
Score = 3990
Length of alignment = 199
Sequence  HsPOLR3G :  1 - 223 (Sequence length = 223)
Sequence PmPOLR3GL :  1 - 193 (Sequence length = 193)

 HsPOLR3G MAGNKGRGRAAYTFNIEAVGFSKGEKLPDVVLKPPPLFPDTDYKPVPLKTGEGEEYMLALKQ
          ||| .||||.  ||||||.||.||| ||   |.||||||  .|.|.|| |||  .|.|||||
PmPOLR3GL MAG-RGRGRGQMTFNIEAIGFAKGEALPPPTLQPPPLFPPLEYRPLPLLTGEETDYLLALKQ

 HsPOLR3G ELRETMKRMPYFIETPEERQDIERYSKRYM-KVYKEE---WIPDWRRLPREM---MPR-NKC
          ||| .|| .||||  .| ..|||||| .|  |   ..   | |||| ||||.   . .  | 
PmPOLR3GL ELRGAMKNLPYFIKPAERKKDIERYSDKYQSKGPADNAIDWAPDWRLLPRELRIQVRKATKA

 HsPOLR3G KKAGPKPKKAK-DAGKGTPLTNTEDVLKKMEELEKRGDGEKSDEENEEKEGSKEKSKEGDDD
          |||  | .  | . .| .. ..  ..||..| ||.. .   |||     .|. |  || ...
PmPOLR3GL KKAVVKTQVLKPEKSKKASESENLEMLKNLETLEQKEQQAPSDE-----DGAEEEEKEEGEE

 HsPOLR3G DDDDAAEQEEYDE
           ...  ..||..|
PmPOLR3GL AEEEVLDEEEFEE

Percentage ID = 44.72

Petromyzon marinus

Score = 6200
Length of alignment = 193
Sequence HsPOLR3GL :  1 - 218 (Sequence length = 218)
Sequence PmPOLR3GL :  1 - 193 (Sequence length = 193)

HsPOLR3GL GGGRGRGRGQLTFNVEAVGIGKGDALPPPTLQPSPLFPPLEFRPVPLPSGEEGEYVLALKQE
           .||||||||.|||.||.|..||.|||||||||.|||||||.||.|| .||| .|.||||||
PmPOLR3GL MAGRGRGRGQMTFNIEAIGFAKGEALPPPTLQPPPLFPPLEYRPLPLLTGEETDYLLALKQE

HsPOLR3GL LRGAMRQLPYFIRPAVPKRDVERYSDKYQMSGPIDNAIDWNPDWRRLPRELKIRVRKLQK-E
          |||||..|||||.||  |.|.||||||||  || |||||| |||| |||||.|.|||  |  
PmPOLR3GL LRGAMKNLPYFIKPAERKKDIERYSDKYQSKGPADNAIDWAPDWRLLPRELRIQVRKATKAK

HsPOLR3GL R----ITILLPKRPPKTTEDKE-ETIQKLETLEKKEEEVTSEED-EEKEEEEEKEEEEEEEY
          .      .| | .. |..|  . | ...|||||.||..  |.||  | || || || |||  
PmPOLR3GL KAVVKTQVLKPEKSKKASESENLEMLKNLETLEQKEQQAPSDEDGAEEEEKEEGEEAEEEVL

HsPOLR3GL DEEEHEE
          |||| ||
PmPOLR3GL DEEEFEE

Percentage ID = 62.69
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