CDS6-Homologues

A. Phylogenetic Tree B. Sequence Distances

Percent Identity

Mho-PL5 1| 23| 4als| 6| 78] 9 1]
Mho-4788 1 (I 100.0/100.0{100.0| 32.3 | 32.3 [ 32.3 [32.3 | 32.3 | 11.3 | 145 | 1 Mfer-PG18 (II-A)
Mho-TOO0613 2 | 0.0 I 100.0[100.0/32.3 |32.3|32.3 323|323 |11.3 | 145 2 Mfer-PG18 (I-A)
Mho-SP10291 3 | 00|00 M 1000 323|323|323(323(323|11.3|145]| 3 Mfer-M64 (1)
Mfer_P618(”_X')h°'FBG g| 4 |00 00/ 00 B :23 323 323(323(323|11.3|145] 4 Mfer-M64 (11)
Mier-PG18 (1-A) 5 | 5 |1466/146.6146,6/146.6 B :00.0/100.0/100.0/100.0] 12.1 |11.1 | 5 Mho-FBG)
Mfer-M64 (1 5| 6 |146.6146.6(146.6|146.6| 0. B 1000 /1000/1000] 111 |11.1| 6 Mho-SP10291
Mfer-M64 (1) 8| 7 |146.6|146.6/146.6/1146.6/ 0.0 | 0.0 M 100.0|100.0/ 11.1 |12.1| 7 Mho-TO0613
Mho-PG21 (MHO_1280) 8 |146.6|146.6/1146.6/1146.6) 0.0 | 0.0 | 0.0 (I 1000 111111/ 8 Mho-PL5
Mho-PG21 (MHO_0070) 9 |146.6|146.6/1146.6/1146.6) 0.0 | 00 | 0.0 | 0.0 (M 111 111 o Mho-4788 (MhoE)
258.6_ I I I I | 10 |430.0/430.0|430.0|430.0|430.0/430.0/430.0/430.0|430.0 | 16.7 | 10 Mho-PG21 (MHO_1280)
250 200 150 100 50 0 11 |339.0/339.0/339.0/339.0(447.0|447.0|/447.0|447.0(447.0(296.0 - 11 Mho-PG21 (MHO_0070)
Amino Acid Substitutions (x100) 1 2 3 4 5 6 7 8 9 |10 | 11
C. Multiple Sequence Alignment
10 20 30 40 50 60
1 1 1 1 1 1
l |IMKIRIYFYR|IIR- VKKNILESZE KZKT|KS|YyAVCS-|NF|INIEIA/IDK|I|IAINETIIEKIGDYG--W|VOQ|IVIER|IVIEK|IIKIHYFKEYV Mfer-PGlS(II-A)
1 |M/K|R|Y FYR|I|RI-VKKNTLESK|KT|K|S|YA|VCS-|N|FIN|E|A|D K|I|A|[N E I|I|E|K|/G D|Y|G - - W|V Q|V|E R|V|E K|I|K|H Y F KEV Mfer-PG18 (I-A)
1 |M|KIR|]Y FYR|IIR- VKKNILESZE K|KT|K|IS|[Yy AlIVCS -|NF|IN|/E|A|D K|I|A(NE I|I|E|/K|IG D|YG - - W|V Q|V|IE R|V|IEK|I|KIHY FKEYV Mfer-M64(I)
l] |[MKIRIY FYR|IIR- VKKNILESIE KZKT|KS|YAVCS-|NF|NIEIA/IDK|I|IAINETIIE|KIGDYG--W|VQ|IVIER|VIEK|I|IKIHY FKZEYV Mfer-M64(II)
1l |IMSIK|]Y FYRLIRIGSQSTGIZ KNAKT|Y S|IF G|SAQ -|Q|YN|KIA|/L I|M|A|IQ DA A|/I|S|KINQ|FIK - -E|VQ|I|ER|IIIQV|II|IKII I KOQNS Mho-FBG
1l |IMSIK|]Y FYRLIRIGSQSTGIE KNAKT|Y S|F G|SAQ-|Q|YN|KIA|/L I|M/A|lIQ DA A/I|S|KINQ|FIK - -E|VQ|I|ER|IIIQV|II|IKII I KOAQNS Mho-SP10291
1 |M|S|IK|]Y FYR|ILIRIGSQSTGI KNAKT|YISIF G|SAQ -|Q|Y|INIKIA|L I|M/A{Q DA|I|S|KINOQ|FIK - - E|VQ|IIER|I|IQVIIIKII I KOQN S Mho-TO0613
1l |IMSIK|]Y FYRLIRIGSQSTGIZ KNAKT|YS|IF G|SAQ -|Q|YN|KIA|/L I|M|A|IQ DA A|/I|S|KINQ|FIK - -E|VQ|IER|II|IQV|II|IKII I KOQNS Mho-PL5
1 |MS|K|]Y FYRLIRIGSQSTGIE KNAKT|Y S|F G|SAQ -|Q|YN|KIA|L I|M/A|IQ DA A/I|S|KINQ|FIK - -E|VQ|I|ER|IIIQV|II|IKII I KOQNS MhO-4788(MhOE)
] [MPIKIMKTE K SG-LKEKRISITE SGEKVKRGQ-AFRSHLAQNI KTTIZ XKCOQKIRHAR--KATTTILSSSDV FIKIRYIKE Mho-PGZl(MHO_1280)
1 MPGRDQLTG-QKALSGNEKRSHALNTAKRTIFDLNLQKVTVLTETGSKKTVR[VTAKNARTL|KKYGLYVA Mho-PG21 (MHO_0070)




