Leprechaun F1

Split methylase/methyltransferase

Template alignment | Template 3D Structure ‘ PDBe
5CIY_A Modification methylase Hhal; CG-SPECIFICITY, CPG SEQUENCE, C5-METHYLCYTOSINE, NUCLEOTIDE FLIPPING, S-ADENOSYL-
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parahaemolyticus}
Probability: 99.4%,

E-value: 1.3e-11, Score: 71.3, Aligned cols: 90, Identities: 36%, Similarity: 0.617, Template Neff: 10.7

. L-HOMOCYSTEINE, COMPLEX (METHYLTRANSFERASE- DNA), transferase-DNA complex; HET: SO4, 3DR, SAH; 1.594A {Haemophilus

Q ss_pred CeeeecCCccchHHHHHHHhcCCeEEEEEeCCHHHHHHHHHHCCCCCCcCCcccCChhhCCCCcEEEEcCCccchhhhee

Q Q_3183860 1 MKLGSLFSGAGGLDIAVEQFFGARTVWHCELNPAASKVLAHRWPGVPNLGDITAVDWSEVEPVDILAGGFPCQDVSAAGR 80 (102)
Q Consensus 1 Rl L o St 80 (102)
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T Consensus 12 ~~~~d1f~G~G g g e a n 89 (327)
T 5CIY_A 12 LRFIDLFAGLGGFRLALESC-GAECVYSNEWDKYAQEVYEMNFGEKP-EGDITQVNEKTIPDHDILCAGFPCQAFSISGK 89 (327)
T ss_dssp CEEEEETCTTCHHHHHHHHT-TCEEEEEECCCHHHHHHHHHHHSCCC-BCCGGGSCGGGSCCCSEEEEECCCTTTCTTSC

T ss_pred CEEEEcCCCCCHHHHHHHhC-CCEEEEEEecCHHHHHHHHHHCCCCC-CCchhcCCcccCCCCCEEEECCCCCcchhhec

Q ss_pred ccCcCCCCCCCc

: :
cemw M 2GS N-terminal alignments

Consensus 90  ~m~mmmmmmmme 101 (327)

T
T 5CIV_A 90  QKGFEDSRGTLF 101 (327) AA 1 92
T ss_dssp CCGGGSGGGCHH -

T

ss_pred ccCCCCchhhHH

Template alignment | Template 3D Structure | PDBe
5CIY_A Modification methylase Hhal; CG-SPECIFICITY, CPG SEQUENCE, C5-METHYLCYTOSINE, NUCLEOTIDE FLIPPING, S-ADENOSYL-

. L-HOMOCYSTEINE, COMPLEX (METHYL' DNA), DNA plex; HET: SO4, 3DR, SAH; 1.594A {Haemophilus

parahaemolyticus}
Probability: 99.94%, E-value: 2.5e-26, Score: 208.66, Aligned cols: 242, Identities: 16%, Similarity: 0.13, Template Neff: 10.7

Q ss_pred CCccCCCCC-CCCCCCChHHHHHHHHHHHCCCEEEEeChHHHHCHHhHhcccchhhhecCCCCchHHHHHHHHHHHHHHC

Q Q_7128345_11 2 PPVVAPASP-RAGTRSGLWALFAEVINQLRPGVVVIENVRGLLSARAYRAMESEEAAVGDGADGPVLRALGAVLGDLADL 80 (289)

Q Consensus 2 pfs~ag: 1 e 80 (289)
I R L s [ R O G000 |00

TC 83 p 1~~~ 143 (327)

T S5CIY_A 83 AFSISGKQKGFEDSRGTLFFDIARIVREKKPKVVFMENVKNFASHDNG=================-| NTLEVVKNTMNEL 143 (327)

T ss_dssp TTCTTSCCC! C T T

T ss_pred cchhhccccCCCCchhhHHHHHHHHHHHHCCCEEEECCchhhheCCCC

Q ss_pred CCEE ccc CCCCCCCCCCeeeCCCCCCCCleccCCClehh

Q Q_7128345_11 81  GYDAQWITLAASDVGAPHRRERVFILATPVASSASLGELARGASAQETGTQPSDGSGDHRREQPAGDSDGHQNTLPGTVR 160 (289)

Q C 81 gy 1 pq 160 (289)
[+t otrrs ot [+] L] L[]+t S JaCoo0o oea0 L .

T C 144 gy 1 Pq P 212 (327)

T 5CIV_A 144 DYSFHAKVLNALDYGIPQKRERIYMICFRNDLNIQN --FQFPKPFELN-TFVKDLLLPDSEVEHLVID-RKD-L 212 (327)

T ss_dssp TBCC TTCCBCC ccc CCCCCCCCC-CCGGETCCCGGGCGGGEEC-CTT-C

T ss_pred CCEE eHHHhCCCeeC cc --cceeee ~hhHHHhcCC hhceec-chh-h

Q ss_pred heCCCCeeeCCCCCCCClleeClls C: CCCCCC-CCCCCCCCecChHHHHHH

Q Q_7128345_11 161 DLLPTPSASDGTGGGQHPDRREGHSRQLCDYALLDGTSRWGKYAAATARWEAVAGPAPSPT-EPNKNGNPRLTAAFPEWM 239 (289)

Q Consensus 161 ~~1 g i p T~~E~~rl 239 (289)
e e Feer e bR e o] ++]+++]

TC 213 t 1t~~E~arl 282 (327)

T 5CIY_A 213 -VMTNQE-IEQTTPKTVRLGIVGKGGQ-----~ GERIYSTRGIAITLSAYGG--GIFAKTGGYLVNGKTRKLHPRECARV ~ 282 (327)

T ss_dssp ~EECSCC-CSSCCSSCCEEEESTTCCT-~ TCEEEETTSCBCCCCSSCC--STTTTTCEEEETTEEECCCHHHHHHH

T ss_pred ~ccchhh-HhheCCC --ccccccCCceeCCeEeecCHHHHHHH

Q ss_pred cCCecCeeecccCce ccc ht

Q Q_7128345_11 240 MGWPAGWVTAVPGISRNDALRICGNGVCPQQAYAALQILVRVSACEV ~ 286 (289)

Q Consensus 240  qGfl i i leess 286 (289)
111 ]#4] 4.

