-1-1 GCCAGAACUUGUGCCGACAAAUGCGCACAAGCCCCGGGCUGGCGGAUGAGCGGCAGGCCGCGCGCCCACCGCCACCCCUAUCAUUACAUC.CAGUU.UC...AUUUCGCAAACCACGUGAAAGCGUGGGACGCA
Rso-1-1 CGCGACAACGUUUUUCCGGUCCGGAUGCAUCCUGCCCAGUCUUCGUUUGCCAGAAGGAUGGCGACCCGUUAGAGUGACGUCGACUGCAUC......CUGUUGCAUUUGCAAAGCUGGAGUGAUCCGGCGACGCA

..........................................................................................<<<<<<<<<..<.....<<...<<<<<<....>>>>>>...>>.

..........................................................................................???????02..?.....00...202202....202202...00.qa qaCRR qaA qaY qa qaU qaYY qa qa qaR qa qaYG qaRYRCA qa qaCY qaC qa qaR qaU qa qaY qaG qaU qaR qaCRG qaAGG qaYG qa qa qaRCCCRYYR qa qaRY qa qaC qa qaY qaAYURCAUC- qa qa qa qa qa qaU qa qa qa qa qa qaUUYGCAAA qaC qa qaG qaG qaRA qaC qa qaG qaGACGCA
5′

alignment positions 135 · · · 314

Bba-1-1 AAGCCUC.CGGCCUACAGCGCGCGCAGCGCCACGGUAGCGGGGUUGCC...GGUGG.......GCAUUCGCGCACUGGCCUCAUUCAACGAGGCAUUCCAUGCAGACCCUUUCCUUGCCGCUUCGCGCCGCCCUGGCCGCGUGCUUGCUGGUGCUGGGCGCCAGCGCCCAGGCCCAGCGC
Rso-1-1 AAGCCAGGGGGAC....UUCCGUAUCGGAA...GUCAGCC.AGUUGUCCGCC...G.......AUUCGAUCAUCGACGGCGGGCCAAUUGACGGACGCGAGCCUUCGCGCCGCGUCAGGGGGCACACAUAAUGAAAAAUAGAUUUGUCGGGGGGCUCAUGCCCACAUUCGCCACUGUGCA

.<<<<.<.<<<<<....<<.........>>...>>>..>>>>>>>..>...>...>>>>>>>>.....................................................................................................................

.000?.?.20120....22.........22...021..02??000..?...2...0???????.....................................................................................................................
AAGCC qa qa qa qaGG qaC qa qa qa qa qaY qaCGYRY qaG qaR qa qa qa qaG qaYAGC qa qaRGUUGYC qa qa qa qa qa qa qaG-------RY qaY qa qa qaCRY qa qa qa qaG qaC qa qaRYY qaA qaYGA qaG qaAY qaC qaA qa qaC qa qa qa qaC qaYY qaC qaUYR qa qaG qa qaY qa qa qa qa qaYR qaY qa qaRR qa qa qa qaG qa qaYU qa qaC qaGG qaG qaY qa qaRYGCC qaRCRYYCR qa qa qaCYR qa qa qa qa

3′

alignment positions 315 · · · 494

Bba-1-1 UUUGACGCCGGCCGUCCUGCCAACGCCGGGCCCGAGGCCACCGACCGGCUGAUCGUGAAGUACCGCAGCGCCGGCACCAGCGCCCUGCCCACUGCCGCGGCGGCGGCCCGCACCGAAAACGCCCUGCGCGUGGCGGCCAACCGCCAGGGCGUCAGCCUGGGGCGGCUGCGCGACCUGGCC
Rso-1-1 AGCGGCGCAUCCUGUAGCUCGCGCUCGACGCGCUUGCGUGGCUUUGGCGCGUGUCGUUCUUGCGGCGGCGGCGCUUGGCGGCGCCUCGCUCGCCAACGCGGAAGCGCUUCUCGUACCUGCGUACAUUUAUCCGUCCGGCGCCGGCGCGGCUGCGUGGAGCACGCUCGCCACGACUGCGCA

....................................................................................................................................................................................