T Consensus 283 qgfl 326 (327)

T 5CIY_A 283  MGYPDSYKVH--P-STSQAYKQFGNSVVINVLQYIAYNIGSSLNFKP 326 (327)

T ss_dssp TTCCTTSCCC~S-CHHHHHHHHHHCCCHHHHHHHHHHHHHHHHCCC

T ss_pred cCCCcccccC--C~Cl cccl cCcC

Picks up @ AA83

This includes full
ORF with 80bp
overlap to previous

gene



Leprechaun F1
Split methylase/methyltransferase
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44712 44790 44368 44545 45024 45102 45130 45258 45336 45414 45492 45570 45648 45726 45803
4|B)S)» || M| ORF 44315 - 45781 ] | G+C| 5| Window: [EE %] bp

— g mn | ATG] # A
Gene #67

GTGAAACTCGGTTCGCTGTTCTCCGGCGCTGGCGGCCTCGACATCGCCGTCGAGCAGTTCTTCGGCGCCCGCACGGTGTGGCATTGCGAGCTGAACCCGGCCGCGTCCAAGGTGCTCGCGCAC
CGCTGGCCCGGTGTGCCGAACCTCGGCGATATCACCGCGGTCGACTGGTCAGAAGTCGAGCCGGTCGACATTCTCGCTGGCGGATTTCCCTGCCAGGACGTGAGTGCCGCCGGTCGTCGCGCC

GGCATCGCCGAGGGCAGGCACCCGCTCGGGCCTGEIG GGC GCT GTT CGC CGA AGT CAT TAA

MKLGSLFSGAGGLDIAVEQFFGARTVWHCELNPAASKVLAHRWPGVPNLGDITAVDWSEVEPVDILAGGFPCQODVSAAGRRAGIAEGRHPLGPVGAVRRSH (highlight = HHpred
alignments to PDB 5CIY A)

Aligns 1-88 in PDB 5CIY A
Gene #68 (green = overlapping sequence coding for matching amino acids)

GTGCCGCCGGTCGCTCGCGCCGGCATCCCCCAGGGCAGCCACCCGCTCGCGCCTCIGGGCCCTCGTTCCGCCCAAGTCATTAACCAGCTGCGGCCGGGTGTCGTGGTGATCGAGAACGTAAGGGGG
TTGCTCAGTGCAAGGGCCTATCGCGCAATGGAATCCGAAGAGGCAGCTGTGGGAGACGGGGCAGATGGACCTGTTCTCCGGGCACTCGGTGCCGTACTCGGAGACCTTGCCGACCTCGGGTAT
GACGCGCAGTGGATCACTCTTGCCGCTTCCGACGTCGGCGCACCGCACCGGCGTGAACGCGTCTTCATCCTTGCTACTCCCGTCGCCAGTAGCGCATCCCTCGGGGAACTCGCCCGAGGCGCA
TCTGCGCAAGAAACCGGGACGCAGCCGAGTGACGGATCTGGCGATCATCGTCGAGAACAACCTGCTGGAGACAGCGACGGTCACCAGAACACGCTGCCTGGCACCGTGCGGGATCTGCTGCCG
ACACCCTCGGCGAGCGACGGGACCGGCGGCGGGCAGCATCCCGACCGGCGAGAGGGGCACTCGCGGCAGCTGTGCGACTATGCGCTGCTGGACGGCACCTCGCGCTGGGGCAAGTACGCCGCT
GCGATCGCACGCTGGGAGGCTGTGGCCGGACCCGCGCCGTCGCCGACCGAGCCGAACAAGAACGGCAATCCCCGACTCACCGCCGCGTTCCCCGAGTGGATGATGGGCTGGCCCGCCGGCTGG
GTGACTGCGGTGCCGGGTATCTCGCGCAACGATGCGTTGCGCATCTGCGGGAACGGCGTATGCCCGCAACAGGCATACGCCGCACTCCAGATCCTCGTCAGGGTTTCGGCTTGCGAGGTGGCC
GAGTGA

MPPVVAPASPRAGTRSGLWALFAEVINQLRPGVVVIENVRGLLSARAYRAMESEEAAVGDGADGPVLRALGAVLGDLADLGYDAQWITLAASDVGAPHRRERVFILATPVASSASLGELARGA
SAQETGTQPSDGSGDHRREQPAGDSDGHONTLPGTVRDLLPTPSASDGTGGGQHPDRREGHSROLCDYALLDGTSRWGKYAAATARWEAVAGPAPSPTEPNKNGNPRLTAAFPEWMMGWPAGW
VTAVPGISRNDALRICGNGVCPQOAYAALQILVRVSACEVAE (highlight = HHpred alignments to PDB 5CIY A amino acids 83-326)