....................................................................................................................................................................................qa qaYGRCGC qa qa qaCYGU qa qaY qaC qa qaRC qaC qaR qaGC qaC qa qaG qa qaYR qaC qa qaY qaG qa qaYG qa qaY qa qa qa qa qa qaURC qaGCRGCG qaCG qaY qa qa qa qaG qa qa qaCCU qa qaCY qa qaY qa qa qa qa qa qaG qaRR qa qaGCYY qaY qa qaYR qa qa qaRCGY qaC qa qaY qa qa qaY qaGY qa qa qa qa qaRCCG qaCR qaGGC qa qaCR qa qa qa qaG qaR qa qa qa qaC qa qaCRCGACY qa qaGC qa
alignment positions 495 · · · 517

Bba-1-1 AACGGCGCCCAGGUGCUGCGCGC
Rso-1-1 GACGGUGCCCACGACCGUCAUCC

.......................

.......................
RACGGYGCCCA qaG qa qaC qa qaCRY qaC

References

References are listed in the manuscript.


	1 Bacillales
	1.1 Taxa
	1.2 Gene contexts
	1.3 Conserved domains
	1.4 Multiple-sequence alignment

	2 BacillalesG20A
	2.1 Taxa
	2.2 Gene contexts
	2.3 Conserved domains
	2.4 Multiple-sequence alignment

	3 BacillalesG20G
	3.1 Taxa
	3.2 Gene contexts
	3.3 Conserved domains
	3.4 Multiple-sequence alignment

	4 BacillalesG20Y
	4.1 Taxa
	4.2 Gene contexts
	4.3 Conserved domains
	4.4 Multiple-sequence alignment

	5 Clostridia
	5.1 Taxa
	5.2 Gene contexts
	5.3 Conserved domains
	5.4 Multiple-sequence alignment

	6 ClostridiaG20A
	6.1 Taxa
	6.2 Gene contexts
	6.3 Conserved domains
	6.4 Multiple-sequence alignment

	7 ClostridiaG20G
	7.1 Taxa
	7.2 Gene contexts
	7.3 Conserved domains
	7.4 Multiple-sequence alignment

	8 ClostridiaG20Y
	8.1 Taxa
	8.2 Gene contexts
	8.3 Conserved domains
	8.4 Multiple-sequence alignment

	9 Delta
	9.1 Taxa
	9.2 Gene contexts
	9.3 Conserved domains
	9.4 Multiple-sequence alignment

	10 DeltaG20A
	10.1 Taxa
	10.2 Gene contexts
	10.3 Conserved domains
	10.4 Multiple-sequence alignment

	11 DeltaG20G
	11.1 Taxa
	11.2 Gene contexts
	11.3 Conserved domains
	11.4 Multiple-sequence alignment

	12 Gamma
	12.1 Taxa
	12.2 Gene contexts
	12.3 Conserved domains
	12.4 Multiple-sequence alignment

	13 GammaG20A
	13.1 Taxa
	13.2 Gene contexts
	13.3 Conserved domains
	13.4 Multiple-sequence alignment

	14 GammaG20G
	14.1 Taxa
	14.2 Gene contexts
	14.3 Conserved domains
	14.4 Multiple-sequence alignment

	15 GammaG20Y
	15.1 Taxa
	15.2 Gene contexts
	15.3 Conserved domains
	15.4 Multiple-sequence alignment

	16 OtherBacteria
	16.1 Taxa
	16.2 Gene contexts
	16.3 Conserved domains
	16.4 Multiple-sequence alignment

	17 OtherG20A
	17.1 Taxa
	17.2 Gene contexts
	17.3 Conserved domains
	17.4 Multiple-sequence alignment

	18 OtherG20G
	18.1 Taxa
	18.2 Gene contexts
	18.3 Conserved domains
	18.4 Multiple-sequence alignment

	19 OtherG20Y
	19.1 Taxa
	19.2 Gene contexts
	19.3 Conserved domains
	19.4 Multiple-sequence alignment


